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APPENDIX 2A 

Buffers, solutions, reagents & media

Solutions, growth medias, buffers and reagents commonly used in this investigation are shown in 

the tables below.  All chemicals were analytical or molecular biology grade and obtained from BD 

Biosciences (http://www.bdbiosciences.com) or Sigma-Aldrich (http://www.sigmaaldrich.com).  

Solutions were prepared with nanopure or deionised water and autoclaved as necessary.  The 

sources of all other supplies used in this investigation are indicated in the relevant methods section.  

Table 2A.1 Suppliers of chemicals, enzymes, growth media & other miscellaneous consumables 

Manufacturer Products Website 

BD Biosciences 
(CloneTech Laboratories) Universal Genome WalkingTM Kit http://www.bdbiosciences.com 

Extrasynthase HPLC standards (malvidin-3-glucoside, quercetin-3-glucoside) No website 

Integrated Sciences 
(Stratagene) 

PicoMaxx Taq 
The QuikChangeR II Site–Directed Mutagenesis Kit http://www.integratedsci.com.au 

Invitrogen Hi-Fi, pfx, pfu and platinum Taq, electroporation cuvettes, 
Oligonucleotides (primers) http://www.invitrogen.com 

Promega Duel-luciferase® reporter assay system, Molecular weight 
markers http://www.promega.com 

Qiagen QIA gel extract, QIA plasmid prep, Qiagen PCR cloning kit, 
RNeasy plant RNA Kit, RNase free DNase Set http://www.qiagen.com 

Quantum Scientific 
(Fermentas) Restriction endonucleases http://www.quantum-scientific.com.au 

Roche Diagnostics Restriction endonucleases http://www.roche-diagnostics.com 

Table 2A.2 Downloadable sequence management programs & online databases 

Program/ Database Website 

Primer 3 program  http://www-genome.wi.mit.edu/cgi-bin/primer/primer3_www.cgi 

Chromas program http://www.technelysium.com.au 

ClustalW Alignment program http://www.ebi.ac.uk/clustralW/ 

GeneDoc Display program http://www.psc.edu/biomed/genedoc 

BLAST analysis  http://www.ncbi.nlm.nih.gov/BLAST/ 

PLACE database http://www.dna.affrc.go.jp/htdocs/PLACE 

TIGR database http://www.tigr.org/tigr-scripts/tgi/T_index.cgi?species=grape.   

NCBI database http://www.ncbi.nlm.nih.gov/ 

Trace database http://www.ncbi.nlm.nih.gov/Traces/trace.cgi? 



Appendix 2A-Buffers, solutions, reagents & media 

238

Table 2A.3 Solutions (& their composition) commonly used in this research 

Solution Composition 

Analytical Methods 

Acidulated methanol  1.0 mL of acidified methanol (1% HCl v/v; 3mL conc HCL + 97mL methanol) 

70% aqueous acetone extraction solvent 70% (v/v) aqueous acetone + 0.1% ascorbate.  Add ascorbate fresh when ready 
to extract and store in dark at 4oC 

Phloroglucinol buffer  0.25 g ascorbate, 1.25 g phloroglucinol, 215 mL conc. HCl, 25 mL methanol.  
Store in dark at 4oC.  Lasts up to 3 weeks 

Sodium acetate  200 mM, pH 7.5 

Buffer A (model wine) 0.5 g potassium bitartrate in 800ml distilled water, add 120 mL of 96% ethanol.  
Adjust pH to 3.3 with hydrochloric acid (HLC) and make volume up 1.0 L with 
water 

Buffer B (washing buffer) 
9.86g of sodium chloride(NaCl) in 500 mL distilled water, add 12 mL glacial 
acetic acid and adjust pH to 4.9 with sodium hydroxide (NaOH) and make 
volume up to 1.0 L with distilled water 

Buffer C (resuspension buffer) 
50g of SDS in 800 mL distilled water, add 50 mL triethanolamine and monitor 
pH, when stabilises adjust pH to 9.4 with HCL and make volume to 1.0 L with 
distilled water 

Ferric Chloride Reagent  2.7g ferric chloride (FeCl3) in 800 mL distilled water, add 800mL of concentrated 
HCl (12.1 N; 33-37% HCl) and make volume up 1.0 L with water 

Protein Solution Mix 25 mL Bovine Serum Albumin with 25 mL Buffer B.  Store at 4oC. 

Molecular Methods 

DNA loading dye (10�) 78% glycerol, 0.25% (w/v) bromophenol blue, 0.25% (w/v) xylene cyanol, 10 mM 
EDTA  

RNA loading dye (10�)
70% (v/v) deionised formamide, 10% (v/v) formaldehyde, 6% (v/v) agarose-gel 
loading dye (50% (v/v) glycerol, 1 mM EDTA, 0.4% (w/v) bromophenol blue), 
14% (v/v) MOPS/EDTA buffer 

RNA extraction buffer 1 5 M sodium perchlorate, 0.3 M Tris-HCl (pH 8.3), 1% (w/v) SDS, 1% (v/v) �-
mercaptoethanol, 8.5% (w/v) PVPP, 2% (w/v) PEG 4000 

RNA extraction buffer 2 5 M sodium perchlorate, 0.3 M Tris-HCl (pH 8.3), 1% (w/v) SDS, 1% (v/v) �-
mercaptoethanol 

TBE buffer 90 mM Tris-HCl, 90 mM borate, 2 mM EDTA, (pH 8.3) 

TAE buffer 10 mM Tris-HCl (pH 7.6), 1 mM EDTA (pH 7.6) 

LB (bacterial growth media) Liquid = 1% (w/v) bacto-tryptone, 0.5% (w/v) yeast extract, 1% (w/v) NaCl, pH 
7.0.    Solid = add 1.2% (w/v) bacto-agar. 

SOC (bacterial growth media) 
Liquid = 2% (w/v) bacto-tryptone, 0.5% (w/v) yeast extract, 10 mM NaCl, 2.5 mM 
KCl, 10 mM MgCl2, 20mM MgSO4, 20 mM sucrose, pH 7.0. 
Solid = add 1.2% (w/v) bacto-agar. 

Grape Cormier (GC) (plant growth media) 
Liquid = 0.3% (w/v) Gamborg’s B-5 basal medium, 3% (w/v) sucrose, 0.025% 
(w/v) casein hydrolysate, 0.93 �M kinetin, 0.54 �M NAA, pH 5.7-5.8.    Solid = 
add 0.8% bacto-agar 

Ampicillin 100 �g/mL (in water) 

XGal (40�g/mL) 100 mg 5-bromo-4 chloro-3-indol-�-D-galactoside dissolved in 2 mL 
N, N’-dimethyl-for-amide. 
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APPENDIX 2B 

HPLC chromatograms

Shiraz grape skin and wine samples were analysed in triplicate.  The method of HPLC separation for 

grape and wine anthocyanins and flavonols was kindly provided by Mark Downey (2002), and is 

also described in Bogs et al. (2005) and Takos et al. (2006).  The absorbance was measured at 520 

nm (anthocyanins), 353 nm (flavonols), 320 nm (hyroxycinnamaic acids) and 280 nm (total 

phenolics).  Anthocyanin and flavonol peaks were identified by three means: a) comparison of their 

elution order with the published separations (Cheynier and Rigaud 1986; Wulf and Nagel 1978), b) 

comparison of the elution time and absorbance spectra with a commercial standards of malvidin-3-

glucoside and quercetin-3-glucoside (Extrasynthese, France) c) LC-MS analysis (Chapter 2,

Section 2.2.1.3).  In both grapes and wine, the anthocyanin and flavonol compounds identified were 

expressed as malvidin-3-glucoside and quercetin-3-glucoside equivalents respectively, based on 

commercial standards (Extrasynthase, France).   
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Figure 2B.1 Typical Shiraz skin HPLC chromatogram 

520 nm-Anthocyanins

353 nm-Flavonols

320 nm-Hydroxycinnamates

280 nm
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Figure 2B.2 Typical Shiraz wine HPLC chromatogram 

520 nm-Anthocyanins

353 nm-Flavonols

320 nm-Hydroxycinnamates

280 nm
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APPENDIX 2C 

Table of primers 

Table 2C.1 RT-PCR primers used for analysis of flavonoid gene expression 

Gene Accession # Reference Forward primer Reverse primer 

VvFLS1 AY257978 Downey et al. 2003b CAGGGCTTGCAGGTTTTTAG GGGTCTTCTCCTTGTTCACG 

VvFLS2 AY257979 Downey et al. 2003b TGAGCTGGCTATAGGTCCTC TGCATGTACACTGGAAAAGG 

VvUFGT  X75968 Downey et al. 2004 TAACACATTGTGGATGGAACTCAT ACCTTCAATTCTCACTCCAATCTC 

VvLDOX X75966 Bogs et al. 2005  ACCTTCATCCTCCACAACAT AGTAGAGCCTCCTGGGTCTT 

VvCHI X75963 Unpublished GGATGAGAAAATTGAAGCTGAG TACAGGAACAAGAGGAACCAAC 
VvUbiquitin1 
(VvUBIQ1) TC32075 Downey et al. 2003b GTGGTATTATTGAGCCATCCTT AACCTCCAATCCAGTCATCTAC 

Table 2C.2 RT-PCR primers used in testing potential AtMYB12 homolog candidate genes 

Assigned TC # TC # Forward primer Reverse primer 

TC1 TC46393 ATAATAGCGATACGTGCGGTGT AATAATCGGGACGCTTCG 

TC2 TC41702 TCATAATCACATCAGCAGCAG GGAAATCAGGTGCTAGTTTTTGTG 

TC3 TC47032 GAAGTGGGGTTTGGATTATGTA CAAATAAGGGAAGAGGAGAAAAG 

TC4 TC47565 AGAATTCTAGGGTTTGGGTTGT AATTCAAATTCTTGATCGGAAG 

TC5 TC45624 CTAGCAGCCAACACCTATTCAT ATTCCACATGCCTTTCTTTGTA 

TC6 TC44301 GAGGAGCAACGTCTTGTAATTC TTCTCTTTCTGCTCTCTCTGCT 

Table 2C.3 RT-PCR primers used in testing potential microarray candidate genes 

Assigned TC # TC # Unigene code Forward primer Reverse primer 

TC7 TC39225 Vvi.10003 CAAACCCTTAGTGAAAGCACA TAAAGGCACGCAAAGTACAAG 

TC8 TC38623 Vvi.6975 CCCTTCCACATTATCATTTTCT ACTGCATCAAAGTCTGAAAGGT 

TC9 TC40540 Vvi.6616 AATCTCCTCCTTTCTTCACTGC AAGTTTCTGTACCCCACCAAA 

TC10 TC43962 Vvi.5444 TCGTCTGATGATATGAAGATGG GTTGATTAGATGTGGGATTTGG 

TC11 TC45686 Vvi.1267 GACGCTCAAAACAAAAAGTAAAA CTCCACACCTAAAAGATAGAGCA 

TC12 TC49275 Vvi.3440 TATTGAAGAACACCACAGCAAG GTTCTACTTTTGGTGCCATTTC 

TC13 TC46999 Vvi.7854 ATAAGCAGTTGGGTTTCCAATA TCTTTTAAGTGGGTTCACAAGC 

Table 2C.4 General primers used in PCR cloning  

Role Section Primer 
name Forward primer Primer 

name Reverse primer 

Genomic Walking 5.2.1 FLS1pout GCTTTCTTGCCCTCCACTTCTT
TTTG FLS1pnest GTGAGCTTCTCCTCATCTGGG

TCACT 

Cloning into pLUC 5.2.1 LUCBAM ATAGGATCCTCATTGTATCTTG
TTGGCATATTT LUCXHO ATACTCGAGACTGCTTCCCTC

TCTCTCTTACT 
VvFLS1 Intron 
isolation 5.3.1 FLS1INT CCTCTTCCATAACATCTG FLS1INT CCACTTTGCATACTCCTC 
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APPENDIX 3A 

South Australian grape growing regions: 

The Riverland & McLaren Vale  

Table 3A.1 Riverland and McLaren Vale regional characteristics

Riverland (warm) McLaren Vale (cool) 

Climate details a,b

    Altitude (m) 65.5 50-200m 
    Longitude (oE) 140.6 138.33 
    Latitude (oS) -34.28 35.14 
    Mean January temperature (oC) 23.2 23.4c 
    Heat degrees days (cut off 19oC)(Oct-Apr) d 1767 1767 
    Sunshine hours (hrs)(Oct-Apr)  2002e 1765 
    Relative humidity 3PM (%)(Oct-Apr) 30 46 
    Annual rainfall (mm) 261 513 
    Growing season rainfall (mm)(Oct-Apr) 130 168 

General description Inland region, with high summer 
temperatures 

Warm summers, with cool afternoon 
sea breezes 

Vintage details f
    Current area (Ha) 19,551 6437 
    Total crushed (T) 369,173 43,428 
    Estimated value of total crush ($ million) 213 70 

Top 3 varieties Shiraz, Cabernet Sauvignon, 
Chardonnay  

Shiraz, Cabernet Sauvignon, 
Chardonnay 

Vineyard details g

Soil type 

The river valley terraces are sandy 
and the mallee highlands are 
sandy/ clay.  Salt accumulation is 
widespread 

Variable sand/ clay soils 

Management practices 

Vineyards are drip irrigated from 
River Murray (~5-7ML/Ha/season).  
Vines are trellised and most are 
mechanically pruned and 
harvested.  Average yields range 
from 10-25 T/Ha 

Vineyards are drip irrigated from 
mains supply (~0.8-
1.5ML/Ha/season).  Most vines are 
trained and either hand or 
mechanically pruned/ harvested.  
Average yields range from 5-15 
T/Ha 

Winery Details 
Region winery Berri Estates Winery  Tintara Winery 

Management practices 

Fermented in large volumes, in 
close stainless steel vessels.  Most 
wines are available to consumers 
with 12 months of harvest 

Fermented in small volumes in open 
and closed stainless steel and 
cement vessels.  Most wines aged 
in oak barrels and can it can take up 
to 36 months before wine makes it 
to consumers. 

Wine product Bulk to semi-premium ($5/L-
$20/bottle) 

Semi-premium to premium 
($5/bottle-$55/bottle) 

NOTES
a-Climate data for the Riverland is derived from Berri Station # 024002 (est. 1915), unless noted otherwise (Australian BOM 

Nov 2005) 
b- McLaren Vale climate details derived from Noarlunga Weather Station (est. 2000), which is ~8 Km North of McLaren Vale), 

unless noted otherwise (AWBC Nov 2005) 
c- The mean January temperature suggested by HWC (Sas and Lim 2003) is closer to 21.4oC (as detailed in Section 

3.1.1.1.2) 
d- Calculation of heat degree days as developed by Gladstones 1992 
e- Sunshine hours for the Riverland calculated from Gladsones 1992 
f -Vintage data obtained from Phylloxera and Grape Industry Board of South Australia 2003 
g-Vineyard descriptions as described by Dry et al. 2004b 



Appendix 3A-Map of two South Australian grape growing regions

Figure 3A.1 Map of South Australia grape growing regions Riverland & McLaren Vale. Shiraz berry 
samples were received from two SA viticultural regions; Riverland (Berri Estates Winery 34o 26’ South, 140o

61’ East) & McLaren Vale (Tintara Winery 35o21’ South, 138o 52’ East). Fruit was collected from McLaren 
Vale, whilst couriered overnight from the Riverland. Map downloaded from Google Earth (Nov 2005).
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NOTE:  This figure is included on page 244 of the print copy of the 
thesis held in the University of Adelaide Library.
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APPENDIX 3B 

Supplementary results for Chapter 3 (Flavonoid composition of Shiraz Grapes) 

McLaren Vale & Riverland sample details 

and

Data sets (On CD)

FILES ON CD: (Provided as Microsoft Excel documents)

Appendix 3B MV03  McLaren Vale, 2003 data set 

Appendix 3B MV04  McLaren Vale, 2004 data set 

Appendix 3B RL03  Riverland, 2003 data set 

Appendix 3B RL04  Riverland, 2004 data set 
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KEY

For data sets in Appendix 3B (On CD) 

MV03   McLaren Vale, 2003 
MV04   McLaren Vale, 2004 
RL03   Riverland, 2003 
RL04   Riverland, 2004 
CSIRO   Commonwealth Science and Research Organisation 
HWC   Hardy Wine Company 
GQS   Grape Quality Stream 
H   High Quality  
L   Low Quality 

SPEC   UV-VIS spectrophotometric analysis  
PGA   Phloroglucinol analysis  
PPA   Protein precipitation assay 

BM   Benchmarking  
MA   Maselli 
T   Totals 

D   Delphinidin 
C   Cyanidin 
PT   Petunidin 
PO   Peonidin 
M   Malvidin 
G   Glucoside 
AG   Acetyl-glucoside 
CG   Coumaroyl-glucosides 
pp   Pigmented polymers 

Q   Quercetin 
M   Myricetin 
K   Kaempferol 
S   Syringetin 
GR   Glucuronide 
GS   Glucoside 

EGC   Epigallocatechin 
C   Catechin 
E   Epicatechin 
ECG   Epicatechin gallate 
A   Adducts 
SK   Skin 
SD   Seed 
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3B.1. McLaren Vale

3B.1.1 MV03

3B.1.1.1 CSIRO data
Grape samples 
GQS No. of samples Sample name 
1H 6 MLE 1, 2, 3, 4, 5, 6 
2 6 MLT 10, 13, 15, 16, 17, 18 

3L 13 MLO 19, 20, 21, 22, 23, 24, 25, 26, 28, 29, 30, 31, 32 
 25  

Parameters - See Section 3B.3 
-Berry factors 
-Grape flavonoid (anthocyanin, flavonol, tannin) content and composition

Wine samples 
GQS No. of samples Sample details 
1H 6  
2 6  

3L 10 No MLO32, (MLO20&21), (MLO29&31) 
 22  

Parameters - See Section 3B.3 
-Wine anthocyanin and flavonol content and composition 
-(&) Indicates grape samples which were blended during winemaking (i.e. same measurements)

3B.1.1.2 HWC data
Vineyard assessment (also referred to as Benchmarking factors (BM)) 
GQS No. of samples Sample name/details 
1H 5 No MLT2 
2 6  

3L 9 No MLO32, MLO28, (MLO20&21), (MLO29&31) 
 20  

Parameters - See Table 3B.1 
-(&) Indicates grape samples which measurements were the same

Weighbridge factors 
GQS No. of samples Sample name/details 
1H 5 No MLT2 
2 6  

3L 9 No MLO32, MLO28, (MLO20&21), (MLO29&31) 
 20  

Parameters
-Bunch weight (g), berry weight (g) 
-Maselli analysis (MA): baume, pH, TA 
-Anthocyanin (NIR colour (mg/g berry)) No MLO32, MLO24, MLE2 (MLO20&21) (MLO29&31) 
-(&) Indicates grape samples which measurements were the same

Wine factors  
GQS No. of samples Sample name/details
1H 6  
2 6  

3L 10 No MLO32, (MLO20&21), (MLO29&31) 
 22  

Parameters
-Wine colour density, hue (Note There are many missing data points) 
-Wine grade: 1(High quality) � 6(Low quality) 
-(&) Indicates grape samples which were blended during winemaking (i.e. same measurements)
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Pricing factors 
GQS No. of samples Sample name/details 
1H 6 2X MLE5, 2X MLE3, 3X MLE6 
2 6 2X MLT18, 2X MLT13, 2X MLT17, 2X MLT16 

3L 10 No MLO32, (MLO20&21), (MLO29&31), 2X MLO26, 2X MLO28 
 22  

Parameters
-$/Tonne, $/bottle 
-(X) Indicates more than one data point for each sample. The weighted average was calculated 
-(&) Indicates grape samples which were blended during winemaking (i.e. same measurements)

3B.1.2 MV04
3B.1.2.1 CSIRO data
Grape samples 
GQS No. of samples Sample name/details 

1 7 M 4, 5, 14, 15, 20, 22, 23 
2 7 M 1, 3, 6, 8, 12, 13, 16 
3 10 M 2, 7, 9, 10, 11, 17, 18, 19, 21, 24 
 24  

Parameters - See Section 3B.3 
-Berry factors 
-Grape flavonoid (anthocyanin, flavonol) content and composition 
-Grape tannin content

Wine samples 
GQS No. of 

samples Sample name/details 

1 6 (M14&M15) 
2 6 (M6&M8) 
3 8 (M10&M11), (M18&M19) 
 20  

Parameters - See Section 3B.3
-Wine anthocyanin and flavonol content and composition 
-(&) Indicates grape samples which were blended during winemaking (i.e. same measurements)

3B.1.2.2 HWC data
Vineyard assessment (also referred to as Benchmarking factors (BM)) 
GQS No. of samples Sample name/details 

1 5 No M4, M15 
2 7  
3 9 No M9 
 21  

Parameters - See Table 3B.1 

Weighbridge factors 
GQS No. of samples Sample name/details 

1 7  
2 7  
3 8 No M9, M24 
 20  

Parameters
-Bunch weight (g), (No berry weight) 
-Maselli analysis (MA): baume, pH, TA 
-Anthocyanin (NIR colour (mg/g berry) and Col2Bx)
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Pre-ferment factors 
GQS No. of samples Sample name/details 

1 5  
2 5  
3 5  
 15  

Parameters
-TSO2, TA, pH, Be, NH4, FAN, YAN 
-Note There are many missing data points

Wine factors 
GQS No. of samples Sample name/details

1 6 (M14&M15) 
2 6 (M6&M8) 
3 8 (M10&M11) (M18&M19) 
 20  

Parameters
-Wine grade: 1(High quality) � 7(Low quality)  No M3, M21 
-Somers measurements: 
   -colour density, hue, chemical age 1, chemical age 2, degree of ionisation, 
    total anthocyanins (mg/L), total phenolics (mg/L), A420, pressed baume 
-(&) Indicates grape samples which were blended during winemaking (i.e. same measurements)

3B.2. Riverland

3B.2.1 RL03

3B.2.1.1 CSIRO data
GQS No. of samples Sample name/details
1H 13 RL          1, 13, 15, 17, 2, 23, 25, 27, 3, 37, 38, 41, 7 
2 17 RL          16, 19, 20, 21, 22, 24, 26, 28, 30, 31,32, 33, 35, 45, 46, 49, 50 
3 9 RL          29, 34, 36, 4, 48, 5, 54, 55, 6 
4 8 RL          10, 14, 39, 40, 42, 43, 44, 8 

5L 4 RL          18, 51, 53, 9 
Unclassified 4 RL          11, 12, 47, 52 

 55  
Parameters - See Section 3B.3 
-Berry factors 
-Grape flavonoid (anthocyanin, flavonol) content and composition

3B.2.1.2 HWC data
GQS No. of samples Sample name/details 
1H 13  
2 17  
3 9  
4 8  

5L 4  
Unclassified 0 No RL11, RL12, RL47, RL52 

 51  
Parameters
-Vineyard assessment (benchmarking) - See Table 3B.1  
-Berry weight (g), baume 
-Anthocyanins (NIR colour (mg/g berry)) 
-Enduse/ Wine grade:  1(High quality) � 5(Low quality)  No RL11, RL12, RL52



Appendix 3B-Supplementary results for Chapter 3 (Flavonoid composition of Shiraz grapes) 

250

3B.2.2 RL04

3B.2.2.1 CSIRO data
GQS No. of samples Sample name/details 
1H 13 R           10, 13, 17, 18, 28, 29, 3, 30, 32, 4, 6, 8, 9 
2 10 R           1, 11, 12, 14, 15, 16, 35, 43, 5, 7 
3 11 R           2, 26, 27, 33, 34, 40, 45, 49, 52, 53, 54 
4 10 R           20, 22, 23, 31, 36, 37, 38, 39, 41, 55 

5L 11 R           19, 21, 24, 25, 42, 44, 46, 47, 48, 50, 51 
 55  

Parameters - See Section 3B.3 
-Berry factors 
-Grape flavonoid (anthocyanin, flavonol) content and composition 
-Grape tannin content

3B.2.2.2 HWC data
GQS No. of samples Sample name/details 
1H 13  
2 10  
3 11  
4 10  

5L 11  
 55  

Parameters
-Vineyard assessment (benchmarking) - See Table 3B.1  
-Berry weight (g), baume 
-Anthocyanins (NIR colour (mg/g berry)) 
-Enduse/ Wine grade:  1(High quality) � 4(Low quality)  No R55, R31
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Table 3B.1 Vineyard assessment measurements recorded by Hardy Wine Company (HWC). Data is also 
known as benchmarking factors (BM). * indicates data was provided; blank cells indicate data was not provided.
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NOTE:  This table is included on page 251 of the print copy of the 
thesis held in the University of Adelaide Library.
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3B.3. CSIRO measurements

3B.3.1 Berry factors

-Sampled all data sets: MV03, MV04, RL03, RL04 

-100 berries were randomly selected for processing 

-Measurements are an average of 100 berries 

-Data: Berry weight (g), skin weight (g), seed weight (g), number of seeds, oBrix 

-Calculated data: Skin weight per berry weight (also expressed also a proportion (%)), seed weight 

per berry weight (also expressed also a proportion (%)) 

3B.3.2 Grape & wine flavonoid content & composition

3B.3.2.1 HPLC analysis of anthocyanins & flavonols

3B.3.2.1.1 Grape

-Sampled all data sets: MV03, MV04, RL03, RL04 

-Samples consisted of 100 berry skins, pooled together and finely ground to a powder 

-Samples were analysed in triplicate and are expressed mg/g berry 

-See Appendix 2B, Figure 2B.1 for typical Shiraz grape HPLC chromatogram 

� Anthocyanins (A520) 

-Data: 15 anthocyanin compounds detected: 

Delphinidin glucoside, cyanidin glucoside, petunidin glucoside, peonidin glycoside, malvidin 

glucoside, delphinidin acetyl-glycoside, cyanidin acetyl-glucoside, petunidin acetyl-glucoside, 

peonidin acetyl-glycoside, malvidin acetyl-glucoside, delphinidin coumaroyl-glucoside, cyanidin 

coumaroyl-glucoside, petunidin coumaroyl-glucoside, peonidin coumaroyl-glycoside, malvidin 

coumaroyl-glucoside 

-Calculated data: Totals (T=sum of each compound type) 

TAnthocyanins, TGlucosides, TAcetyl-glucosides, TCoumaroyl-glycosides, TDelphinidins, 

TCyanidins, TPetunidins, TPeonidins, TMalvidins 
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� Flavonols (A353) 

-Data: 9 flavonol compounds detected: 

Quercetin glucoside, quercetin glucuronide, flavonol A (myricetin glucoside), flavonol B 

(myricetin glucuronide), flavonol C (kaempferol glucoside), flavonol D (isorhamnetin 

glucuronide), flavonol E (kaempferol galactoside), flavonol F (isorhamnetin glucoside) flavonol 

G (syringetin glucoside) 

-Calculated: Totals (T=sum of each compound type) 

TFlavonols, TQuercetin-glycosides, TMyricetin-glycosides, TKaempferol-glycosides, 

TIsorhamnetin-glycosides 

� Hydroxycinnamaic acids (A320) 

-Data: Caffeic acid 1, Coumaric acid 1, Coumaric acid 2 

-Calculated data: Totals (T=sum of each compound type) TCoumaric acids 

3B.3.2.2.2 Wine

-Sampled data sets: MV03, MV04 

-Raw wine samples were analysed in triplicate and are expressed g/L  

-Abbreviated forms of the compounds listed (See Key)

-See Appendix 2B, Figure 2B.2 for typical Shiraz wine HPLC chromatogram. 

� Anthocyanins (A520) 

-Data: 16 anthocyanin compounds detected: 

Delphinidin glucoside, cyanidin glucoside, petunidin glucoside, peonidin glycoside, malvidin 

glucoside, delphinidin acetyl-glycoside, cyanidin acetyl-glucoside, petunidin acetyl-glucoside, 

peonidin acetyl-glycoside, malvidin acetyl-glucoside, delphinidin coumaroyl-glucoside, cyanidin 

coumaroyl-glucoside, petunidin coumaroyl-glucoside, peonidin coumaroyl-glycoside, malvidin 

coumaroyl-glucoside 

-Additional peak= Pigmented polymers (pp).  Incorporates large integrated peak at the end of the 

HPLC chromatogram

-Calculated data: Totals (T=sum of each compound type) 

TAnthocyanins (TAnthocyanins + pp), TGlucosides, TAcetyl-glucosides, TCoumaroyl-glycosides, 

TDelphinidins, TCyanindins, TPetunidins, TPeonidins, TMalvidins 
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� Flavonols (A353) 

-Data: 12 flavonol compounds detected: 

Quercetin glucoside and quercetin glucuronide, flavonol A (myricetin glucoside), flavonol B 

(myricetin glucuronide), flavonol C (kaempferol glucoside), flavonol F (isorhamnetin glucoside) 

flavonol G (syringetin glucoside) 

-No flavonol D (isorhamnetin glucuronide), flavonol E (kaempferol galactoside) 

-Additional peaks (unknown)= flavonols A1, flavonols A2, flavonol H (not detected in 2004) 

-Additional peaks (flavonol aglycones)= quercetin, kaempferol (not detected in 2004) 

-Calculated: Totals (T=sum of each compound type) 

TFlavonols, TQuercetin-glycosides, TMalvidin-glycosides 

� Hydroxycinnamaic acids (A320) 

-Data: Caffeic acid1 and Coumaric acid1 

3B.3.2.2 UV-VIS Spectrophotometric analysis

3B.3.2.2.1 Grape 

-Method based on Iland et al. (2000) 

-Sampled all grape data sets: MV03, MV04, RL03, RL04 

-Sampled wine data sets: MV03, MV04 

-Grape and wine extracts (from HPLC analysis) were diluted in acidulated methanol  

-Samples were analysed in triplicate; grape data expressed mg/g berry, wine data expressed g/L  

-Data: (SPEC)-Total anthocyanins (A520), Total phenolics (A280) 

3B.3.2.2.2 Wine 

-Method as described by Somers and Evans (1977) 

-Sampled wine data set: MV04 

-Wine samples were analysed in triplicate and are expressed mg/L. 

-Data: Colour density, hue, degree of red pigment colouration (%), total red pigments, total 

phenolics, total anthocyanins (mg/L), chemical age I, chemical age II, degree of ionisation of 

anthocyanins (%) 
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3B.3.2.3 Analysis of skin & seed tannins 

3B.3.2.3.1 PGA 

-Method based on that by Downey et al. (2003a) and Kennedy and Jones (2001) 

-Sampled grape data set: MV03 (skin and seed) 

-Samples consisted of 100 berry skins (seeds from 100 berries), pooled together and finely ground to 

a powder 

-Only acid hydrolysis component of method performed 

-Samples were analysed in triplicate and are expressed mg/g berry  

� Skin

-Data: 7 tannin compounds detected: 

Epigallocatechin-adduct, catechin-adduct, epicatechin-adduct, catechin, epicatechin gallate-

adduct, epicatechin, epicatechin gallate 

-Calculated data: Totals (T=sum of each compound type) 

TSkin tannins, TSkin adducts, TSkin free monomers  

� Seed

-Data: 6 tannin compounds detected: 

Catechin-adduct, epicatechin-adduct, catechin, epicatechin gallate-adduct, epicatechin, 

epicatechin gallate 

-Calculated data: Totals (T=sum of each compound type) 

TSeed tannins, TSeed adducts, TSeed free monomers  

3B.3.2.3.2 PPA 

-Method based on that by Downey and Adams (2005) and Harbertson et al. (2002) 

-Sampled grape data set: MV04, RL04 (skin and seed) 

-Samples consisted of: 100 berry skins (or seeds from 100 berries), pooled together and finely 

ground to a powder 

-Samples were analysed in triplicate and are expressed mg/ g berry 

-Data: Total skin tannins, Total seed tannins 

-Calculated data: Totals (T=sum of each compound type). 

Total tannins (skin + seed) 
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MLE6 1.2689 0.3234 0.0473 0.254866 25.48664 0.037276 3.727638 1.83 27.5 15.28 0.127543 0.023097 0.139114 0.183625 0.727697 0.022897 0.003833 0.025171 0.044487 0.206288 0.010064 0.010651 0.033843 0.100353 0.259306 1.917969 1.201076 0.302676 0.414217 0.160504 0.03758 0.198128 0.328466 1.193291 0.044815 0.029256 0.064381 0.01284 0.008261 0.01403 0.008522 0.024156 0.011312 0.217574 0.093637 0.057655 0.016784 0.038186 0.014882 0.019384 0.006554 0.025938 1.958743 0.405081 0.813928 0.013338 0.768839 0.053288 0.076588 0.022 0.00247 1.750452 1.672693 0.077759 0.172572 1.112465 0.214107 0.491822 0.277287 0.102325 2.370578 1.776859 0.593719 4.12103 1 4.2 3.6 32 19.19 1.35 5.61 14.19 1.28 106.54 25.47 14.15 3.52 7.85 1.72 0.022692 0.002325 0.037196 0.038824 0.241406 0.009084 0.002064 0.008579 0.015934 0.06165 0.002046 0.00163 0.004574 0.017026 0.035613 0.404221 0.500642 0.904863 0.342442 0.097311 0.060888 0.033821 0.006019 0.050348 0.071784 0.338668 0.00254 0.001428 0.032279 0.028792 0.00594 0.00569 0.011488 0.00613 0.005905 0.013666 0.001032 0.003823 0.118713 0.034733 0.037969 0.050281 0.025568 0.874245 0.322654 1 6677.673 36.31092
MLO19 1.1017 0.5058 0.0581 0.459109 45.91087 0.052737 5.273668 2.36 27.4 15.22 0.16991 0.027195 0.178804 0.193091 0.821074 0.036563 0.00439 0.040538 0.051686 0.252746 0.012804 0.009775 0.037971 0.090538 0.248861 2.175946 1.390073 0.385924 0.399949 0.219277 0.04136 0.257313 0.335316 1.32268 0.037477 0.026932 0.043583 0.010427 0.005295 0.005354 0.004098 0.019181 0.009956 0.162302 0.070515 0.047904 0.009394 0.024534 0.028016 0.020395 0.00261 0.023004 2.440212 0.388853 1.650696 0.011937 0.735028 0.042654 0.082995 0.010213 0.007019 2.540543 2.480657 0.059886 0.202988 1.86685 0.39675 0.870921 0.428899 0.216841 3.983249 2.940759 1.04249 6.523792 3 0.86 2.08 5 14.93 0.8 8.39 18.63 1.04 77 27.36 15.2 3.47 7.2 2.2 0.023959 0.003002 0.029593 0.021869 0.13589 0.00902 0.007222 0.008037 0.008217 0.031252 0.000929 0.00096 0.002366 0.005479 0.013817 0.917645 0.301613 1.219257 0.214314 0.063747 0.023551 0.033908 0.011184 0.039997 0.035565 0.180959 0.00302 0.001174 0.02231 0.02667 0.00137 0.004297 0.014129 0.002305 0.003624 0.017221 0.001789 0.004359 0.102269 0.02804 0.026607 0.033487 0.015109 0.729017 0.329917 5 1658.6 6.08
MLO20 1.0323 0.3381 0.0543 0.327521 32.75211 0.052601 5.260099 2.03 25.3 14.06 0.124705 0.023041 0.123941 0.141349 0.551821 0.022161 0.003218 0.024457 0.032275 0.13788 0.00922 0.006477 0.02291 0.058925 0.145401 1.427781 0.964857 0.219991 0.242933 0.156086 0.032737 0.171308 0.232549 0.835102 0.015937 0.025511 0.030002 0.003666 0.004019 0.006756 0.004375 0.008251 0.002587 0.101105 0.055513 0.019604 0.008394 0.015007 0.017014 0.015846 0.002185 0.018031 1.146214 0.303904 1.048021 0.0112 0.713326 0.05186 0.07301 0.01861 0.005121 1.921148 1.845557 0.075591 0.165069 1.516441 0.266235 0.69112 0.332918 0.149171 3.120954 2.37263 0.748324 5.042102 3 1 5.31 7 31.08 1.12 7.79 27.84 0.89 74.35 27 15 3.44 7.1 1.9 0.02311 0.002632 0.028857 0.023204 0.141516 0.006972 0.00317 0.007259 0.007957 0.030351 0.000891 0.000769 0.002526 0.006236 0.016771 0.937281 0.302223 1.239503 0.219319 0.05571 0.027194 0.030974 0.006572 0.038642 0.037397 0.188638 0.003482 0.00165 0.020736 0.041104 0.001072 0.004199 0.014026 0.002303 0.002639 0.022866 0.003136 0.005372 0.122585 0.042176 0.024935 0.036716 0.019048 0.708297 0.306032 19.152 0.640569 5 1658.6 7.41
MLO21 0.9682 0.2984 0.0544 0.308201 30.82008 0.056187 5.618674 2.32 28.8 16.00 0.202782 0.047544 0.187462 0.203307 0.638259 0.028869 0.004819 0.029804 0.031681 0.143131 0.007923 0.008568 0.027878 0.059663 0.135672 1.757362 1.279354 0.238304 0.239704 0.239573 0.060931 0.245145 0.29465 0.917062 0.031325 0.043883 0.070078 0.006191 0.00781 0.016169 0.012438 0.018678 0.003946 0.210517 0.11396 0.037516 0.020248 0.034847 0.0147 0.014496 0.003794 0.01829 1.842701 0.302954 0.631981 0.011308 0.59053 0.046507 0.069462 0.014136 0.003419 1.367343 1.30328 0.064063 0.223653 1.842806 0.293483 0.789282 0.281562 0.152255 3.58304 2.85574 0.7273 4.950383 3 1 5.31 7 31.08 1.12 7.79 27.84 0.89 74.35 27 15 3.44 7.1 1.9 0.02311 0.002632 0.028857 0.023204 0.141516 0.006972 0.00317 0.007259 0.007957 0.030351 0.000891 0.000769 0.002526 0.006236 0.016771 0.937281 0.302223 1.239503 0.219319 0.05571 0.027194 0.030974 0.006572 0.038642 0.037397 0.188638 0.003482 0.00165 0.020736 0.041104 0.001072 0.004199 0.014026 0.002303 0.002639 0.022866 0.003136 0.005372 0.122585 0.042176 0.024935 0.036716 0.019048 0.708297 0.306032 19.152 0.640569 6 1041.63 5.75
MLO22 0.9938 0.3867 0.0592 0.389112 38.91125 0.059569 5.956933 2.38 27.9 15.50 0.091779 0.017513 0.106884 0.135396 0.613083 0.016615 0.002257 0.019863 0.036362 0.159829 0.024918 0.007036 0.023285 0.069506 0.17726 1.501585 0.964654 0.234925 0.302005 0.133312 0.026806 0.150032 0.241263 0.950172 0.017508 0.034394 0.046385 0.006309 0.003895 0.011429 0.007551 0.016769 0.005982 0.150221 0.080779 0.023817 0.011446 0.028198 0.013074 0.008449 0.001807 0.010256 1.490646 0.23378 0.636684 0.010691 0.815051 0.04537 0.094511 0.014882 0.001648 1.618837 1.556936 0.061901 0.229859 1.947656 0.334848 0.941128 0.319367 0.1716 3.944457 3.118642 0.825815 5.563293 3 6 12.15 5 40 1.33 7.41 30 1.21 121.6 25.848 14.36 3.56 7.08 1.45 0.011273 0.001599 0.01643 0.01705 0.113138 0.002722 0.004109 0.003742 0.006553 0.023244 0.000838 0.000492 0.001376 0.004403 0.011643 0.704266 0.218614 0.92288 0.159491 0.040371 0.018752 0.014833 0.0062 0.021548 0.028007 0.148025 0.001983 0.001 0.024881 0.025099 0.014966 0.004106 0.004778 0.006476 0.003447 0.011105 0.001775 0.001856 0.101473 0.040065 0.028987 0.023248 0.010593 0.619281 0.263622 6 1041.63 5.75
MLO23 0.9099 0.3204 0.0469 0.352127 35.21266 0.051544 5.154413 1.88 27.9 15.50 0.146254 0.028686 0.152448 0.177065 0.694859 0.022258 0.003042 0.02481 0.031479 0.161751 0.014079 0.007287 0.028833 0.068615 0.186509 1.747975 1.199312 0.243339 0.305323 0.182591 0.039016 0.206091 0.277159 1.043118 0.027302 0.030557 0.054987 0.007708 0.006383 0.012425 0.011505 0.02052 0.006505 0.177892 0.085544 0.03501 0.017888 0.032945 0.015892 0.012843 0.004609 0.017452 1.716554 0.317982 0.428308 0.011527 0.693979 0.047982 0.07733 0.014962 0.003589 1.277677 1.211143 0.066533 0.172041 1.41647 0.241656 0.567903 0.246597 0.122686 2.767352 2.156413 0.610939 4.045028 3 3.2 7.39 5 26.08 1.37 8.16 18.99 0.94 109.95 27.81 15.45 3.58 7.65 1.75 0.014233 0.001668 0.020955 0.018931 0.136743 0.003984 0.00497 0.005682 0.009043 0.033447 0.000913 0.000625 0.001651 0.005501 0.012951 0.860401 0.271297 1.131698 0.19253 0.057126 0.021641 0.01913 0.007263 0.028288 0.033475 0.183141 0.002174 0.001004 0.020353 0.016674 0.000896 0.004039 0.008854 0.001952 0.004245 0.011128 0.001222 0.003584 0.076126 0.01757 0.024392 0.023546 0.010786 0.687002 0.293942 6 1041.63 5.75
MLO24 1.1517 0.4221 0.0588 0.366502 36.65017 0.051055 5.105496 2.4 26.9 14.94 0.13575 0.024738 0.141994 0.159609 0.718415 0.023036 0.00333 0.025951 0.035764 0.197352 0.008663 0.009261 0.032974 0.076422 0.225396 1.818655 1.180505 0.285433 0.352717 0.167449 0.037329 0.200919 0.271795 1.141163 0.036789 0.03421 0.061206 0.008317 0.005971 0.014576 0.007689 0.017804 0.006282 0.192844 0.095416 0.045106 0.013661 0.03238 0.024585 0.019755 0.005655 0.02541 1.727919 0.289425 0.891029 0.01388 0.766841 0.051132 0.091144 0.018089 0.004214 1.836329 1.762894 0.073434 0.260617 1.649319 0.36733 0.812188 0.327427 0.195561 3.612442 2.722124 0.890318 5.448771 3 4 4.97 6 19.03 1.1 7.5 17.22 1.02 111.7 28.26 15.7 3.63 7 0.030043 0.003406 0.038332 0.029633 0.172259 0.00913 0.004038 0.009999 0.011025 0.04333 0.001566 0.001586 0.004108 0.009283 0.024859 0.726236 0.392596 1.118833 0.273673 0.077522 0.041402 0.040739 0.00903 0.052439 0.049941 0.240448 0.003477 0.001889 0.029335 0.037276 0.004711 0.00593 0.015634 0.00485 0.004766 0.023035 0.00273 0.005809 0.139443 0.041987 0.035265 0.025534 0.012517 0.831655 0.345906 5 1553.339 7.126789
MLO25 1.1728 0.4828 0.0646 0.411664 41.16644 0.055082 5.508186 2.68 27.3 15.17 0.153855 0.025618 0.161638 0.160765 0.804322 0.028193 0.003571 0.03282 0.042125 0.236814 0.01054 0.009096 0.037496 0.084799 0.260683 2.052336 1.306199 0.343523 0.402614 0.192588 0.038286 0.231954 0.28769 1.301819 0.036145 0.037782 0.04859 0.008272 0.006889 0.007244 0.006035 0.015379 0.006644 0.172979 0.086372 0.044416 0.012924 0.022623 0.032106 0.025772 0.003085 0.028857 2.108669 0.131641 1.008467 0.014974 0.748591 0.054758 0.085384 0.010753 0.003748 1.926675 1.857416 0.069259 0.216422 1.88187 0.359019 0.875643 0.361413 0.189681 3.884048 2.973935 0.910113 5.810723 3 2 8.51 5 33.75 1.08 9.02 31.25 1.19 95 27.18 15.1 3.53 7.43 1.8 0.022018 0.001768 0.032122 0.019964 0.162858 0.007336 0.004195 0.008379 0.008752 0.037965 0.001255 0.001011 0.003148 0.007316 0.02004 0.599892 0.338126 0.938018 0.238729 0.066626 0.03277 0.030609 0.006973 0.043649 0.036032 0.220863 0.002823 0.001397 0.02405 0.024068 0.001301 0.004415 0.011167 0.00246 0.003782 0.014485 0.001636 0.003522 0.095107 0.02537 0.028465 0.017722 0.007747 0.712518 0.302717 6 1041.63 5.75
MLO26 1.4811 0.4172 0.0636 0.281683 28.16825 0.042941 4.294106 2.21 25.5 14.17 0.084099 0.013148 0.088848 0.100089 0.494764 0.015014 0.002208 0.017204 0.027379 0.144954 0.005771 0.006704 0.026787 0.066313 0.192984 1.286266 0.780949 0.206758 0.298559 0.104884 0.022059 0.132839 0.193781 0.832703 0.023491 0.0139 0.027484 0.004818 0.004937 0.004091 0.004077 0.00949 0.003698 0.095987 0.041384 0.028309 0.009015 0.013581 0.026011 0.026144 0.004539 0.030683 1.359912 0.364217 0.62072 0.012816 0.898569 0.06414 0.07439 0.014748 0.002905 1.688288 1.606495 0.081793 0.168996 1.227309 0.225722 0.664194 0.246958 0.124271 2.65745 2.060499 0.596951 4.345738 3 0.43 4.37 3 19.45 1.42 8.51 13.7 0.96 100.33 27.36 15.2 3.6 7.6 1.97 0.020556 0.001916 0.032638 0.030986 0.214947 0.008581 0.003317 0.008202 0.013082 0.054602 0.001865 0.001074 0.003283 0.010667 0.02176 0.572712 0.427477 1.000189 0.301043 0.087784 0.03865 0.031002 0.006308 0.044123 0.054735 0.291309 0.003264 0.001794 0.031536 0.032733 0.002667 0.006951 0.013895 0.005357 0.006292 0.018747 0.001568 0.006317 0.131121 0.0354 0.038487 0.022788 0.013316 0.847194 0.30725 5 1501.076 6.98617
MLO28 1.1138 0.3304 0.0553 0.296642 29.66421 0.04965 4.964985 2.27 30 16.67 0.167127 0.027363 0.174288 0.175117 0.809877 0.027795 0.003873 0.032045 0.04 0.219402 0.009026 0.010096 0.037905 0.081766 0.23346 2.049139 1.353773 0.323115 0.372252 0.203948 0.041332 0.244237 0.296883 1.262739 0.045021 0.022942 0.049288 0.009351 0.008125 0.007797 0.00568 0.015829 0.007082 0.171114 0.07223 0.054371 0.013805 0.023626 0.015825 0.017837 0.004398 0.022235 2.055011 0.260719 0.64437 0.015671 0.790969 0.053951 0.104051 0.026596 0.003347 1.638954 1.555061 0.083893 0.188526 1.700751 0.269581 0.689304 0.267326 0.158509 3.273997 2.578581 0.695416 4.912951 3 1.61 6 2 0.048778 0.004865 0.058104 0.040018 0.256885 0.011626 0.003624 0.012631 0.011166 0.057726 0.00162 0.001454 0.005924 0.010161 0.030723 0.462565 0.555304 1.01787 0.40865 0.096772 0.049882 0.062024 0.009943 0.076659 0.061345 0.345333 0.004147 0.002387 0.032823 0.04229 0.001398 0.005077 0.016234 0.002851 0.003446 0.021773 0.003136 0.004669 0.14023 0.043688 0.0379 0.047552 0.023323 1.025995 0.36014 20.572 0.534651 3 2618.19 14.87
MLO29 0.999 0.3822 0.0588 0.382583 38.25826 0.058859 5.885886 2.73 29.6 16.44 0.108902 0.01427 0.127891 0.124134 0.802835 0.019953 0.002195 0.023702 0.03127 0.234537 0.01422 0.007205 0.036503 0.073886 0.296234 1.917736 1.178032 0.311656 0.428047 0.143075 0.023669 0.188096 0.229289 1.333607 0.053706 0.034577 0.073811 0.014503 0.007834 0.01329 0.01239 0.026568 0.012575 0.249254 0.108388 0.068209 0.020225 0.039858 0.01653 0.018176 0.00492 0.023095 2.007412 0.15358 0.485834 0.015543 0.852445 0.056533 0.104484 0.012037 0.002022 1.528897 1.458305 0.070592 0.26906 2.084406 0.434093 0.884415 0.409869 0.2435 4.325343 3.237881 1.087462 5.85424 3 4 4.48 5 32.82 1.47 7.55 22.25 0.91 104.07 27.18 15.1 3.45 7.1 2.14 0.031355 0.002619 0.042192 0.027166 0.214668 0.008871 0.003625 0.009889 0.010317 0.050315 0.001383 0.001074 0.004124 0.008974 0.023685 0.531229 0.440258 0.971486 0.317999 0.083018 0.039241 0.041609 0.007318 0.056205 0.046457 0.288668 0.004739 0.002651 0.037372 0.048947 0.011264 0.006963 0.012653 0.007463 0.004885 0.022678 0.003858 0.003969 0.167442 0.060211 0.044335 0.035639 0.017797 0.901679 0.34693 20.548 0.584149 5 1658.6 7.41
MLO30 0.8615 0.3311 0.0414 0.38433 38.43297 0.048056 4.805572 1.9 27.9 15.50 0.226005 0.05781 0.198579 0.231969 0.73426 0.032367 0.005602 0.032169 0.03634 0.169962 0.005484 0.010039 0.03044 0.070626 0.163882 2.005534 1.448623 0.276441 0.28047 0.263856 0.073451 0.261188 0.338935 1.068104 0.040806 0.041547 0.07492 0.007538 0.008707 0.018024 0.012412 0.019678 0.00513 0.228762 0.116467 0.048344 0.021119 0.037701 0.027071 0.018919 0.00597 0.02489 2.149297 0.140417 0.562676 0.012675 0.676248 0.052728 0.080696 0.011833 0.002687 1.399543 1.332295 0.067248 0.187831 1.619069 0.247349 0.612417 0.283922 0.150596 3.101184 2.419318 0.681866 4.500727 3 1.5 4.29 6 27.13 1.21 9.3 22.5 1.02 82.08 27 15 3.39 8.1 1.58 0.029667 0.003104 0.036373 0.023963 0.153677 0.008605 0.003903 0.00872 0.008027 0.035582 0.001304 0.001188 0.003105 0.006802 0.018635 0.672275 0.342655 1.014931 0.246784 0.064838 0.031034 0.039576 0.008194 0.048199 0.038792 0.207895 0.004005 0.001903 0.022567 0.033527 0.001001 0.005193 0.015367 0.002661 0.004275 0.02171 0.002558 0.005767 0.120535 0.034529 0.02776 0.023891 0.010694 0.779472 0.32358 15.379 0.585137 5 1658.6 7.41
MLO31 0.7776 0.242 0.0442 0.311214 31.1214 0.056842 5.684156 2.15 28 15.56 0.182372 0.032456 0.178285 0.152334 0.788752 0.022797 0.002959 0.024767 0.024837 0.163757 0.010832 0.00752 0.032026 0.059581 0.20066 1.883935 1.334199 0.239118 0.310618 0.216 0.042936 0.235078 0.236752 1.153169 0.040972 0.049224 0.083826 0.008221 0.00973 0.028172 0.015547 0.02204 0.005684 0.263416 0.13305 0.049193 0.025277 0.050212 0.013329 0.013964 0.005298 0.019262 1.966096 0.292718 0.467328 0.012686 0.747327 0.055497 0.091966 0.013139 0.003126 1.391069 1.319307 0.071762 0.228487 1.734957 0.330119 0.690819 0.276277 0.159507 3.420166 2.654262 0.765903 4.811235 3 4 4.48 5 32.82 1.47 7.55 22.25 0.91 104.07 27.18 15.1 3.45 7.1 2.14 0.031355 0.002619 0.042192 0.027166 0.214668 0.008871 0.003625 0.009889 0.010317 0.050315 0.001383 0.001074 0.004124 0.008974 0.023685 0.531229 0.440258 0.971486 0.317999 0.083018 0.039241 0.041609 0.007318 0.056205 0.046457 0.288668 0.004739 0.002651 0.037372 0.048947 0.011264 0.006963 0.012653 0.007463 0.004885 0.022678 0.003858 0.003969 0.167442 0.060211 0.044335 0.035639 0.017797 0.901679 0.34693 20.548 0.584149 5 1658.6 7.41
MLO32 1.0361 0.4156 0.0579 0.40112 40.11196 0.055883 5.588264 2.37 30 16.67 0.186489 0.034528 0.180302 0.178508 0.700015 0.026708 0.003631 0.028405 0.029524 0.161368 0.007079 0.008605 0.031402 0.06095 0.166166 1.803678 1.279842 0.249635 0.274202 0.220276 0.046764 0.240108 0.268982 1.027548 0.043003 0.029581 0.068114 0.008535 0.007591 0.021108 0.011114 0.019954 0.006875 0.215876 0.097696 0.051539 0.018705 0.041062 0.018363 0.013997 0.006911 0.020907 1.943073 0.454417 0.523038 0.017803 0.846141 0.056711 0.096534 0.017571 0.002854 1.560652 1.483516 0.077136 0.290269 1.585073 0.325071 0.71118 0.319155 0.182949 3.413698 2.586522 0.827176 4.97435 3
MLT10 1.0436 0.2986 0.0475 0.286125 28.6125 0.045516 4.551552 2.04 26.8 14.89 0.130843 0.031567 0.141752 0.190404 0.696193 0.021903 0.003704 0.025615 0.040702 0.191803 0.013341 0.009685 0.029819 0.082994 0.207511 1.817835 1.190758 0.283727 0.34335 0.166087 0.044956 0.197186 0.3141 1.095506 0.041348 0.063411 0.100236 0.011427 0.007859 0.011931 0.016222 0.031534 0.010121 0.294089 0.163647 0.052775 0.024082 0.043465 0.01197 0.011007 0.002118 0.013125 1.40908 0.314031 0.535456 0.014204 0.756376 0.05135 0.098869 0.021454 0.00083 1.478539 1.404905 0.073634 0.217787 1.825591 0.239674 0.731839 0.314268 0.152543 3.481703 2.775217 0.706486 4.960242 2 1.13 6.15 32 35.79 1.13 7.5 31.58 0.97 77.01 26.1 14.5 3.46 6.8 1.83 0.036123 0.003889 0.050359 0.047341 0.2564 0.011243 0.003775 0.010688 0.014349 0.055365 0.002143 0.001569 0.004777 0.013023 0.031083 0.472627 0.542127 1.014755 0.394112 0.095421 0.052595 0.049509 0.009234 0.065824 0.074713 0.342848 0.003408 0.001743 0.03197 0.040587 0.003259 0.005305 0.014259 0.0045 0.004808 0.023268 0.002942 0.006579 0.142627 0.043845 0.037275 0.024415 0.011055 0.955971 0.318949 19.838 0.571202 2 4343.34 24.67
MLT13 0.7459 0.2741 0.0479 0.367476 36.74755 0.064218 6.421772 2.42 27.8 15.44 0.106346 0.017822 0.115895 0.136995 0.711769 0.018262 0.00233 0.020517 0.032594 0.199711 0.011763 0.006405 0.031331 0.075699 0.268354 1.755793 1.088827 0.273413 0.393553 0.136371 0.026557 0.167743 0.245288 1.179834 0.043735 0.047399 0.075001 0.010736 0.007875 0.016531 0.014349 0.028493 0.009029 0.253148 0.1224 0.054471 0.022224 0.045024 0.02818 0.02416 0.006033 0.030193 1.796312 0.404301 0.842357 0.02002 1.049459 0.076332 0.141862 0.020832 0.002024 2.152886 2.053698 0.099188 0.192784 1.652089 0.231599 0.71334 0.222444 0.141699 3.153955 2.558213 0.595742 5.306841 2 0.85 4.82 32 26.74 1.21 8.39 22.09 1.09 103.84 26.64 14.8 3.52 7 2 0.027563 0.002364 0.041543 0.03682 0.232894 0.010842 0.002951 0.010198 0.014356 0.05644 0.001906 0.001499 0.004826 0.013174 0.030601 0.523186 0.487978 1.011164 0.341185 0.094787 0.052006 0.040312 0.006813 0.056567 0.06435 0.319935 0.003002 0.001798 0.027846 0.024526 0.000551 0.004605 0.015678 0.002307 0.005512 0.017142 0.002001 0.006556 0.111524 0.025077 0.032451 0.04409 0.020676 0.92259 0.332599 2 3417.251 19.36317
MLT15 1.122 0.5089 0.0589 0.453565 45.35651 0.052496 5.249554 2.38 29 16.11 0.193134 0.030315 0.196977 0.186341 0.983739 0.034561 0.005002 0.03913 0.043128 0.291748 0.008798 0.010409 0.04678 0.085549 0.325431 2.48104 1.590505 0.413568 0.476966 0.236492 0.045726 0.282886 0.315018 1.600917 0.075742 0.036665 0.067525 0.015908 0.011765 0.012426 0.009445 0.022598 0.012752 0.264825 0.10419 0.09165 0.02121 0.035024 0.040163 0.037549 0.009391 0.04694 1.420858 0.301354 1.138788 0.018794 0.90183 0.064528 0.11411 0.022003 0.002251 2.262304 2.173522 0.088782 0.204428 1.930161 0.422841 0.811751 0.48292 0.237782 4.089882 2.946339 1.143543 6.352186 2 1.65 6.39 32 25.34 1.21 6.15 20.96 1.12 118.2 26.1 14.5 3.51 7.6 2.06 0.033341 0.002281 0.052111 0.036859 0.30851 0.011586 0.003462 0.013312 0.016476 0.076174 0.001707 0.001401 0.004945 0.012602 0.027868 0.53412 0.602634 1.136755 0.433101 0.121011 0.048522 0.046634 0.007145 0.070368 0.065936 0.412551 0.003999 0.002898 0.044833 0.030002 0.007973 0.008509 0.015953 0.007207 0.006371 0.017886 0.002023 0.004956 0.152611 0.037975 0.053343 0.047079 0.023061 1.028297 0.330795 3 2618.19 14.87
MLT16 1.0186 0.4222 0.0514 0.41449 41.44905 0.050461 5.046142 2.97 27.7 15.39 0.234049 0.058416 0.21298 0.265479 0.729113 0.036345 0.006567 0.036615 0.046802 0.18203 0.005695 0.012432 0.034474 0.087292 0.174649 2.122938 1.500037 0.308359 0.314542 0.276089 0.077414 0.28407 0.399574 1.085791 0.044252 0.035473 0.068989 0.008908 0.009517 0.016635 0.008953 0.022542 0.006565 0.221834 0.104462 0.05316 0.018471 0.039178 0.024019 0.016399 0.005502 0.021901 2.16211 0.429862 0.746709 0.018031 0.884669 0.068693 0.118117 0.019281 0.004008 1.859509 1.767526 0.091983 0.192639 1.701288 0.251509 0.721388 0.331039 0.152426 3.350291 2.615316 0.734975 5.209799 2 0.5 3.22 84 16.59 0.82 8.82 20.35 1.09 121.75 27.36 15.2 3.5 7.8 2.08 0.035752 0.00381 0.050043 0.044369 0.217215 0.012364 0.002892 0.012487 0.016658 0.052675 0.002045 0.001783 0.00479 0.012927 0.028039 0.45664 0.497849 0.95449 0.351189 0.097077 0.049584 0.050162 0.008485 0.067319 0.073955 0.297929 0.002175 0.00131 0.020992 0.02017 0.0015 0.002461 0.01442 0.002956 0.0039 0.009166 0.000374 0.003248 0.082672 0.02167 0.023453 0.027671 0.012111 0.862734 0.283072 17.04 0.584821 4 1625.468 8.580124
MLT17 1.2251 0.4991 0.0611 0.407395 40.73953 0.049873 4.987348 2.37 27.5 15.28 0.191781 0.048081 0.182027 0.242703 0.699952 0.029625 0.005373 0.030733 0.043131 0.175074 0.005186 0.011676 0.033023 0.085785 0.186732 1.970882 1.364544 0.283935 0.322402 0.226591 0.06513 0.245783 0.371618 1.061759 0.04042 0.029471 0.058064 0.008307 0.00869 0.016516 0.007859 0.019266 0.006793 0.195386 0.087535 0.048727 0.016549 0.035782 0.023502 0.017569 0.006699 0.024268 2.034046 0.439682 0.691069 0.016654 0.825223 0.061933 0.112448 0.009326 0.005049 1.721704 1.645395 0.076309 0.207347 1.849658 0.349472 0.817211 0.387725 0.180647 3.79206 2.874217 0.917843 5.513764 2 1.9 3.36 84 11.19 0.66 9.6 16.9 1.18 99.8 27.09 15.05 3.47 8.1 1.77 0.041497 0.004329 0.054692 0.04694 0.227648 0.013109 0.003358 0.013337 0.016241 0.053828 0.001564 0.001909 0.005322 0.013338 0.030214 0.532648 0.527327 1.059975 0.375106 0.099874 0.052347 0.05617 0.009596 0.073352 0.076518 0.311691 0.002802 0.001481 0.021541 0.025408 0.002185 0.002455 0.018802 0.000474 0.003895 0.01674 0.001355 0.005464 0.102602 0.027593 0.023996 0.032061 0.014462 0.960767 0.3306 3 2547.61 14.22347
MLT18 1.0303 0.4167 0.0563 0.404445 40.44453 0.054644 5.464428 2.19 28 15.56 0.151104 0.033665 0.154963 0.216872 0.643147 0.021075 0.003148 0.021813 0.034707 0.140389 0.009046 0.009386 0.027537 0.082952 0.160836 1.710641 1.199751 0.221132 0.289758 0.181225 0.046199 0.204313 0.334531 0.944372 0.035737 0.033277 0.080315 0.009488 0.006781 0.022425 0.013926 0.030337 0.008202 0.240488 0.113592 0.045224 0.020708 0.052762 0.016029 0.011587 0.005884 0.017471 2.085382 0.249911 0.740547 0.013623 0.801142 0.054604 0.097408 0.015791 0.003547 1.726662 1.65272 0.073942 0.191194 2.184482 0.388016 0.953771 0.413643 0.172544 4.30365 3.329448 0.974202 6.030312 2 2.8 4.73 5 15.25 1.14 8.7 13.38 0.92 126.28 27.54 15.3 3.62 6.8 1.95 0.02256 0.001958 0.031981 0.028087 0.169644 0.003627 0.003014 0.007444 0.010618 0.041163 0.00118 0.001031 0.003131 0.008536 0.02078 0.933279 0.354755 1.288034 0.254229 0.065866 0.034659 0.027367 0.006003 0.042557 0.047241 0.231587 0.003544 0.001977 0.032259 0.031891 0.004791 0.007991 0.01409 0.006357 0.006598 0.018313 0.001938 0.005807 0.135554 0.036682 0.040251 0.026531 0.01406 0.836835 0.335036 5 1658.6 7.41

APPENDIX 3B MV03 - Mean Values



BBerry Weig SSkin WeighSSeed Weig SSkin mass SSkin as a p SSeed mass SSeed as a pNNumber of BBrix Baume DDelphinidin CCyanindin gPPetunidin gPPeonidin gl MMalvidin gluDDelphinidin CCyanidin acPPetunidin aPPeonidin acMMalvidin ac DDelphinidin CCyanidin coPPetunidin c PPeonidin coMMalvidin co TTanthocyanTTGlucosideTTAcetylglucTTCoumaro TTDelphinid TTCyanidininTTPetunidin TTPeonidinsTTMalvinidin((A) Myricet QQuercetin gQQuercetin g((B) Myricet ((C) Kaempf((D) Isorham((E) Kaempf((F) Isorham((G) SyringeTTFlavonols TTQ-Glycosi TTM-GlycosiTTK-Glycosi TTI-GlycosidCCaffeic acidCCoumaric aCCoumaric 2TTcoumaric SSPEC TantSSPEC TpheEEGC-A (sk CC-A (skin) EEC-A (skin)CC (skin) EECG-A (sk EEC (skin) EECG (skin) TTskin TannTTskin (adduTTskin (free CC-A (seed) EEC-A (seedCC (seed) EECG-A (seeEEC (seed) EECG (seed TTseed Tan TTseed (addTTseed (freeTTOTAL TA HHWC StreaHHWC BM HHHWC BM THHWC BM VHHWC BM BHHWC BM  BHHWC BM InHHWC BM SHHWC BerryHHWC Bunc HHWC MAB HHWC MA BHHWC MA pHHWC MA THHWC AnthoDD-G (wine gCC-G (wine gPPT-G (winePPO-G (wineMM-G (wine DD-AG (wineCC-AG(wine PPT-AG (winPPO-AG (wi MM-AG (wineDD-CG (wineCC-CG (winePPT-CG (winPPO-CG (wi MM-CG (winePPigmented TTanthocyanTTanthocyanTTglucosidesTTacetylglucTTcoumaroyTTdelphinidi TTcyanidin ( TTpetunidin TTpeonidin TTmalvidin ( FFlavonol A1FFlavonol A2((A) M-GS ( QQ-GR (wineQQ-GS (wine((B) M-GR ( ((C) K-GS (w((F) I-GS (w ((G) S-GS ( QQuercetin ( KKaempfero FFlavonol H TTflavonols TTQ-glycosidTTM-glycosi CCaffeic acidCCoumaric aSSPEC WTaSSPEC WTpHHWC Wine HHWC Hue HHWC Wine HHWC $/ton HHWC $/bot
BBerry Weig 1
SSkin Weigh 0.438093 1
SSeed Weig 0.727998 0.589483 1
SSkin mass -0.37725 0.66023 0.008546 1
SSkin as a p -0.37725 0.66023 0.008546 1 1
SSeed mass -0.63244 -0.05905 0.054686 0.476951 0.476951 1
SSeed as a p -0.63244 -0.05905 0.054686 0.476951 0.476951 1 1
NNumber of 0.152564 0.425111 0.592375 0.332237 0.332237 0.434142 0.434142 1
BBrix -0.43039 -0.03888 -0.22431 0.298212 0.298212 0.334816 0.334816 0.12068 1
BBaume -0.43039 -0.03888 -0.22431 0.298212 0.298212 0.334816 0.334816 0.12068 1 1
DDelphinidin -0.34025 0.176039 -0.36752 0.438068 0.438068 -0.01883 -0.01883 0.050468 0.448337 0.448337 1
CCyanindin g -0.28541 0.110952 -0.42859 0.339791 0.339791 -0.15933 -0.15933 -0.05622 0.206331 0.206331 0.894168 1
PPetunidin g -0.35694 0.214566 -0.33745 0.486265 0.486265 0.034707 0.034707 0.092789 0.525174 0.525174 0.982404 0.818699 1
PPeonidin gl -0.20563 0.248188 -0.35238 0.413916 0.413916 -0.19718 -0.19718 -0.00668 0.278959 0.278959 0.869922 0.915228 0.84753 1
MMalvidin glu -0.3434 0.260238 -0.16992 0.531016 0.531016 0.249294 0.249294 0.235407 0.588196 0.588196 0.547873 0.230166 0.674908 0.377978 1
DDelphinidin -0.17904 0.371436 -0.18972 0.507263 0.507263 -0.05661 -0.05661 0.1597 0.409907 0.409907 0.906789 0.724796 0.93063 0.807886 0.66821 1
CCyanidin ac -0.07977 0.295256 -0.2507 0.354608 0.354608 -0.26152 -0.26152 0.065647 0.234546 0.234546 0.904526 0.888169 0.872272 0.915235 0.435614 0.912884 1
PPetunidin a -0.15096 0.405102 -0.11626 0.513437 0.513437 -0.01652 -0.01652 0.207167 0.431434 0.431434 0.83883 0.603901 0.891142 0.719114 0.748207 0.983046 0.842231 1
PPeonidin ac 0.149421 0.476229 0.038415 0.3565 0.3565 -0.24984 -0.24984 0.215884 0.159316 0.159316 0.514043 0.405063 0.575555 0.66196 0.541581 0.777577 0.725443 0.804999 1
MMalvidin ac 0.007659 0.420121 0.141285 0.41753 0.41753 0.112243 0.112243 0.363219 0.364397 0.364397 0.239441 -0.06418 0.377732 0.144556 0.873779 0.524913 0.283265 0.646599 0.638247 1
DDelphinidin -0.33432 -0.16075 -0.02917 0.11735 0.11735 0.472803 0.472803 0.002489 0.066544 0.066544 -0.47428 -0.5043 -0.38058 -0.42375 0.053979 -0.37788 -0.51925 -0.28623 -0.13523 0.099048 1
CCyanidin co 0.151552 0.411554 -0.08611 0.280869 0.280869 -0.41045 -0.41045 0.141482 0.227379 0.227379 0.749805 0.735065 0.757145 0.878289 0.4697 0.802068 0.895291 0.759077 0.820337 0.392112 -0.48275 1
PPetunidin c 0.028385 0.4244 0.121062 0.399376 0.399376 0.051029 0.051029 0.395506 0.477531 0.477531 0.450689 0.126593 0.570142 0.308602 0.907752 0.64283 0.430982 0.732716 0.614116 0.929413 -0.16964 0.539693 1
PPeonidin co 0.412207 0.411076 0.196263 0.099112 0.099112 -0.39695 -0.39695 0.233558 0.007717 0.007717 0.138373 0.102101 0.208623 0.411498 0.381441 0.385485 0.397444 0.421437 0.810675 0.582831 -0.15243 0.683003 0.568786 1
MMalvidin co 0.182306 0.247083 0.297917 0.121193 0.121193 0.111917 0.111917 0.367358 0.127725 0.127725 -0.24994 -0.47708 -0.11997 -0.29505 0.589157 0.001437 -0.18976 0.134385 0.256232 0.824015 0.198029 0.011888 0.720748 0.510561 1
TTanthocyan -0.23713 0.357729 -0.17159 0.546732 0.546732 0.072148 0.072148 0.251644 0.528287 0.528287 0.740829 0.491139 0.832539 0.645755 0.935688 0.857687 0.707853 0.89645 0.735403 0.810452 -0.16916 0.728468 0.892905 0.526815 0.428932 1
TTGlucoside -0.37219 0.266364 -0.32489 0.557738 0.557738 0.079333 0.079333 0.142672 0.560145 0.560145 0.903531 0.705293 0.958368 0.792363 0.840228 0.912273 0.814823 0.905737 0.649714 0.590311 -0.2605 0.76108 0.732846 0.351586 0.135514 0.947924 1
TTAcetylgluc -0.02036 0.468811 0.056932 0.484799 0.484799 0.028384 0.028384 0.333587 0.394122 0.394122 0.491851 0.208996 0.606164 0.416693 0.883511 0.75883 0.554739 0.845827 0.810128 0.948409 -0.05048 0.615234 0.926664 0.63441 0.624105 0.917203 0.762888 1
TTCoumaro 0.211005 0.31816 0.282773 0.169028 0.169028 0.0356 0.0356 0.379494 0.158125 0.158125 -0.14118 -0.3614 -0.00612 -0.12871 0.64555 0.133787 -0.04245 0.260098 0.435699 0.875408 0.166735 0.190362 0.782607 0.666553 0.977938 0.53757 0.249072 0.722317 1
TTDelphinid -0.35912 0.200008 -0.3609 0.477913 0.477913 0.012465 0.012465 0.069003 0.468852 0.468852 0.99501 0.870717 0.990133 0.867479 0.595255 0.932445 0.906382 0.876103 0.565729 0.300258 -0.40247 0.753809 0.486235 0.168825 -0.20897 0.778876 0.926029 0.549768 -0.09419 1
TTCyanidinin -0.22781 0.164628 -0.38883 0.34585 0.34585 -0.20184 -0.20184 -0.02518 0.21808 0.21808 0.908791 0.993872 0.843896 0.941699 0.282839 0.774277 0.928528 0.662505 0.49343 0.015477 -0.52007 0.803496 0.203992 0.196715 -0.41287 0.553287 0.744793 0.292023 -0.28348 0.889865 1
TTPetunidin -0.30035 0.280214 -0.26909 0.507415 0.507415 0.030389 0.030389 0.150276 0.53385 0.53385 0.953419 0.751285 0.989015 0.812705 0.749981 0.957383 0.865398 0.939306 0.647742 0.503491 -0.36269 0.774386 0.675891 0.294517 0.008947 0.895223 0.977149 0.713639 0.125022 0.969388 0.789059 1
TTPeonidins -0.05181 0.34702 -0.22763 0.393194 0.393194 -0.27293 -0.27293 0.074431 0.241205 0.241205 0.778938 0.791464 0.784959 0.959049 0.450948 0.819684 0.898733 0.761916 0.827288 0.325227 -0.38163 0.943918 0.446816 0.646157 -0.08581 0.717551 0.782671 0.5722 0.101972 0.790673 0.844496 0.786095 1
TTMalvinidin -0.15758 0.314997 0.007224 0.44474 0.44474 0.204943 0.204943 0.319322 0.469346 0.469346 0.31755 -0.00129 0.459115 0.182089 0.95229 0.519549 0.275273 0.629826 0.535376 0.965919 0.106805 0.373168 0.943602 0.493742 0.801823 0.857098 0.673364 0.907547 0.841358 0.370395 0.065042 0.566245 0.321278 1
((A) Myricet -0.16996 0.255313 -0.1605 0.399126 0.399126 0.038385 0.038385 0.217401 0.563 0.563 0.516639 0.307633 0.598844 0.420979 0.844741 0.575879 0.486768 0.609049 0.453362 0.757283 -0.23633 0.557552 0.855337 0.44051 0.578215 0.843437 0.754384 0.760699 0.626449 0.530477 0.361745 0.662472 0.484872 0.829967 1
QQuercetin g -0.63705 -0.32599 -0.57011 0.18099 0.18099 0.273459 0.273459 -0.09133 0.124923 0.124923 0.291703 0.379136 0.304561 0.315268 0.323945 0.165803 0.225836 0.146222 0.057851 0.11122 0.202034 0.143476 0.060705 -0.04568 -0.01112 0.303628 0.370696 0.132824 0.005923 0.302937 0.351872 0.26866 0.244106 0.217264 0.330726 1
QQuercetin g -0.58695 -0.25782 -0.60614 0.219419 0.219419 0.159181 0.159181 -0.11536 0.357067 0.357067 0.368985 0.444824 0.38953 0.439563 0.37802 0.181208 0.258571 0.133819 0.031211 0.096556 0.025584 0.278427 0.155412 0.050906 0.002478 0.373587 0.459437 0.120221 0.036364 0.360683 0.424628 0.34405 0.357934 0.250318 0.528163 0.859017 1
((B) Myricet -0.1751 0.197536 -0.13452 0.351321 0.351321 0.098731 0.098731 0.173333 0.452576 0.452576 0.15682 -0.0205 0.285935 0.183297 0.769361 0.279974 0.153055 0.352821 0.375233 0.773026 0.151901 0.322502 0.737801 0.487811 0.735908 0.678016 0.513479 0.679291 0.770558 0.194249 0.032587 0.363474 0.298809 0.829614 0.859116 0.346591 0.535871 1
((C) Kaemp -0.35968 0.027643 -0.41353 0.307008 0.307008 0.030136 0.030136 0.085296 0.57528 0.57528 0.732367 0.568464 0.773249 0.611058 0.762869 0.661618 0.640741 0.646278 0.40178 0.512182 -0.32502 0.614229 0.695336 0.283546 0.250922 0.8148 0.845261 0.602579 0.315439 0.730129 0.598981 0.786884 0.592501 0.639992 0.873727 0.467149 0.62495 0.629142 1
((D) Isorham -0.57696 -0.28014 -0.48095 0.198917 0.198917 0.31673 0.31673 -0.09718 0.299629 0.299629 0.300094 0.362414 0.279401 0.276513 0.1332 -0.02697 0.048399 -0.11448 -0.32522 -0.26417 -0.03976 0.036206 -0.09035 -0.25315 -0.22737 0.095702 0.26165 -0.24619 -0.24119 0.26299 0.310276 0.190689 0.116684 -0.03775 0.232588 0.511514 0.731522 0.177667 0.429225 1
((E) Kaemp -0.70274 -0.44631 -0.62454 0.133223 0.133223 0.342339 0.342339 -0.19144 0.322346 0.322346 0.179792 0.254699 0.192833 0.207545 0.221518 -0.05579 -0.00704 -0.10047 -0.25305 -0.08476 0.176584 -0.0574 -0.04016 -0.20088 -0.06351 0.142048 0.244577 -0.11436 -0.08353 0.16774 0.205145 0.130743 0.084025 0.098427 0.322253 0.805862 0.915012 0.384283 0.473605 0.782784 1
((F) Isorham -0.50594 -0.12326 -0.49601 0.306398 0.306398 0.187675 0.187675 -0.05044 0.350309 0.350309 0.19391 0.247917 0.254353 0.378709 0.40333 0.122149 0.148855 0.101374 0.163769 0.233502 0.180621 0.251616 0.223889 0.270271 0.195701 0.382783 0.385611 0.218939 0.249886 0.206818 0.247902 0.240753 0.375574 0.346855 0.543225 0.713777 0.901301 0.695093 0.52742 0.581408 0.826715 1
((G) Syringe -0.11803 0.221429 -0.05619 0.332508 0.332508 0.113022 0.113022 0.156604 0.348973 0.348973 -0.02757 -0.17944 0.112145 0.056455 0.657093 0.129075 -0.01311 0.216353 0.326768 0.721083 0.303726 0.194114 0.626717 0.48027 0.746418 0.539768 0.349585 0.593999 0.773947 0.018298 -0.12887 0.193133 0.19159 0.753135 0.710589 0.27492 0.44563 0.965826 0.433214 0.101359 0.326039 0.672149 1
TTFlavonols -0.56975 -0.14706 -0.54031 0.31992 0.31992 0.211107 0.211107 -0.01585 0.441263 0.441263 0.411399 0.40003 0.461596 0.43878 0.575687 0.286725 0.304149 0.266976 0.147224 0.324614 0.032428 0.336305 0.379657 0.162851 0.215461 0.548946 0.579354 0.328255 0.250929 0.414852 0.397817 0.446979 0.39723 0.476267 0.711251 0.819203 0.964157 0.7099 0.751141 0.671446 0.858601 0.909199 0.606298 1
TTQ-Glycosi -0.62634 -0.29274 -0.61332 0.212331 0.212331 0.208289 0.208289 -0.11017 0.280805 0.280805 0.352234 0.435116 0.370555 0.407308 0.370438 0.181586 0.255007 0.143173 0.042456 0.105486 0.093806 0.236541 0.124636 0.015805 -0.00263 0.35979 0.441436 0.129182 0.026003 0.351101 0.411526 0.32716 0.326854 0.246348 0.471055 0.942483 0.980729 0.482142 0.58631 0.672822 0.904955 0.860861 0.395872 0.942133 1
TTM-Glycos -0.17462 0.250055 -0.15914 0.398867 0.398867 0.050519 0.050519 0.213885 0.554586 0.554586 0.460526 0.252901 0.553303 0.385649 0.849023 0.533022 0.434892 0.574342 0.448607 0.776719 -0.1688 0.525688 0.851958 0.458958 0.620327 0.830834 0.72571 0.762022 0.667068 0.479082 0.308 0.620921 0.460597 0.847973 0.9954 0.340898 0.541107 0.904198 0.846963 0.227371 0.340883 0.583485 0.773845 0.726485 0.483387 1
TTK-Glycosi -0.66752 -0.32041 -0.6312 0.223113 0.223113 0.266524 0.266524 -0.10774 0.472094 0.472094 0.429701 0.41908 0.455921 0.40127 0.473035 0.226074 0.253851 0.186676 -0.02555 0.144123 -0.00023 0.205714 0.251318 -0.03459 0.054275 0.434991 0.523481 0.158688 0.065487 0.419843 0.394604 0.415305 0.301999 0.331901 0.5927 0.787596 0.932495 0.539888 0.756203 0.755117 0.934441 0.827459 0.417395 0.941609 0.909399 0.595719 1
TTI-Glycosid -0.60806 -0.22502 -0.54948 0.285349 0.285349 0.282131 0.282131 -0.08247 0.366016 0.366016 0.276544 0.341856 0.299823 0.369576 0.304763 0.055224 0.112058 -0.0049 -0.08518 -0.01155 0.081724 0.164296 0.078679 0.015619 -0.01296 0.27232 0.36535 -0.01 0.010512 0.263512 0.313129 0.243157 0.279741 0.178202 0.439766 0.69125 0.920018 0.496642 0.53901 0.884376 0.905464 0.893958 0.441448 0.891459 0.864485 0.45999 0.890652 1
CCaffeic acid 0.126188 0.586693 0.221823 0.527431 0.527431 0.050707 0.050707 0.339597 0.043285 0.043285 0.316947 0.163339 0.342694 0.254212 0.505495 0.522549 0.413423 0.556713 0.521685 0.632348 -0.30404 0.37968 0.651669 0.46064 0.476331 0.575625 0.449522 0.666623 0.52058 0.337533 0.215104 0.430338 0.368569 0.570531 0.514386 -0.02102 -0.06639 0.300546 0.398939 -0.19867 -0.16842 -0.00758 0.200366 0.102512 -0.05137 0.485553 0.036185 -0.11378 1
CCoumaric a 0.320006 0.42924 0.308799 0.201734 0.201734 -0.09687 -0.09687 0.285837 0.01105 0.01105 0.139402 -0.04526 0.176196 0.043705 0.464968 0.364387 0.273304 0.421628 0.421764 0.66728 -0.34153 0.2896 0.690083 0.495916 0.649104 0.491593 0.304968 0.635032 0.663565 0.151584 0.018855 0.282895 0.198119 0.599449 0.559291 -0.12605 -0.148 0.373064 0.392444 -0.30603 -0.23807 -0.08434 0.265066 0.045582 -0.14473 0.536605 -0.01819 -0.21695 0.899543 1
CCoumaric 2 0.037376 0.221491 -0.0178 0.231764 0.231764 -0.04397 -0.04397 0.086284 0.295657 0.295657 0.222686 0.14854 0.236208 0.217043 0.361588 0.147206 0.174293 0.122058 0.038405 0.266848 -0.39402 0.276233 0.462479 0.279425 0.368399 0.368252 0.328269 0.23207 0.372251 0.190567 0.170107 0.256867 0.234123 0.37467 0.622989 -0.02478 0.302998 0.471661 0.567222 0.466404 0.272612 0.312211 0.358441 0.41837 0.188374 0.608224 0.431886 0.436021 0.490677 0.532043 1
TTcoumaric 0.283319 0.41944 0.261009 0.22649 0.22649 -0.09328 -0.09328 0.265234 0.077484 0.077484 0.17089 -0.0047 0.205588 0.087437 0.482332 0.346679 0.274715 0.390037 0.370914 0.634227 -0.38382 0.31215 0.698795 0.490005 0.641978 0.506723 0.33731 0.598544 0.655279 0.173962 0.055309 0.30194 0.223929 0.600792 0.623427 -0.11391 -0.05737 0.428749 0.467364 -0.15546 -0.14168 -0.0006 0.309994 0.135351 -0.08093 0.600556 0.083712 -0.08597 0.885101 0.980856 0.686741 1
SSPEC Tant -0.25062 0.213169 -0.15656 0.430048 0.430048 0.141429 0.141429 0.264149 0.480806 0.480806 0.641118 0.484491 0.691113 0.608647 0.57401 0.673232 0.541444 0.652598 0.553002 0.403769 -0.17952 0.584039 0.522226 0.403644 0.086762 0.678154 0.708526 0.547009 0.201552 0.661299 0.516885 0.703858 0.637134 0.458584 0.415474 0.107849 0.264743 0.316574 0.478555 0.221976 0.11338 0.314628 0.246099 0.327278 0.21401 0.406006 0.277735 0.302772 0.260157 0.101825 0.13398 0.11823 1
SSPEC Tphe 0.188318 0.104309 -0.05134 -0.04964 -0.04964 -0.28462 -0.28462 -0.03646 -0.06006 -0.06006 0.218388 0.253906 0.181702 0.322457 -0.11767 0.242751 0.351547 0.18124 0.27263 -0.0972 -0.37584 0.351476 0.010519 0.216184 -0.17608 0.058395 0.100775 0.034132 -0.11205 0.202136 0.281948 0.17219 0.335233 -0.13907 0.092119 -0.12645 -0.0281 -0.03432 0.142096 0.022338 -0.13295 0.044866 -0.04685 -0.01375 -0.0666 0.070453 -0.04132 0.038044 0.055791 0.06258 0.19259 0.098018 0.058078 1
EEGC-A (sk 0.150668 0.50363 0.228118 0.393895 0.393895 0.013565 0.013565 0.182031 -0.04576 -0.04576 0.109046 -0.07746 0.174964 0.14234 0.34715 0.437736 0.233608 0.503466 0.62779 0.552692 -0.03143 0.254412 0.454344 0.512547 0.362634 0.401145 0.255767 0.602282 0.437175 0.159727 -0.01542 0.268083 0.30707 0.42724 0.188915 -0.16065 -0.26419 0.180984 0.017575 -0.38696 -0.38229 -0.0946 0.193171 -0.13832 -0.2338 0.191544 -0.27691 -0.26742 0.65583 0.569574 0.070739 0.505244 0.223741 0.136466 1
CC-A (skin) -0.11846 0.287109 0.002688 0.413184 0.413184 0.191259 0.191259 0.444261 0.373558 0.373558 0.35437 0.259615 0.389496 0.347476 0.522889 0.392344 0.384641 0.395814 0.35072 0.501845 -0.31208 0.442455 0.601987 0.378526 0.417346 0.56876 0.499816 0.512877 0.454204 0.351514 0.299829 0.436012 0.400148 0.536748 0.745982 0.239422 0.385675 0.564154 0.660766 0.210277 0.237445 0.441854 0.445718 0.526241 0.343179 0.728185 0.443583 0.36932 0.56174 0.525954 0.602451 0.590083 0.300994 0.350183 0.136732 1
EEC-A (skin -0.03904 0.217278 0.098345 0.293335 0.293335 0.255504 0.255504 0.383996 0.140135 0.140135 -0.12123 -0.18728 -0.08903 -0.09067 0.215907 -0.02407 -0.05415 -0.00261 0.11109 0.324585 0.025639 0.024555 0.302951 0.221716 0.429169 0.162282 0.038055 0.237104 0.416151 -0.1106 -0.15805 -0.03581 -0.00808 0.315408 0.417315 -0.0016 0.106388 0.409762 0.27651 0.049433 0.08801 0.300809 0.397617 0.233873 0.068852 0.424988 0.177191 0.199805 0.408898 0.403824 0.404018 0.439599 0.019376 0.327038 0.108436 0.761025 1
CC (skin) -0.06823 0.096347 -0.06442 0.186244 0.186244 0.100871 0.100871 0.334259 0.122212 0.122212 0.204769 0.172739 0.184286 0.196618 0.230525 0.209352 0.268897 0.178061 0.175259 0.237441 -0.38887 0.24918 0.348846 0.246562 0.262216 0.288593 0.245669 0.248083 0.270283 0.183949 0.195564 0.212107 0.230116 0.260899 0.497817 0.11481 0.213594 0.283032 0.542617 0.162017 0.17954 0.264607 0.160406 0.31977 0.183272 0.468447 0.352791 0.241049 0.547792 0.551542 0.54894 0.599744 0.117243 0.363404 0.078601 0.835412 0.823189 1
EECG-A (sk -0.42144 0.114603 -0.15686 0.475491 0.475491 0.464941 0.464941 0.398193 0.367403 0.367403 0.212618 0.14699 0.264204 0.234071 0.47679 0.212515 0.176532 0.225081 0.209298 0.391088 0.078002 0.218472 0.402637 0.17388 0.327249 0.436933 0.393235 0.364436 0.343924 0.228703 0.162531 0.288264 0.248536 0.4607 0.573636 0.369855 0.447463 0.542289 0.527958 0.306356 0.369449 0.554058 0.490439 0.561117 0.433297 0.580258 0.487955 0.486614 0.268713 0.157843 0.331213 0.211682 0.244375 0.2025 -0.00316 0.805895 0.788806 0.685153 1
EEC (skin) 0.064047 -0.1715 -0.22906 -0.21756 -0.21756 -0.33431 -0.33431 -0.17854 0.142641 0.142641 0.066653 0.107054 0.064928 0.180925 0.070471 0.117595 0.240983 0.107939 0.252799 0.12047 -0.18166 0.308817 0.129181 0.333792 0.085211 0.138894 0.105422 0.154501 0.14248 0.062724 0.145072 0.08257 0.247197 0.091617 0.306713 0.130216 0.20912 0.192036 0.255659 -0.06182 0.065091 0.218809 0.092335 0.218514 0.18623 0.291922 0.151733 0.091484 0.12004 0.260757 0.23728 0.27843 -0.18072 0.335736 0.119058 0.403641 0.277521 0.349719 0.190972 1
EECG (skin) -0.00159 0.391545 0.131379 0.379071 0.379071 0.10326 0.10326 0.083921 -0.12264 -0.12264 0.145888 0.046705 0.168882 0.134444 0.063698 0.236799 0.071203 0.248473 0.170848 0.046639 -0.11116 0.037426 0.084859 0.015635 -0.10377 0.100172 0.124132 0.121952 -0.07861 0.157114 0.049384 0.181179 0.131797 0.021275 -0.20551 -0.33865 -0.33189 -0.20248 -0.1833 -0.07754 -0.32099 -0.26805 -0.15231 -0.31827 -0.34593 -0.20942 -0.31259 -0.19649 0.203017 0.018381 -0.0206 0.011042 0.284351 0.087685 0.558333 -0.17447 -0.21934 -0.19435 -0.16099 -0.351 1
TTskin Tann 0.100885 0.523113 0.219601 0.466893 0.466893 0.106582 0.106582 0.300255 0.024737 0.024737 0.085504 -0.10547 0.156349 0.126564 0.408705 0.40988 0.218498 0.474824 0.618847 0.619937 -0.03232 0.26211 0.52982 0.546311 0.473006 0.44341 0.273872 0.640223 0.538921 0.134388 -0.03921 0.257541 0.300729 0.508432 0.337841 -0.12006 -0.17452 0.318492 0.141943 -0.31418 -0.29433 0.039617 0.318071 -0.01605 -0.15976 0.341575 -0.16128 -0.15033 0.738183 0.654479 0.21461 0.611224 0.223396 0.241186 0.937392 0.409932 0.44509 0.370026 0.293448 0.220017 0.426135 1
TTskin (addu 0.10294 0.529152 0.227356 0.470741 0.470741 0.110525 0.110525 0.298776 0.020323 0.020323 0.080008 -0.11307 0.152272 0.120056 0.407368 0.407594 0.210807 0.474314 0.618418 0.620645 -0.01988 0.254564 0.526248 0.542482 0.472258 0.439887 0.269471 0.640092 0.537871 0.130097 -0.04708 0.253859 0.294778 0.507582 0.326326 -0.12521 -0.18413 0.313785 0.127327 -0.32121 -0.30252 0.03132 0.317743 -0.02625 -0.168 0.331084 -0.17327 -0.15896 0.732301 0.64586 0.200464 0.600571 0.225344 0.229913 0.944281 0.389484 0.427641 0.345945 0.278402 0.19998 0.438248 0.999573 1
TTskin (free -0.01993 0.038501 -0.14423 0.081741 0.081741 -0.07552 -0.07552 0.17403 0.146218 0.146218 0.205505 0.188526 0.192238 0.254179 0.216117 0.245778 0.329886 0.219023 0.27823 0.243733 -0.39596 0.344117 0.336654 0.351635 0.225552 0.29815 0.252513 0.278215 0.263066 0.189378 0.224742 0.223415 0.311639 0.24387 0.49849 0.106635 0.220579 0.281047 0.509874 0.081259 0.125472 0.271919 0.146305 0.306729 0.184712 0.468637 0.299382 0.200761 0.496875 0.545141 0.526589 0.589109 0.035814 0.449678 0.189805 0.803856 0.726767 0.898382 0.58798 0.70986 -0.18969 0.441383 0.41499 1
CC-A (seed) -0.37893 0.055853 0.019237 0.335193 0.335193 0.542 0.542 0.26313 0.400873 0.400873 0.037577 -0.10833 0.104813 -0.16188 0.290589 -0.05216 -0.22194 -0.0045 -0.2771 0.132562 0.339552 -0.21927 0.119795 -0.42733 0.072583 0.109438 0.135429 0.042108 0.001123 0.05326 -0.13441 0.095037 -0.25565 0.223952 0.167246 0.245149 0.298072 0.270361 0.109314 0.367952 0.319885 0.210194 0.296734 0.311682 0.288168 0.190192 0.281856 0.323264 -0.21539 -0.3191 -0.01966 -0.27847 0.138869 -0.22995 -0.25293 0.087605 0.065309 -0.17265 0.286994 -0.43164 0.030128 -0.20461 -0.19645 -0.33838 1
EEC-A (seed -0.43053 0.202069 0.077806 0.532359 0.532359 0.650955 0.650955 0.334754 0.327395 0.327395 0.093261 -0.0034 0.172189 0.036351 0.34343 0.051456 -0.11307 0.101033 -0.05971 0.2025 0.398027 -0.10283 0.157118 -0.20103 0.087536 0.217949 0.233236 0.15093 0.068654 0.123213 -0.02433 0.168722 -0.02277 0.275213 0.178341 0.303664 0.300535 0.311081 0.122714 0.258799 0.312416 0.332442 0.352746 0.333833 0.312107 0.207075 0.281726 0.333275 -0.10292 -0.27177 -0.13633 -0.26466 0.186506 -0.45932 -0.03006 0.039023 0.033614 -0.16381 0.411175 -0.46758 0.137249 -0.00639 0.004448 -0.3356 0.645098 1
CC (seed) -0.07347 0.565434 0.408203 0.621885 0.621885 0.498804 0.498804 0.413097 0.25054 0.25054 0.019026 -0.15186 0.11682 -0.07732 0.437721 0.084525 -0.12627 0.156359 0.012389 0.409986 0.264946 -0.03708 0.381372 -0.00754 0.370698 0.30125 0.223058 0.317189 0.345928 0.050625 -0.1418 0.159496 -0.06019 0.452745 0.313349 0.010166 0.09063 0.412804 0.071425 0.168284 0.042888 0.154509 0.443576 0.19357 0.063053 0.338791 0.060743 0.181336 0.184207 0.100263 0.162423 0.12343 0.1934 -0.36138 0.237521 0.087194 0.048745 -0.18775 0.197359 -0.42127 0.291512 0.228547 0.24185 -0.31086 0.569291 0.733055 1
EECG-A (se -0.22678 0.361692 0.300661 0.525206 0.525206 0.621915 0.621915 0.401569 0.195352 0.195352 -0.08606 -0.19566 -0.00894 -0.13155 0.191563 -0.04644 -0.23869 0.018126 -0.05849 0.167395 0.445666 -0.20439 0.077493 -0.20138 0.083792 0.060557 0.038464 0.099311 0.05857 -0.04872 -0.20697 0.004648 -0.1536 0.174732 -0.00347 0.076235 0.035873 0.159343 -0.10505 0.068674 0.062937 0.120388 0.243609 0.068948 0.052515 0.026936 0.004282 0.106895 -0.03584 -0.21308 -0.21607 -0.23262 0.096603 -0.39042 0.120861 -0.04653 0.108058 -0.18053 0.306719 -0.5262 0.255302 0.142967 0.156734 -0.36179 0.655602 0.915307 0.751692 1
EEC (seed) 0.102345 0.659088 0.410633 0.570381 0.570381 0.226855 0.226855 0.367758 0.116981 0.116981 0.060984 -0.09527 0.153588 0.06474 0.401769 0.190705 0.014985 0.263231 0.230438 0.453779 0.126596 0.131867 0.422393 0.199947 0.366539 0.349216 0.252633 0.409156 0.382889 0.092903 -0.06326 0.209822 0.124973 0.439542 0.338404 -0.09444 -0.00726 0.453929 0.094222 -0.03006 -0.1095 0.112541 0.508693 0.113984 -0.04078 0.3674 -0.04325 0.04801 0.23542 0.151396 0.156182 0.165892 0.09787 -0.23582 0.379346 0.092274 0.044738 -0.14293 0.16928 -0.37467 0.328894 0.355664 0.368739 -0.24941 0.366236 0.675058 0.840544 0.683657 1
EECG (seed -0.22735 0.479206 0.247542 0.652336 0.652336 0.540458 0.540458 0.413786 0.354413 0.354413 0.063323 -0.15113 0.166753 -0.09952 0.530657 0.147287 -0.10931 0.237434 0.01801 0.505546 0.28999 -0.08292 0.447239 -0.11542 0.399142 0.365902 0.284537 0.404318 0.353616 0.10168 -0.14485 0.218892 -0.09972 0.537437 0.389257 0.082716 0.125865 0.481495 0.160409 0.087322 0.082295 0.16603 0.505766 0.243887 0.113745 0.415001 0.126001 0.143351 0.2075 0.087961 0.103775 0.09938 0.157731 -0.3774 0.224036 0.183611 0.15138 -0.09674 0.35219 -0.41072 0.282864 0.256072 0.2674 -0.2384 0.717372 0.800683 0.893408 0.801608 0.81666 1
TTseed Tan -0.30637 0.359387 0.219337 0.589959 0.589959 0.626161 0.626161 0.395051 0.302369 0.302369 0.042436 -0.09286 0.132957 -0.03191 0.366754 0.052044 -0.14759 0.117498 -0.0344 0.280615 0.390085 -0.1092 0.225489 -0.16335 0.178167 0.228483 0.207664 0.210362 0.153854 0.076919 -0.10262 0.148327 -0.06446 0.330464 0.199568 0.182699 0.197335 0.341507 0.073888 0.192802 0.191261 0.250179 0.395089 0.255793 0.198564 0.230486 0.171972 0.249729 -0.01382 -0.17366 -0.07684 -0.16676 0.168907 -0.42915 0.079824 0.047253 0.067086 -0.17996 0.361801 -0.50386 0.219031 0.098614 0.111543 -0.35504 0.698871 0.970536 0.8489 0.951832 0.784579 0.89693 1
TTseed (add -0.38403 0.246406 0.143617 0.536803 0.536803 0.662423 0.662423 0.364007 0.309379 0.309379 0.038085 -0.07154 0.119063 -0.03117 0.308496 0.014604 -0.16648 0.07086 -0.08218 0.194836 0.425625 -0.14917 0.136845 -0.23138 0.089099 0.170358 0.176008 0.132267 0.062564 0.070355 -0.09101 0.120024 -0.08499 0.252831 0.130486 0.243437 0.234041 0.275797 0.058117 0.223263 0.251996 0.272339 0.330913 0.267006 0.245708 0.160531 0.210718 0.27922 -0.09775 -0.271 -0.1561 -0.26855 0.163534 -0.43867 -0.00625 0.019377 0.060682 -0.17733 0.387195 -0.50383 0.169565 0.020327 0.032308 -0.35944 0.711079 0.988163 0.757752 0.959678 0.680627 0.830581 0.985018 1
TTseed (free -0.04202 0.613307 0.393008 0.641122 0.641122 0.424328 0.424328 0.416737 0.233924 0.233924 0.047574 -0.1367 0.149778 -0.02878 0.468239 0.147071 -0.07143 0.227321 0.103211 0.472139 0.22856 0.018978 0.433876 0.051164 0.395405 0.35204 0.261452 0.392051 0.381179 0.082575 -0.11805 0.202476 0.002735 0.491387 0.358101 -0.01481 0.06387 0.467686 0.105485 0.077331 -0.00763 0.148336 0.508335 0.183291 0.036049 0.386414 0.036984 0.127697 0.220351 0.123523 0.154685 0.141619 0.156346 -0.33321 0.304745 0.116626 0.073897 -0.15801 0.232905 -0.42218 0.320193 0.29897 0.312421 -0.28526 0.551718 0.764318 0.963039 0.77568 0.944541 0.934736 0.879121 0.78376 1
TTOTAL TA -0.20806 0.547999 0.287228 0.713919 0.713919 0.573429 0.573429 0.472188 0.264239 0.264239 0.075953 -0.12752 0.185118 0.033321 0.499942 0.237674 -0.01973 0.323108 0.264491 0.52809 0.310461 0.032997 0.439354 0.122433 0.372913 0.400911 0.303194 0.479032 0.383841 0.127913 -0.10428 0.245901 0.088658 0.516888 0.326742 0.095689 0.082111 0.436113 0.128962 0.012149 0.020267 0.227705 0.480661 0.206019 0.090128 0.354332 0.067202 0.137328 0.338222 0.165076 0.037516 0.150345 0.24691 -0.24412 0.510821 0.233697 0.266919 0.025037 0.441194 -0.31654 0.384832 0.556177 0.566773 -0.08737 0.4867 0.807502 0.817236 0.862648 0.82375 0.870389 0.88186 0.832254 0.875843 1
HHWC Strea -0.37768 -0.02681 -0.006 0.272232 0.272232 0.517525 0.517525 0.061255 0.096606 0.096606 -0.11183 -0.22371 -0.07367 -0.334 0.082369 -0.16499 -0.36854 -0.10861 -0.40391 -0.03228 0.396303 -0.50044 -0.08357 -0.5833 -0.06031 -0.11495 -0.0771 -0.12288 -0.1588 -0.09321 -0.275 -0.08435 -0.44065 0.02672 -0.23245 0.01168 -0.07064 -0.14268 -0.19086 0.103741 0.129659 -0.15962 -0.09539 -0.09452 -0.04167 -0.22071 0.019156 -0.03444 -0.05924 -0.19164 -0.15964 -0.20123 -0.00923 -0.49619 -0.05787 -0.2538 -0.16021 -0.28956 -0.07579 -0.46135 0.425288 -0.11493 -0.10384 -0.3898 0.574514 0.430474 0.350784 0.478933 0.136097 0.502063 0.4554 0.478514 0.317616 0.325865 1
HHWC BM H -0.18706 -0.08902 -0.07146 0.066693 0.066693 0.199868 0.199868 -0.10419 0.186451 0.186451 -0.27412 -0.2704 -0.21093 -0.21043 0.100628 -0.31072 -0.33764 -0.28209 -0.17067 0.00352 0.635959 -0.19054 -0.09031 -0.02651 0.140944 -0.07083 -0.10454 -0.10815 0.138294 -0.24129 -0.27623 -0.2198 -0.19354 0.098642 -0.04877 0.114083 0.189044 0.188205 -0.07918 0.374073 0.254953 0.225922 0.236645 0.17779 0.16638 -0.00538 0.156918 0.331171 -0.26129 -0.2484 0.094697 -0.19039 -0.00116 -0.34837 -0.18879 -0.22442 -0.05521 -0.29388 -0.04797 -0.0591 -0.13195 -0.19677 -0.19082 -0.26691 0.359546 0.133856 0.331479 0.16994 0.048077 0.16146 0.182419 0.167889 0.193195 0.059632 0.211389 1
HHWC BM T -0.09782 -0.06616 0.248182 0.010853 0.010853 0.412928 0.412928 0.144534 0.03023 0.03023 -0.24806 -0.32984 -0.19301 -0.31431 0.042827 -0.21276 -0.29649 -0.12981 -0.11024 0.062716 0.660103 -0.31583 -0.08739 -0.21136 0.086597 -0.10756 -0.15161 -0.02617 0.058454 -0.20183 -0.33555 -0.18128 -0.30374 0.062698 -0.22737 0.07075 -0.18962 -0.09246 -0.20825 -0.1847 -0.03951 -0.18367 -0.03046 -0.16263 -0.09736 -0.20689 -0.11479 -0.20649 -0.11524 -0.12566 -0.35207 -0.18769 -0.24837 -0.46882 -0.21734 -0.21612 -0.04099 -0.24682 -0.00971 -0.22584 -0.3478 -0.21965 -0.21078 -0.34146 0.302284 0.29637 0.132001 0.355492 0.058663 0.135608 0.279472 0.324859 0.109806 0.142605 0.312608 0.391353 1
HHWC BM V 0.20286 0.217297 -0.0466 0.056955 0.056955 -0.35443 -0.35443 0.148417 -0.01923 -0.01923 0.211032 0.400851 0.149337 0.433791 -0.11483 0.177571 0.396919 0.10204 0.301295 -0.0886 -0.42109 0.47726 0.027655 0.411299 -0.10598 0.097411 0.127516 0.027119 -0.01829 0.182287 0.422077 0.135952 0.463254 -0.11721 0.188739 0.040796 0.153212 0.038554 0.248842 0.121167 -0.02197 0.167581 -0.01133 0.147281 0.115109 0.164716 0.085854 0.162363 0.150838 0.084138 0.35184 0.15179 -0.03072 0.603038 0.056997 0.452282 0.269316 0.449776 0.29651 0.344262 -0.03087 0.171276 0.155593 0.512253 -0.38969 -0.26295 -0.24871 -0.30315 -0.03879 -0.25319 -0.27498 -0.29462 -0.17696 -0.15919 -0.64986 -0.24706 -0.48564 1
HHWC BM B -0.53064 -0.45883 -0.27826 -0.05569 -0.05569 0.467853 0.467853 -0.11155 0.193039 0.193039 -0.19819 -0.25085 -0.16589 -0.39517 0.073722 -0.26003 -0.36187 -0.19968 -0.39664 -0.02745 0.649278 -0.52987 -0.20644 -0.60355 -0.02029 -0.15232 -0.13209 -0.14474 -0.12339 -0.1649 -0.29993 -0.1841 -0.48364 0.03356 -0.13761 0.470435 0.19392 0.002779 -0.05209 0.070904 0.369682 0.059548 0.023607 0.165801 0.303986 -0.11421 0.249564 0.072857 -0.35547 -0.33778 -0.47974 -0.39944 -0.31001 -0.61012 -0.3439 -0.26973 -0.15206 -0.26524 0.004273 -0.17192 -0.35052 -0.36506 -0.35855 -0.33042 0.516285 0.385734 0.067935 0.321848 -0.06313 0.252583 0.316251 0.39008 0.061704 0.111003 0.539587 0.309654 0.611143 -0.47333 1
HHWC BM  B -0.28733 -0.44525 -0.18971 -0.21299 -0.21299 0.278919 0.278919 -0.20282 0.015906 0.015906 -0.40193 -0.49235 -0.35827 -0.57625 0.027618 -0.49753 -0.59051 -0.4482 -0.60848 -0.05171 0.50272 -0.63053 -0.13836 -0.51835 0.206781 -0.25209 -0.28539 -0.26246 0.06995 -0.39416 -0.53192 -0.36665 -0.63739 0.059985 -0.0698 0.098352 0.095381 0.165418 -0.06563 0.20483 0.345974 0.08358 0.213566 0.107363 0.099415 -0.02718 0.226602 0.158739 -0.3462 -0.179 -0.02536 -0.16013 -0.26251 -0.50997 -0.50096 -0.27586 0.033887 -0.14568 -0.05568 -0.28054 -0.29861 -0.45012 -0.4464 -0.28329 0.467172 0.194709 0.092374 0.173476 -0.06194 0.172119 0.181165 0.217019 0.053273 -0.0406 0.555704 0.438056 0.440801 -0.6969 0.610088 1
HHWC BM In -0.19734 0.176676 0.068142 0.358088 0.358088 0.336907 0.336907 0.261509 -0.10833 -0.10833 0.225191 0.266332 0.187329 0.206648 -0.07288 0.136347 0.099112 0.100678 -0.02904 -0.18748 -0.14604 -0.00107 -0.11138 -0.21245 -0.32455 -0.0055 0.104638 -0.09851 -0.32568 0.210574 0.229642 0.150489 0.116237 -0.17113 -0.24356 -0.034 -0.08502 -0.32784 -0.07062 0.063072 0.003708 -0.10603 -0.30193 -0.13483 -0.0684 -0.26452 -0.02638 -0.0282 0.115572 -0.18818 -0.19936 -0.20724 0.374803 -0.16329 -0.10577 0.029463 0.01603 0.111182 0.188417 -0.66115 0.421674 -0.08373 -0.07885 -0.17349 0.191543 0.374342 0.070413 0.371883 0.071616 0.163677 0.311546 0.371482 0.096407 0.228631 0.443185 -0.34991 0.035089 -0.09533 -0.07189 -0.10373 1
HHWC BM S -0.38566 -0.2244 -0.25025 0.049586 0.049586 0.232084 0.232084 -0.06272 0.251893 0.251893 0.091406 0.108924 0.082961 -0.00821 0.021308 0.094862 0.059285 0.117842 0.005555 -0.029 0.298242 -0.12359 -0.16544 -0.31364 -0.23961 -0.01053 0.050276 0.011315 -0.25331 0.119457 0.081701 0.065528 -0.06804 -0.05654 -0.11017 0.464659 0.15369 -0.16224 0.000771 -0.1163 0.153692 -0.00507 -0.19243 0.097991 0.275503 -0.12227 0.112996 -0.06533 -0.13882 -0.23684 -0.55504 -0.32931 -0.19703 -0.2874 0.009193 -0.1085 -0.21398 -0.16832 -0.0071 0.13266 -0.21311 -0.06134 -0.05891 -0.09396 0.151411 0.201908 -0.09074 0.156745 -0.11295 0.079066 0.128769 0.190977 -0.06437 0.082941 0.128939 -0.02683 0.290909 0.049384 0.69993 -0.1114 -0.07991 1
HHWC Berry 0.462967 0.330937 0.372098 -0.02675 -0.02675 -0.23819 -0.23819 0.272705 -0.05862 -0.05862 -0.07565 -0.10277 -0.04476 0.063024 0.135458 0.089768 0.123189 0.129676 0.488745 0.352648 0.034707 0.350151 0.311721 0.681212 0.418434 0.206984 0.049477 0.342804 0.514931 -0.05193 -0.03489 0.019523 0.250475 0.270279 0.129206 -0.24801 -0.28773 0.157811 0.019897 -0.27686 -0.44543 -0.15714 0.195499 -0.17524 -0.28156 0.137309 -0.31836 -0.2404 0.314029 0.345568 0.212067 0.345877 0.118061 0.212025 0.260912 0.251404 0.23715 0.145153 0.118469 0.090761 -0.16666 0.31745 0.31714 0.133148 -0.23109 -0.24454 -0.0871 -0.1455 0.064963 -0.15565 -0.18278 -0.22173 -0.04601 -0.01813 -0.50829 0.121567 0.236593 0.344916 -0.27715 -0.28209 -0.17208 -0.14894 1
HHWC Bunc 0.013164 0.148188 0.227969 0.163991 0.163991 0.258878 0.258878 0.40225 0.233296 0.233296 0.051008 -0.12692 0.121362 0.033301 0.322878 0.066081 -0.00741 0.101909 0.147474 0.270834 0.17958 0.132708 0.344131 0.231636 0.301657 0.256917 0.191791 0.229886 0.338911 0.069632 -0.09101 0.148822 0.091985 0.335771 0.252877 -0.17881 -0.04177 0.291122 0.235845 0.136751 -0.01655 0.09985 0.280188 0.074036 -0.09466 0.265409 0.085053 0.131746 0.124634 0.135034 0.302011 0.184503 0.229607 0.000528 -0.12652 0.278782 0.429694 0.287625 0.392667 -0.12887 -0.18772 0.048115 0.04405 0.135923 0.239831 0.224417 0.228721 0.262404 0.223479 0.162385 0.24914 0.244821 0.222558 0.232585 -0.06315 0.307988 0.460319 -0.18608 -0.10711 0.299777 0.088659 -0.46761 0.326057 1
HHWC MAB -0.01038 0.100655 -0.05014 0.092799 0.092799 -0.08998 -0.08998 -0.00594 0.251281 0.251281 0.294049 0.258321 0.24782 0.226333 -0.07395 0.286425 0.251801 0.234551 0.083456 -0.14511 -0.43482 0.168279 -0.00975 -0.05564 -0.34451 0.034686 0.133169 -0.01123 -0.31733 0.271674 0.255618 0.230157 0.177959 -0.16774 -0.05952 -0.21107 -0.11567 -0.32271 0.011057 -0.07488 -0.16278 -0.16547 -0.41834 -0.17134 -0.15514 -0.11013 -0.11478 -0.13695 0.149658 0.022627 -0.06099 0.005785 0.23667 0.148156 0.160458 0.002189 -0.092 0.091009 -0.12046 0.105267 0.246989 0.112771 0.10904 0.151594 -0.20753 -0.18017 -0.07199 -0.11668 -0.18541 -0.1132 -0.16603 -0.16926 -0.13129 -0.09238 -0.13579 -0.20972 -0.38282 0.193142 -0.31955 -0.47858 0.166447 0.125805 -0.3221 -0.1674 1
HHWC MA B -0.01038 0.100655 -0.05014 0.092799 0.092799 -0.08998 -0.08998 -0.00594 0.251281 0.251281 0.294049 0.258321 0.24782 0.226333 -0.07395 0.286425 0.251801 0.234551 0.083456 -0.14511 -0.43482 0.168279 -0.00975 -0.05564 -0.34451 0.034686 0.133169 -0.01123 -0.31733 0.271674 0.255618 0.230157 0.177959 -0.16774 -0.05952 -0.21107 -0.11567 -0.32271 0.011057 -0.07488 -0.16278 -0.16547 -0.41834 -0.17134 -0.15514 -0.11013 -0.11478 -0.13695 0.149658 0.022627 -0.06099 0.005785 0.23667 0.148156 0.160458 0.002189 -0.092 0.091009 -0.12046 0.105267 0.246989 0.112771 0.10904 0.151594 -0.20753 -0.18017 -0.07199 -0.11668 -0.18541 -0.1132 -0.16603 -0.16926 -0.13129 -0.09238 -0.13579 -0.20972 -0.38282 0.193142 -0.31955 -0.47858 0.166447 0.125805 -0.3221 -0.1674 1 1
HHWC MA p 0.256695 0.256179 0.279779 0.058647 0.058647 -0.02546 -0.02546 0.016156 -0.21375 -0.21375 -0.41462 -0.37461 -0.38633 -0.25867 -0.23026 -0.38709 -0.3753 -0.36984 -0.1734 -0.1334 0.193546 -0.18528 -0.16278 0.059502 0.054259 -0.2978 -0.34913 -0.22897 0.04861 -0.41366 -0.36497 -0.37892 -0.21466 -0.15533 -0.2126 -0.28956 -0.17327 -0.05962 -0.32788 -0.04621 -0.12568 0.013883 0.01809 -0.19466 -0.22236 -0.18843 -0.22725 -0.01666 0.008794 -0.01513 0.116263 0.013127 -0.2067 0.053384 -0.03542 -0.02057 0.289706 0.033602 0.038534 0.117998 0.02122 0.061433 0.059336 0.084458 0.033625 -0.03201 0.10655 0.187394 -0.01825 -0.03253 0.037633 0.038769 0.02864 0.05855 0.053251 0.327723 0.218768 -0.12732 -0.20708 0.181216 -0.05654 -0.37155 0.071367 0.417404 0.104212 0.104212 1
HHWC MA T 0.525207 0.147473 0.215152 -0.27022 -0.27022 -0.53586 -0.53586 0.0382 -0.02097 -0.02097 0.128154 0.142702 0.068792 0.152242 -0.12162 0.154378 0.252822 0.120539 0.218542 -0.01304 -0.50652 0.313777 0.14148 0.374914 0.037019 0.045246 0.019543 0.064628 0.089739 0.097772 0.176177 0.08842 0.223445 -0.06724 0.016882 -0.5241 -0.41895 -0.1916 0.047891 -0.27297 -0.48876 -0.43857 -0.23869 -0.37547 -0.47135 -0.02185 -0.3386 -0.40293 0.24507 0.315758 0.327018 0.346046 0.042719 0.23215 0.030556 0.032356 -0.09321 0.132021 -0.26319 0.027564 -0.04673 -0.0126 -0.01654 0.108539 -0.57644 -0.54097 -0.35441 -0.53656 -0.13284 -0.39724 -0.51093 -0.56091 -0.29262 -0.43977 -0.52071 -0.26072 -0.19874 0.489237 -0.49188 -0.41894 -0.03157 -0.2125 0.549915 0.012593 0.203661 0.203661 -0.22337 1
HHWC Anth -0.30888 0.147612 -0.17495 0.387993 0.387993 0.258448 0.258448 0.218209 0.261417 0.261417 0.331007 0.148784 0.386722 0.159422 0.487295 0.367606 0.212999 0.386196 0.127916 0.392452 -0.1604 0.139534 0.454994 -0.02692 0.225988 0.439877 0.426262 0.396859 0.21341 0.338616 0.158181 0.413844 0.137116 0.442641 0.497997 0.195636 0.302126 0.431358 0.446594 0.167084 0.220279 0.340192 0.354321 0.391718 0.270862 0.496201 0.346937 0.286489 0.238713 0.23494 0.143088 0.234793 0.345988 0.20066 0.269838 0.429134 0.338129 0.350188 0.414822 0.096296 0.313674 0.382604 0.375299 0.352851 0.288926 0.274336 0.342027 0.214533 0.230331 0.423409 0.295037 0.265165 0.331443 0.417126 0.211497 -0.2419 -0.44897 -0.07671 -0.07839 0.039481 0.049305 -0.11325 -0.50559 -0.00331 0.179234 0.179234 -0.06195 -0.50592 1
DD-G (wine g -0.076 0.074855 -0.25132 0.099558 0.099558 -0.22837 -0.22837 0.027532 0.475502 0.475502 0.590837 0.528993 0.58642 0.552978 0.401398 0.587951 0.633546 0.557601 0.461067 0.29522 -0.50918 0.652591 0.436817 0.307623 -0.00793 0.534935 0.581349 0.436891 0.078181 0.576677 0.569373 0.596353 0.559198 0.305849 0.573962 0.198955 0.332608 0.254886 0.626298 0.065765 0.076222 0.224481 0.082966 0.370622 0.292061 0.526344 0.310761 0.16565 0.219898 0.217674 0.207129 0.231796 0.351038 0.314282 0.083736 0.568038 0.217398 0.428552 0.408631 0.499025 -0.09402 0.178861 0.163211 0.555574 -0.12079 -0.07509 -0.10449 -0.21013 -0.08232 -0.00952 -0.11576 -0.12241 -0.07864 -0.01239 -0.37282 -0.28306 -0.51354 0.473763 -0.27908 -0.57907 -0.0628 0.210169 -0.04262 -0.16213 0.495092 0.495092 -0.35798 0.17206 0.373725 1
CC-G (wine g -0.03074 0.086433 -0.29388 0.086827 0.086827 -0.34892 -0.34892 -0.12489 0.270864 0.270864 0.516295 0.598906 0.47137 0.585484 0.137601 0.512862 0.643759 0.445497 0.44646 0.06177 -0.44429 0.625789 0.147754 0.271932 -0.2478 0.332809 0.421256 0.247126 -0.14436 0.503839 0.625496 0.455762 0.575355 0.032118 0.308448 0.198375 0.280947 0.028813 0.370678 0.01682 0.021355 0.176585 -0.10585 0.243536 0.258226 0.262581 0.166308 0.111657 0.123646 0.066527 0.038961 0.065392 0.264727 0.411249 0.101672 0.361619 0.049435 0.240162 0.186039 0.568859 -0.04333 0.131891 0.118867 0.455001 -0.29886 -0.26566 -0.2333 -0.35063 -0.25543 -0.21708 -0.30242 -0.30346 -0.25067 -0.19043 -0.41523 -0.20331 -0.55335 0.547436 -0.32253 -0.69752 -0.13695 0.276929 -0.0748 -0.40667 0.551258 0.551258 -0.25513 0.140077 0.239094 0.882692 1
PPT-G (wine 0.007308 0.09766 -0.20625 0.056591 0.056591 -0.27948 -0.27948 0.067507 0.433123 0.433123 0.536131 0.465749 0.536576 0.507107 0.41402 0.541711 0.60222 0.517717 0.457586 0.345163 -0.53732 0.656228 0.492019 0.375329 0.105437 0.540858 0.553942 0.458994 0.18558 0.518492 0.514355 0.557371 0.536689 0.354078 0.654971 0.190854 0.338706 0.352273 0.678731 0.055951 0.074392 0.261571 0.184321 0.405762 0.292949 0.612145 0.330689 0.181973 0.252553 0.295249 0.292696 0.317035 0.279992 0.387181 0.052823 0.657622 0.341221 0.537587 0.477549 0.512228 -0.21533 0.192065 0.174221 0.628316 -0.13761 -0.1011 -0.12176 -0.2315 -0.04039 -0.02389 -0.13291 -0.14717 -0.07196 -0.0205 -0.50642 -0.32144 -0.47548 0.545701 -0.30087 -0.51488 -0.13746 0.132112 0.075155 -0.04406 0.387384 0.387384 -0.29457 0.232609 0.362745 0.966091 0.798581 1
PPO-G (wine 0.145798 0.077493 -0.22197 -0.06272 -0.06272 -0.47227 -0.47227 -0.05963 0.162487 0.162487 0.363149 0.461265 0.328444 0.514296 0.109786 0.358945 0.553976 0.298763 0.430954 0.106777 -0.50865 0.643116 0.215235 0.447761 -0.04236 0.300293 0.325739 0.233998 0.056928 0.338502 0.504908 0.328513 0.553589 0.078834 0.457442 0.201636 0.349098 0.238718 0.489137 0.051118 0.086524 0.327465 0.12277 0.355711 0.30381 0.42616 0.262722 0.217705 0.139528 0.183244 0.258874 0.214055 0.1003 0.621912 -0.00161 0.592333 0.363844 0.529802 0.393179 0.647428 -0.29008 0.146299 0.126134 0.679407 -0.35239 -0.31924 -0.33678 -0.40166 -0.20577 -0.3045 -0.35619 -0.35815 -0.29325 -0.22856 -0.69615 -0.29312 -0.5244 0.743149 -0.41832 -0.58273 -0.24913 0.061226 0.153757 -0.14755 0.27932 0.27932 -0.11593 0.232889 0.206813 0.82699 0.826096 0.884094 1
MM-G (wine 0.199165 0.027684 -0.0621 -0.15932 -0.15932 -0.33443 -0.33443 0.052659 0.273169 0.273169 0.18381 0.091254 0.212602 0.155686 0.368922 0.209836 0.270847 0.228565 0.246227 0.410691 -0.40552 0.411656 0.520092 0.393988 0.42594 0.393725 0.302993 0.385142 0.450814 0.163684 0.145926 0.261587 0.236408 0.4249 0.704855 0.11073 0.276699 0.541311 0.618317 0.005551 0.083205 0.277786 0.424116 0.397292 0.222141 0.689176 0.312699 0.16448 0.214134 0.425953 0.45378 0.464439 -0.02459 0.373973 -0.05844 0.668339 0.51218 0.590726 0.479961 0.528489 -0.45382 0.140505 0.12137 0.645441 -0.14122 -0.15796 -0.12176 -0.27385 0.021045 -0.03404 -0.16509 -0.19729 -0.04925 -0.07167 -0.56608 -0.26946 -0.30763 0.443889 -0.23025 -0.14621 -0.3923 -0.10132 0.231686 0.150295 -0.02861 -0.02861 -0.11477 0.240672 0.298405 0.660532 0.405999 0.813601 0.756302 1
DD-AG (wine 0.047626 0.166017 -0.19831 0.105109 0.105109 -0.31388 -0.31388 0.097626 0.264449 0.264449 0.544365 0.497002 0.528135 0.512026 0.387689 0.607902 0.673746 0.578719 0.542397 0.387725 -0.5673 0.667779 0.493889 0.407062 0.131483 0.550292 0.543786 0.518832 0.211075 0.533238 0.547968 0.560644 0.558581 0.354236 0.611704 0.196052 0.260102 0.303511 0.626007 -0.04975 -0.01523 0.18612 0.145247 0.3369 0.24378 0.566928 0.242826 0.081644 0.399614 0.417199 0.265827 0.414897 0.29662 0.530248 0.202681 0.672169 0.359063 0.57481 0.428012 0.479779 -0.10245 0.329157 0.312388 0.654874 -0.2013 -0.25864 -0.20229 -0.33689 -0.11992 -0.08113 -0.26193 -0.28678 -0.1508 -0.06365 -0.48197 -0.40968 -0.54704 0.58427 -0.35011 -0.56835 -0.11546 0.110449 0.128239 -0.17721 0.333851 0.333851 -0.35108 0.24889 0.396978 0.902233 0.814164 0.929345 0.871305 0.727396 1
CC-AG(wine -0.20869 0.314074 0.032835 0.49247 0.49247 0.278956 0.278956 0.03406 0.095484 0.095484 0.074855 -0.09098 0.16029 0.000113 0.339758 0.258802 -0.02211 0.338871 0.247551 0.36422 0.394097 -0.07056 0.238507 0.009011 0.148039 0.264542 0.212154 0.366601 0.167998 0.136703 -0.08561 0.206092 0.035557 0.324367 -0.04902 0.002872 -0.12232 0.072065 -0.15347 -0.23086 -0.09342 -0.02576 0.156355 -0.08109 -0.0785 -0.02737 -0.13158 -0.13829 0.230979 0.018108 -0.27683 -0.04656 0.31799 -0.18188 0.468775 -0.23072 -0.19445 -0.40166 -0.09828 -0.38095 0.557992 0.344661 0.36321 -0.41729 0.252993 0.290637 0.384643 0.345006 0.29435 0.452209 0.347554 0.314268 0.383606 0.452731 0.551269 0.061111 0.09483 -0.38989 0.091325 -0.03115 0.30267 0.082167 -0.1758 -0.1313 0.139209 0.139209 -0.00959 -0.24415 0.230038 -0.16626 -0.10136 -0.28705 -0.42326 -0.46236 -0.17856 1
PPT-AG (win 0.024287 0.206925 -0.144 0.15748 0.15748 -0.23725 -0.23725 0.150917 0.405655 0.405655 0.596298 0.492013 0.598363 0.536774 0.475776 0.624098 0.659995 0.602466 0.508453 0.416261 -0.59084 0.689334 0.574861 0.394562 0.153147 0.613245 0.617021 0.539243 0.232555 0.580396 0.545018 0.628515 0.570798 0.419548 0.69716 0.147799 0.281801 0.365108 0.709186 0.030768 0.013225 0.212853 0.18795 0.377194 0.239554 0.649728 0.297692 0.140195 0.380069 0.399958 0.350948 0.419271 0.324112 0.426988 0.140243 0.708236 0.373177 0.587391 0.498495 0.442705 -0.12757 0.28093 0.263872 0.64282 -0.12024 -0.09457 -0.05711 -0.20199 0.02827 0.037517 -0.1026 -0.13256 -0.00306 0.046702 -0.48835 -0.36896 -0.47008 0.542642 -0.36236 -0.5336 -0.08143 0.060393 0.101846 0.020504 0.406108 0.406108 -0.26735 0.256507 0.414035 0.936415 0.754007 0.980262 0.842466 0.792396 0.944507 -0.23485 1
PPO-AG (wi 0.288397 0.177064 -0.05668 -0.06538 -0.06538 -0.46308 -0.46308 0.081061 0.0684 0.0684 0.286958 0.315296 0.26855 0.405142 0.169804 0.314285 0.481078 0.272559 0.418777 0.224103 -0.53092 0.601466 0.351269 0.528742 0.179617 0.334945 0.298062 0.302985 0.260584 0.261717 0.372265 0.293049 0.483031 0.198943 0.542526 0.054904 0.220377 0.356852 0.523337 0.01021 -0.01099 0.26809 0.255268 0.29875 0.164269 0.519248 0.204295 0.161331 0.259925 0.361622 0.429961 0.404307 0.061574 0.694533 0.009043 0.666822 0.514831 0.65119 0.434593 0.506259 -0.3417 0.200656 0.180771 0.694393 -0.33559 -0.34755 -0.27653 -0.39053 -0.07756 -0.26723 -0.34292 -0.37181 -0.2075 -0.19185 -0.78904 -0.31219 -0.41463 0.719767 -0.51616 -0.43404 -0.2815 -0.20503 0.354801 0.170835 0.125295 0.125295 0.013733 0.368395 0.183922 0.614096 0.517648 0.770826 0.881361 0.845219 0.773775 -0.50667 0.787013 1
MM-AG (wine 0.27116 0.085731 -0.00296 -0.14831 -0.14831 -0.36181 -0.36181 0.079163 0.186722 0.186722 0.158082 0.067298 0.18276 0.133634 0.353076 0.184948 0.255225 0.198053 0.22921 0.412096 -0.44707 0.409922 0.53292 0.425331 0.471946 0.381854 0.278118 0.376058 0.492054 0.133602 0.124407 0.234895 0.223255 0.427634 0.70221 0.03125 0.221487 0.5482 0.591914 0.010551 0.032454 0.24639 0.436735 0.355101 0.155999 0.688262 0.264347 0.148896 0.261118 0.484408 0.530442 0.531397 -0.00714 0.406698 -0.06318 0.673171 0.543248 0.613932 0.455631 0.477766 -0.4375 0.143385 0.124468 0.639998 -0.16268 -0.21461 -0.10412 -0.3071 0.0296 -0.05626 -0.20093 -0.24597 -0.04373 -0.10025 -0.59057 -0.25011 -0.31277 0.416145 -0.33145 -0.09808 -0.38416 -0.27326 0.287622 0.250557 -0.06197 -0.06197 -0.01342 0.279509 0.293254 0.561823 0.312904 0.736742 0.700653 0.977152 0.672954 -0.48635 0.740514 0.865592 1
DD-CG (wine 0.320201 -0.09071 -0.09696 -0.36632 -0.36632 -0.52348 -0.52348 0.018081 -0.04441 -0.04441 -0.05963 0.015495 -0.08995 0.028983 -0.06315 -0.07359 0.085492 -0.09529 0.076726 0.055354 -0.42388 0.262705 0.131005 0.322513 0.19219 0.007837 -0.05401 0.028478 0.207399 -0.09815 0.049846 -0.07046 0.099405 0.024093 0.311137 0.034755 0.174128 0.231382 0.254943 -0.03575 -0.00518 0.174577 0.182679 0.187913 0.126515 0.302798 0.099649 0.082409 0.003519 0.146464 0.247802 0.180246 -0.16041 0.417029 -0.18585 0.432716 0.425367 0.477199 0.302195 0.43057 -0.45269 -0.01285 -0.02979 0.512077 -0.1926 -0.32951 -0.40221 -0.3533 -0.19872 -0.27715 -0.34492 -0.33714 -0.31076 -0.29415 -0.62001 -0.32088 -0.39619 0.598021 -0.28078 -0.19728 -0.27818 -0.08584 0.305109 0.004183 0.047228 0.047228 0.043627 0.352896 0.014285 0.445423 0.326913 0.609594 0.710044 0.784951 0.577733 -0.54693 0.568469 0.793738 0.782766 1
CC-CG (wine 0.165026 0.150587 -0.14884 -0.00395 -0.00395 -0.42881 -0.42881 0.055832 0.188124 0.188124 0.487125 0.493638 0.459768 0.558958 0.249089 0.513761 0.648333 0.459967 0.545363 0.244428 -0.59925 0.736344 0.370155 0.510648 0.039167 0.447506 0.457851 0.39002 0.145441 0.465426 0.55061 0.474318 0.61705 0.21472 0.516372 0.117898 0.24782 0.25048 0.530519 0.004294 -0.05133 0.215174 0.11515 0.292597 0.206075 0.4775 0.177297 0.127403 0.24912 0.267432 0.256169 0.285161 0.313776 0.574719 0.06137 0.600978 0.334752 0.516844 0.390519 0.460509 -0.24544 0.191373 0.174991 0.583372 -0.2373 -0.29605 -0.25893 -0.3498 -0.14472 -0.22942 -0.30473 -0.31796 -0.21886 -0.16433 -0.72099 -0.30619 -0.46903 0.624932 -0.50152 -0.59586 -0.13116 -0.053 0.299679 0.058631 0.36887 0.36887 -0.13418 0.33993 0.177757 0.816055 0.743358 0.884469 0.895742 0.716089 0.886021 -0.37195 0.893122 0.874085 0.704687 0.686841 1
PPT-CG (win 0.084187 0.024843 -0.14284 -0.0781 -0.0781 -0.2905 -0.2905 0.092328 0.391084 0.391084 0.435888 0.343989 0.441546 0.409428 0.375117 0.458906 0.5196 0.441644 0.43995 0.348411 -0.52824 0.612541 0.485982 0.423625 0.179995 0.486293 0.468193 0.435553 0.253522 0.416987 0.400789 0.470368 0.467665 0.350704 0.624764 0.115395 0.262274 0.35579 0.628875 0.013391 0.008538 0.220542 0.200687 0.342491 0.214528 0.587618 0.261615 0.135384 0.208497 0.310823 0.287084 0.329045 0.27935 0.431983 0.016519 0.65974 0.403995 0.568636 0.481112 0.510548 -0.3086 0.17746 0.159067 0.638767 -0.14085 -0.17496 -0.1869 -0.26984 -0.11059 -0.1112 -0.19992 -0.2071 -0.14774 -0.08335 -0.60531 -0.29054 -0.40278 0.486814 -0.33453 -0.43694 -0.19221 0.021354 0.214392 0.111288 0.327465 0.327465 -0.21033 0.269344 0.292372 0.888727 0.689463 0.958622 0.85523 0.851322 0.884084 -0.40344 0.943289 0.821475 0.804914 0.685178 0.924522 1
PPO-CG (wi 0.274145 0.022558 -0.12834 -0.21598 -0.21598 -0.50799 -0.50799 -0.01646 0.092813 0.092813 0.23192 0.256238 0.215807 0.346818 0.151191 0.260355 0.426628 0.220445 0.400208 0.21078 -0.50578 0.568736 0.313861 0.541523 0.191511 0.297044 0.251838 0.275635 0.269895 0.206346 0.314624 0.239316 0.437427 0.187856 0.514207 0.088917 0.249882 0.359863 0.502242 0.018007 0.01502 0.282322 0.259629 0.312778 0.196399 0.496201 0.215017 0.173771 0.164251 0.317025 0.368081 0.352464 0.100892 0.627561 -0.02159 0.602563 0.453605 0.594516 0.363374 0.545384 -0.41948 0.151053 0.131556 0.661045 -0.32627 -0.41266 -0.35923 -0.45662 -0.18997 -0.35244 -0.41786 -0.43345 -0.30722 -0.27783 -0.81719 -0.23675 -0.41435 0.62433 -0.43884 -0.3577 -0.36153 -0.16102 0.384336 0.117802 0.083067 0.083067 -0.04814 0.339716 0.123588 0.623162 0.52615 0.768975 0.874148 0.84304 0.764475 -0.58204 0.755852 0.957563 0.854516 0.818201 0.891908 0.860243 1
MM-CG (wine 0.173167 -0.06586 -0.16392 -0.23983 -0.23983 -0.41396 -0.41396 0.001376 0.227148 0.227148 0.266426 0.23943 0.266936 0.3185 0.243871 0.275004 0.396463 0.25266 0.362042 0.260543 -0.48622 0.546271 0.369417 0.465667 0.210425 0.347698 0.308822 0.310812 0.276214 0.241055 0.295457 0.290705 0.394463 0.259876 0.552545 0.131673 0.286687 0.383899 0.542987 0.038146 0.041312 0.277122 0.268158 0.349788 0.236602 0.532673 0.251054 0.181504 0.083096 0.241213 0.298265 0.272254 0.157639 0.489483 -0.08025 0.606732 0.408598 0.540917 0.430252 0.529804 -0.41919 0.088333 0.069515 0.613146 -0.16916 -0.27258 -0.29937 -0.3543 -0.17211 -0.24107 -0.29824 -0.29851 -0.24933 -0.20748 -0.71423 -0.23476 -0.38306 0.522558 -0.33268 -0.31851 -0.3115 -0.07294 0.329853 0.126176 0.115304 0.115304 -0.11811 0.267 0.171838 0.726415 0.555072 0.845999 0.849004 0.873316 0.785559 -0.56306 0.816116 0.880288 0.855813 0.81225 0.902848 0.941046 0.953886 1
PPigmented -0.3292 0.078536 -0.08578 0.348505 0.348505 0.331456 0.331456 -0.24459 -0.01224 -0.01224 0.084415 0.067919 0.081488 0.080459 -0.12538 0.090065 -0.03061 0.070936 -0.08285 -0.23649 0.193687 -0.23729 -0.2915 -0.35836 -0.4312 -0.12817 -0.01106 -0.15545 -0.43644 0.104504 0.027298 0.041714 -0.02183 -0.24052 -0.36861 -0.02605 -0.09348 -0.31579 -0.29783 0.033737 0.05866 -0.06866 -0.27058 -0.16715 -0.07073 -0.36654 -0.0774 -0.0219 -0.01148 -0.21434 -0.24942 -0.23843 0.042978 -0.18422 0.320665 -0.45587 -0.41396 -0.41699 -0.3369 -0.26049 0.557096 0.138971 0.153041 -0.3696 0.076078 0.253203 0.240319 0.331112 0.156243 0.174464 0.264529 0.271293 0.20307 0.286444 0.474891 0.06085 0.063859 -0.41925 0.105631 0.004619 0.247238 0.127506 -0.56684 -0.22073 0.283108 0.283108 0.128344 -0.43526 0.103703 -0.32615 -0.14244 -0.48269 -0.48703 -0.7289 -0.45222 0.495059 -0.44437 -0.62514 -0.74465 -0.78031 -0.51541 -0.58304 -0.66806 -0.69254 1
TTanthocyan 0.159736 0.065457 -0.13159 -0.09216 -0.09216 -0.37574 -0.37574 0.045868 0.303862 0.303862 0.336716 0.275733 0.346885 0.338762 0.362622 0.358198 0.447302 0.349919 0.372758 0.371821 -0.50495 0.564958 0.500292 0.441926 0.284667 0.453619 0.405162 0.415395 0.342608 0.314942 0.332255 0.383494 0.40692 0.375628 0.692318 0.1424 0.311746 0.46664 0.65132 0.02263 0.067505 0.290175 0.326848 0.407154 0.256986 0.664725 0.314454 0.180806 0.237834 0.38526 0.407986 0.419523 0.108419 0.465721 -0.00968 0.699106 0.472157 0.608511 0.489889 0.571191 -0.37538 0.175249 0.155149 0.689965 -0.19147 -0.20419 -0.17671 -0.31818 -0.04724 -0.09567 -0.2196 -0.2449 -0.11406 -0.10082 -0.62331 -0.30581 -0.42607 0.553199 -0.32847 -0.34677 -0.3159 -0.04251 0.211215 0.067406 0.149922 0.149922 -0.16511 0.266673 0.318679 0.815557 0.61747 0.928932 0.884372 0.962181 0.865041 -0.43748 0.909192 0.895819 0.925276 0.775481 0.861534 0.945145 0.897383 0.930209 -0.66736 1
TTanthocyan -0.30708 0.160341 -0.22566 0.389783 0.389783 0.128483 0.128483 -0.28938 0.239093 0.239093 0.396307 0.322913 0.400934 0.392724 0.136795 0.421946 0.335071 0.389336 0.202348 -0.00445 -0.16489 0.156881 0.029814 -0.1089 -0.3388 0.209571 0.325841 0.140853 -0.2971 0.404935 0.315973 0.378386 0.312882 -0.00666 0.087893 0.084802 0.136792 -0.03104 0.148315 0.064263 0.135412 0.151934 -0.08797 0.118231 0.121248 0.067465 0.160622 0.122666 0.184588 0.03655 0.008631 0.033067 0.148788 0.144593 0.421809 -0.02339 -0.15803 -0.04745 -0.0398 0.131008 0.431326 0.333689 0.335653 0.084592 -0.05899 0.167806 0.17364 0.176418 0.16977 0.153476 0.170037 0.157834 0.17637 0.299289 0.112636 -0.17554 -0.26729 -0.08887 -0.13267 -0.27915 0.061915 0.130943 -0.56384 -0.23177 0.491643 0.491643 0.031215 -0.34703 0.406908 0.24845 0.328202 0.133891 0.090599 -0.16828 0.121023 0.295932 0.168668 -0.08495 -0.22042 -0.39419 0.033346 0.012971 -0.14119 -0.1464 0.779663 -0.05397 1
TTglucoside 0.135041 0.055875 -0.14328 -0.08378 -0.08378 -0.35823 -0.35823 0.036536 0.332587 0.332587 0.342667 0.280975 0.354227 0.338328 0.368961 0.35869 0.442981 0.352458 0.35962 0.367571 -0.48916 0.55428 0.495663 0.416562 0.270087 0.45393 0.411221 0.410975 0.326335 0.321619 0.335045 0.389107 0.399584 0.374728 0.693167 0.159248 0.327116 0.462772 0.656009 0.029057 0.086883 0.295639 0.320344 0.418333 0.273392 0.664708 0.330728 0.187416 0.226059 0.36954 0.395336 0.403299 0.096845 0.434503 -0.01479 0.690438 0.456143 0.592672 0.490804 0.582345 -0.37209 0.166067 0.146033 0.683986 -0.18248 -0.17542 -0.16217 -0.30023 -0.03883 -0.07401 -0.19648 -0.22001 -0.0996 -0.08585 -0.59187 -0.30366 -0.42455 0.545447 -0.29716 -0.34991 -0.31519 -0.00018 0.172795 0.036173 0.161336 0.161336 -0.18829 0.247765 0.328935 0.837277 0.638107 0.939963 0.883893 0.958698 0.864752 -0.41897 0.912778 0.869298 0.908991 0.754797 0.841001 0.940085 0.86799 0.910178 -0.64786 0.997128 -0.03023 1
TTacetylgluc 0.218964 0.155658 -0.06297 -0.03962 -0.03962 -0.37576 -0.37576 0.102277 0.233771 0.233771 0.325271 0.24281 0.33932 0.312711 0.396835 0.370078 0.444372 0.36719 0.387649 0.435566 -0.52671 0.561995 0.566286 0.478317 0.37509 0.48546 0.411489 0.465721 0.426753 0.304676 0.304247 0.387833 0.396003 0.433963 0.726902 0.082205 0.252265 0.507442 0.653899 -0.00683 0.01313 0.258657 0.373663 0.377017 0.195397 0.701209 0.275179 0.146746 0.337927 0.489539 0.483496 0.525256 0.116518 0.510435 0.038481 0.732579 0.528451 0.651448 0.494122 0.506809 -0.33817 0.234426 0.21499 0.695313 -0.1962 -0.2345 -0.13441 -0.32488 0.003974 -0.06633 -0.22408 -0.26702 -0.06896 -0.07668 -0.62367 -0.32571 -0.4172 0.535892 -0.39813 -0.30668 -0.3013 -0.17274 0.265431 0.150846 0.103227 0.103227 -0.10287 0.301476 0.349249 0.727727 0.519083 0.86808 0.828594 0.961896 0.840723 -0.40275 0.881046 0.923465 0.962081 0.771492 0.842011 0.900733 0.899686 0.900312 -0.68332 0.978677 -0.09329 0.965394 1
TTcoumaroy 0.200527 -0.02505 -0.1529 -0.21624 -0.21624 -0.44123 -0.44123 0.009287 0.203089 0.203089 0.28012 0.264235 0.274459 0.344297 0.228758 0.296058 0.428111 0.267605 0.388208 0.255617 -0.51105 0.571719 0.3684 0.491022 0.199896 0.350373 0.312179 0.316474 0.271622 0.254476 0.321749 0.298834 0.423444 0.246882 0.554522 0.117408 0.275644 0.373559 0.544928 0.026905 0.026194 0.273467 0.256288 0.339874 0.223993 0.532382 0.240631 0.173375 0.125816 0.27433 0.32092 0.305536 0.154738 0.535085 -0.05303 0.620938 0.428871 0.569821 0.422345 0.539535 -0.41197 0.118794 0.09951 0.640583 -0.2178 -0.31067 -0.31303 -0.38234 -0.17442 -0.26462 -0.33017 -0.33576 -0.26139 -0.21979 -0.74617 -0.25319 -0.40619 0.567494 -0.37513 -0.35622 -0.31133 -0.08894 0.337812 0.118184 0.139439 0.139439 -0.10604 0.299487 0.171352 0.728206 0.575769 0.852144 0.875515 0.875608 0.807614 -0.55691 0.828942 0.914647 0.863289 0.821774 0.921677 0.939751 0.973666 0.995867 -0.68713 0.938552 -0.13214 0.917027 0.916567 1
TTdelphinidi -0.03693 0.093966 -0.24234 0.089884 0.089884 -0.26541 -0.26541 0.044846 0.425144 0.425144 0.579495 0.523243 0.571322 0.545573 0.397249 0.591985 0.647408 0.561166 0.483997 0.319718 -0.53738 0.665994 0.455577 0.342014 0.03114 0.540238 0.572275 0.458421 0.116396 0.564836 0.567306 0.587255 0.563575 0.318912 0.594016 0.199855 0.321572 0.274242 0.635709 0.037341 0.054492 0.221304 0.103624 0.369342 0.285223 0.546693 0.298467 0.14862 0.263367 0.270245 0.229261 0.281533 0.334076 0.379335 0.106561 0.607616 0.264765 0.47916 0.423605 0.508985 -0.11019 0.214715 0.198237 0.596409 -0.14619 -0.12911 -0.14041 -0.25172 -0.0976 -0.03511 -0.16146 -0.17222 -0.10557 -0.03366 -0.41884 -0.3238 -0.5334 0.519187 -0.30507 -0.58155 -0.08453 0.182281 0.009551 -0.16545 0.455566 0.455566 -0.35424 0.201956 0.380727 0.993041 0.878744 0.978614 0.861532 0.702306 0.945631 -0.18643 0.958271 0.678113 0.613808 0.508819 0.855961 0.911012 0.683583 0.767363 -0.38099 0.853309 0.206655 0.869212 0.780245 0.774275 1
TTcyanidin ( -0.08828 0.263764 -0.2419 0.316356 0.316356 -0.22802 -0.22802 -0.06246 0.300161 0.300161 0.549744 0.528692 0.552755 0.581688 0.340267 0.648015 0.636721 0.624721 0.600263 0.294546 -0.28387 0.620614 0.326644 0.3381 -0.10083 0.498741 0.5411 0.471985 0.014038 0.566545 0.565821 0.568119 0.606863 0.244342 0.337325 0.180499 0.211353 0.121767 0.334274 -0.1044 -0.04469 0.173999 0.029419 0.215599 0.206146 0.304084 0.102555 0.045404 0.274108 0.126813 -0.0477 0.09734 0.441114 0.361422 0.331884 0.305708 0.022167 0.105602 0.188244 0.349332 0.191004 0.323915 0.319473 0.276058 -0.15531 -0.12589 -0.04406 -0.17557 -0.07811 0.010167 -0.12661 -0.14777 -0.04755 0.046907 -0.2123 -0.19898 -0.47961 0.370533 -0.31815 -0.68201 0.018889 0.233943 -0.06984 -0.35372 0.571578 0.571578 -0.22766 0.065084 0.337814 0.785079 0.888216 0.677234 0.63108 0.24961 0.744871 0.341599 0.672588 0.350822 0.164405 0.139441 0.621387 0.545667 0.323146 0.357384 0.016089 0.458181 0.406827 0.478 0.39699 0.380859 0.781855 1
TTpetunidin 0.016738 0.110498 -0.19159 0.062522 0.062522 -0.27495 -0.27495 0.084087 0.427495 0.427495 0.540963 0.462618 0.542126 0.506839 0.423599 0.551805 0.608537 0.528638 0.467391 0.359485 -0.54877 0.662006 0.508407 0.384901 0.120439 0.551656 0.560601 0.473272 0.200372 0.523405 0.51295 0.565305 0.539776 0.366942 0.663418 0.178321 0.324633 0.35683 0.683672 0.048424 0.058927 0.251424 0.187417 0.397985 0.279028 0.620042 0.321226 0.172053 0.271831 0.315992 0.303787 0.337187 0.289045 0.399999 0.064807 0.670249 0.353966 0.551818 0.484223 0.503399 -0.20972 0.206961 0.189097 0.635382 -0.13577 -0.10686 -0.11711 -0.23115 -0.035 -0.02108 -0.13427 -0.15066 -0.06719 -0.01461 -0.51477 -0.32875 -0.4712 0.543396 -0.31599 -0.51453 -0.13322 0.111261 0.091855 -0.02019 0.38781 0.38781 -0.28453 0.241139 0.367494 0.96026 0.786547 0.9991 0.879874 0.818057 0.933585 -0.28982 0.986279 0.782434 0.747539 0.612689 0.894582 0.965241 0.779072 0.854047 -0.4876 0.932496 0.130296 0.940971 0.878195 0.860724 0.97526 0.669312 1
TTpeonidin 0.203962 0.088085 -0.17819 -0.09625 -0.09625 -0.4928 -0.4928 -0.02563 0.135409 0.135409 0.333482 0.406325 0.304578 0.475757 0.133261 0.341837 0.531825 0.287399 0.436146 0.153889 -0.52861 0.640564 0.268336 0.496672 0.046475 0.315919 0.315846 0.263219 0.141166 0.307746 0.456918 0.31411 0.534141 0.126606 0.499969 0.156932 0.315314 0.293668 0.514016 0.038151 0.055988 0.317323 0.17997 0.347384 0.264832 0.47192 0.250177 0.204881 0.172239 0.250614 0.32228 0.285638 0.096144 0.656943 -0.00365 0.627707 0.422786 0.58326 0.407705 0.620196 -0.33549 0.162432 0.141812 0.700286 -0.35512 -0.3538 -0.34044 -0.42346 -0.18438 -0.31672 -0.37748 -0.38746 -0.28888 -0.23874 -0.76081 -0.29476 -0.49636 0.738646 -0.45331 -0.52577 -0.28517 -0.0328 0.243175 -0.03735 0.218354 0.218354 -0.08077 0.287114 0.192367 0.771048 0.732224 0.867164 0.983563 0.815179 0.858683 -0.48501 0.84114 0.947841 0.786015 0.770768 0.919392 0.87704 0.943639 0.903381 -0.56589 0.91746 0.012692 0.906087 0.887764 0.930893 0.817621 0.534808 0.868762 1
TTmalvidin ( 0.212857 0.028976 -0.06287 -0.16828 -0.16828 -0.35312 -0.35312 0.052961 0.256487 0.256487 0.190636 0.103918 0.216115 0.171253 0.358453 0.215373 0.285452 0.228998 0.259153 0.401413 -0.42806 0.431974 0.514573 0.413503 0.41825 0.392749 0.303691 0.381552 0.446959 0.168834 0.160034 0.263773 0.254374 0.414513 0.699155 0.099916 0.271801 0.534305 0.615021 0.010017 0.07064 0.276196 0.416511 0.390589 0.214842 0.683111 0.302044 0.165941 0.212291 0.423833 0.458566 0.463705 -0.00243 0.398077 -0.06253 0.673068 0.514911 0.598912 0.47762 0.527407 -0.45416 0.137691 0.118333 0.651014 -0.15035 -0.18306 -0.13919 -0.29278 0.002499 -0.06062 -0.1884 -0.2201 -0.07018 -0.09247 -0.59509 -0.26637 -0.32136 0.453784 -0.26354 -0.15763 -0.38849 -0.13204 0.256095 0.168854 -0.02018 -0.02018 -0.09801 0.254487 0.288516 0.659432 0.410808 0.815381 0.767517 0.99784 0.734728 -0.48465 0.797563 0.865814 0.983684 0.799603 0.744854 0.86541 0.869977 0.897023 -0.73927 0.966859 -0.17824 0.959194 0.970316 0.899632 0.703661 0.249084 0.821463 0.831744 1
FFlavonol A1 -0.35159 -0.17545 -0.29516 0.08134 0.08134 0.16173 0.16173 -0.15031 0.433483 0.433483 0.242663 0.093278 0.265661 -0.0102 0.391986 0.159995 0.051558 0.169848 -0.1839 0.215321 -0.17765 -0.02796 0.286055 -0.26234 0.126359 0.272691 0.303306 0.171422 0.063881 0.227366 0.079088 0.267102 -0.08687 0.317793 0.461879 0.28472 0.413075 0.310169 0.445591 0.318545 0.388689 0.239571 0.176765 0.439786 0.377026 0.443254 0.469116 0.309447 0.068234 0.152777 0.208959 0.176926 0.134887 -0.3545 -0.03797 0.155941 0.004115 0.114572 0.129408 0.100809 -0.04452 -0.02044 -0.02499 0.129968 0.30228 0.264535 0.313758 0.113098 0.12687 0.386702 0.252369 0.230976 0.270855 0.201156 0.266486 0.027255 -0.324 -0.26823 0.246669 0.235094 -0.10018 0.152057 -0.60944 -0.22712 0.215651 0.215651 -0.34717 -0.33491 0.55384 0.477153 0.285973 0.406584 0.117809 0.297624 0.296191 0.018141 0.368622 -0.06356 0.221623 -0.026 0.086014 0.310577 0.003848 0.154745 0.05748 0.297554 0.327264 0.337571 0.229201 0.125181 0.434529 0.246186 0.39445 0.063486 0.273 1
FFlavonol A2 -0.23185 -0.07537 -0.24682 0.085582 0.085582 0.050226 0.050226 -0.08563 0.50177 0.50177 0.310382 0.159357 0.325848 0.077187 0.435637 0.238436 0.193033 0.237323 -0.06551 0.286313 -0.28799 0.146261 0.389199 -0.11407 0.193485 0.360186 0.372723 0.259878 0.153715 0.290949 0.166077 0.336572 0.028157 0.377342 0.639922 0.232948 0.397817 0.410063 0.589622 0.267203 0.296718 0.26329 0.238699 0.471389 0.347416 0.610431 0.459382 0.295813 0.148325 0.278628 0.337656 0.312944 0.063443 -0.1171 -0.08505 0.393374 0.246118 0.34371 0.316443 0.33266 -0.30313 0.024129 0.011937 0.382892 0.163798 0.155806 0.239465 0.011148 0.105262 0.285612 0.148254 0.118059 0.207933 0.135202 -0.1012 -0.02356 -0.29039 -0.02019 0.113876 0.105585 -0.30071 0.128187 -0.3754 -0.02229 0.271834 0.271834 -0.19926 -0.16794 0.530008 0.637243 0.420428 0.652705 0.408509 0.618762 0.506289 -0.24161 0.628133 0.324886 0.564722 0.266695 0.393125 0.602204 0.354539 0.469962 -0.19724 0.615723 0.253269 0.642893 0.567653 0.454668 0.615939 0.291937 0.648152 0.394487 0.602563 0.867341 1
((A) M-GS ( 0.091521 -0.01161 0.04733 -0.10613 -0.10613 -0.06134 -0.06134 0.026554 0.316033 0.316033 0.050449 -0.15459 0.11634 -0.11317 0.429875 0.083576 0.017108 0.135478 0.043713 0.431182 -0.06701 0.132295 0.469184 0.146062 0.467609 0.320278 0.218326 0.33671 0.446602 0.052275 -0.11242 0.165818 -0.05275 0.477235 0.609798 0.075334 0.214263 0.550502 0.440157 0.045376 0.102273 0.218935 0.466179 0.340621 0.168058 0.611642 0.254517 0.151535 0.066584 0.308787 0.254056 0.319915 -0.0003 -0.01592 -0.12161 0.320835 0.352241 0.245267 0.278226 0.246653 -0.54581 0.013304 0.005792 0.235238 0.170643 0.102128 0.242935 0.030905 0.20148 0.215735 0.133231 0.089698 0.232276 0.117551 -0.32141 0.087627 0.063579 -0.18024 0.051764 0.300358 -0.4714 -0.16595 0.038008 0.436604 -0.07827 -0.07827 0.048984 -0.08982 0.329435 0.324853 0.051306 0.456847 0.283212 0.707763 0.297033 -0.27626 0.444449 0.438419 0.725196 0.390854 0.368829 0.548362 0.479625 0.545783 -0.46036 0.603763 -0.10959 0.599432 0.624655 0.529446 0.331094 -0.00969 0.465233 0.361971 0.704809 0.475753 0.729816 1
QQ-GR (wine -0.23861 -0.37705 -0.1999 -0.23807 -0.23807 0.111027 0.111027 -0.1482 0.209183 0.209183 0.054414 -0.02565 0.065451 -0.16652 0.122017 -0.0472 -0.08924 -0.03437 -0.30602 -0.01324 -0.02052 -0.15483 0.00411 -0.40925 -0.0488 -0.00042 0.050246 -0.06308 -0.1242 0.040301 -0.04655 0.046181 -0.25615 0.058313 0.157796 0.273129 0.304585 0.108694 0.175039 0.219394 0.288959 0.087161 0.030505 0.264378 0.302027 0.151944 0.285334 0.167868 -0.32953 -0.1663 -0.15181 -0.17565 -0.03918 -0.32244 -0.2456 -0.12794 -0.19344 -0.15028 -0.05488 0.040933 -0.14256 -0.28014 -0.28048 -0.11114 0.42565 0.244188 0.20334 0.137336 0.018964 0.260766 0.22265 0.235145 0.152085 0.053941 0.283583 0.103978 -0.13753 -0.39323 0.406335 0.35877 -0.17897 0.203619 -0.60838 -0.22211 0.002001 0.002001 -0.36655 -0.47746 0.410552 0.301396 0.169921 0.224378 0.017389 0.160016 0.123866 -0.11366 0.152623 -0.17656 0.079436 -0.05777 -0.01497 0.191362 -0.05219 0.11964 0.022909 0.148657 0.155713 0.182197 0.055912 0.071421 0.258151 0.065929 0.210803 -0.03359 0.143267 0.831614 0.656643 0.430965 1
QQ-GS (wine -0.0795 -0.05036 0.084372 -0.00025 -0.00025 0.218425 0.218425 0.105325 0.189827 0.189827 -0.09567 -0.19328 -0.05278 -0.22437 0.158664 -0.12095 -0.16335 -0.08957 -0.13235 0.097672 0.440097 -0.11655 0.035244 -0.17284 0.139858 0.021104 -0.00655 0.0183 0.109338 -0.06868 -0.18839 -0.05142 -0.22933 0.154137 0.125092 0.053637 0.055865 0.225685 0.04987 0.142955 0.040364 0.048531 0.244071 0.109204 0.056742 0.146609 0.050176 0.104577 -0.32359 -0.22411 -0.1543 -0.22545 -0.04992 -0.17376 -0.33115 -0.13825 0.108625 -0.1719 0.125477 -0.21316 -0.45892 -0.26974 -0.26396 -0.29339 0.474423 0.329698 0.378282 0.333355 0.245941 0.300446 0.36214 0.354179 0.325697 0.175351 -0.06448 0.516229 0.498135 -0.3016 0.394132 0.477697 -0.32049 0.015605 0.132661 0.562983 -0.27913 -0.27913 0.047755 -0.21071 -0.02722 -0.11589 -0.22692 -0.03934 -0.14036 0.121416 -0.16592 -0.12905 -0.05562 0.002662 0.143929 -0.02109 -0.02219 0.053256 0.035731 0.077052 -0.24669 0.036335 -0.30021 0.029088 0.048539 0.057653 -0.12876 -0.2424 -0.03447 -0.08159 0.122776 0.112598 0.277915 0.626414 0.306507 1
((B) M-GR ( 0.010793 0.00783 -0.0433 -0.00293 -0.00293 -0.05026 -0.05026 -0.21034 0.180074 0.180074 -0.02693 -0.15946 0.010706 -0.16866 0.259922 -0.04519 -0.10623 -0.02398 -0.17081 0.221323 -0.06647 -0.05569 0.242353 -0.05097 0.283044 0.134449 0.084664 0.119943 0.233486 -0.03613 -0.14838 0.032176 -0.16585 0.280022 0.436651 0.083821 0.259477 0.412118 0.269971 0.160992 0.227173 0.252359 0.344355 0.321255 0.200704 0.441332 0.278053 0.232724 0.088744 0.265693 0.275743 0.288063 -0.07175 -0.22234 -0.07911 0.093528 0.186084 0.097105 0.033186 0.171782 -0.39548 -0.0135 -0.01718 0.106478 0.129769 0.113869 0.313629 0.075712 0.199818 0.22128 0.155163 0.107592 0.261848 0.123238 -0.10046 0.158701 -0.02811 -0.39157 0.069605 0.422581 -0.39787 -0.20666 -0.28553 0.226754 0.019179 0.019179 0.22211 -0.28508 0.350485 0.100571 -0.04904 0.177302 0.057943 0.394916 0.030602 -0.16205 0.164488 0.148825 0.434655 0.135604 0.086372 0.214382 0.190697 0.212044 -0.05832 0.292396 0.167667 0.295184 0.316437 0.204357 0.088346 -0.09803 0.179339 0.104204 0.38904 0.602173 0.72356 0.83049 0.476275 0.453261 1
((C) K-GS (w -0.01852 0.200313 -0.18098 0.198459 0.198459 -0.20651 -0.20651 -0.0356 0.23026 0.23026 0.522351 0.497 0.491155 0.521683 0.270504 0.527213 0.573859 0.475239 0.367796 0.211819 -0.70694 0.540235 0.366041 0.267452 -0.02404 0.428317 0.474567 0.345595 0.033597 0.490471 0.524896 0.500798 0.513751 0.204037 0.501387 0.130942 0.281981 0.17758 0.534086 0.106681 0.093164 0.202195 0.021006 0.314485 0.233262 0.45134 0.285892 0.174548 0.457498 0.412057 0.416951 0.444356 0.279402 0.375357 0.311957 0.569631 0.23454 0.523608 0.324818 0.381 0.19302 0.38459 0.370211 0.605918 -0.21242 -0.11963 -0.06063 -0.18895 -0.00237 0.012497 -0.12333 -0.15241 -0.02287 0.078241 -0.26454 -0.47031 -0.70681 0.451342 -0.47964 -0.58164 0.091775 -0.03109 -0.18034 -0.2967 0.477318 0.477318 -0.25249 0.118901 0.448646 0.816551 0.730568 0.779049 0.69749 0.50567 0.805945 -0.11178 0.802313 0.533283 0.45261 0.333568 0.680199 0.68774 0.512016 0.548335 -0.04145 0.652462 0.493044 0.664519 0.613738 0.565644 0.826422 0.664201 0.779856 0.650528 0.508181 0.484864 0.535782 0.115876 0.210729 -0.45779 0.103712 1
((F) I-GS (w 0.027112 -0.07146 0.045236 -0.09995 -0.09995 0.031764 0.031764 0.036616 0.133704 0.133704 -0.09282 -0.21681 -0.04678 -0.22084 0.19568 -0.1108 -0.14775 -0.08112 -0.13028 0.1651 0.221889 -0.06065 0.144725 -0.06066 0.244006 0.066616 0.013263 0.068566 0.211269 -0.08201 -0.20036 -0.03292 -0.20323 0.218567 0.283214 0.05721 0.157432 0.361436 0.159736 0.144521 0.114128 0.161263 0.345906 0.21729 0.124188 0.303898 0.149475 0.17096 -0.20137 -0.02233 0.019478 -0.01466 -0.06166 -0.16144 -0.27303 -0.03689 0.183265 -0.03146 0.078557 -0.01851 -0.53237 -0.1928 -0.19221 -0.10151 0.343964 0.201269 0.300224 0.194397 0.223341 0.217467 0.240713 0.21788 0.265069 0.11019 -0.1513 0.365443 0.297937 -0.38139 0.2406 0.557753 -0.43675 -0.18404 -0.01051 0.572497 -0.24185 -0.24185 0.177326 -0.25757 0.164494 -0.07744 -0.23582 0.038368 -0.05118 0.303967 -0.10517 -0.24256 0.022981 0.138775 0.356017 0.153722 0.055285 0.14974 0.188724 0.209313 -0.27684 0.186194 -0.21463 0.172969 0.219359 0.194407 -0.07952 -0.28763 0.045448 0.032407 0.30831 0.26792 0.449327 0.827839 0.398168 0.871156 0.762559 -0.31148 1
((G) S-GS ( 0.183452 0.108071 -0.04014 -0.00843 -0.00843 -0.24216 -0.24216 -0.14033 -0.02495 -0.02495 -0.15118 -0.1527 -0.13299 -0.06161 0.112958 -0.15771 -0.10298 -0.16932 -0.05028 0.161149 -0.1763 0.074911 0.207496 0.298044 0.37007 0.071085 -0.02034 0.059534 0.364051 -0.17305 -0.12784 -0.10711 0.006133 0.200525 0.434992 0.041441 0.305375 0.473667 0.283318 0.231376 0.268272 0.440554 0.450287 0.368879 0.214457 0.451488 0.313948 0.379744 0.237582 0.363518 0.562686 0.435642 -0.05685 0.150438 -0.067 0.369613 0.53241 0.453192 0.248522 0.244488 -0.40775 0.116053 0.104337 0.408193 -0.133 -0.13881 0.047639 -0.13456 0.064359 -0.0546 -0.09979 -0.14192 0.033002 -0.02866 -0.39516 0.093075 -0.20264 0.061054 -0.30665 0.240109 -0.29975 -0.50816 0.068606 0.355446 -0.05823 -0.05823 0.452812 -0.01197 0.17999 0.045866 -0.06454 0.209973 0.299596 0.531153 0.133159 -0.31261 0.211752 0.508849 0.623456 0.483297 0.288967 0.289938 0.506229 0.405895 -0.32183 0.437692 -0.06348 0.412144 0.511466 0.42948 0.081619 -0.13562 0.218304 0.391385 0.543245 0.17129 0.393878 0.627494 -0.04757 0.194458 0.730011 0.15783 0.523178 1
QQuercetin ( -0.22785 -0.27334 -0.22179 -0.13739 -0.13739 0.060214 0.060214 -0.27376 0.15327 0.15327 0.122054 0.063545 0.114333 -0.05852 0.109595 0.057873 0.013871 0.059812 -0.21021 0.010955 -0.21253 -0.09275 0.025927 -0.34472 -0.08396 0.039069 0.09464 -0.00417 -0.14945 0.101224 0.043754 0.10178 -0.14524 0.046878 0.17288 0.3042 0.306122 0.045276 0.176248 0.142838 0.284377 0.088334 -0.04861 0.259231 0.31484 0.152633 0.282426 0.127657 -0.07241 0.009851 -0.05602 -0.00415 -0.0451 -0.25074 -0.0315 -0.04699 -0.19723 -0.07248 -0.0594 0.09222 -0.0136 -0.08631 -0.08718 -0.01078 0.274899 0.159945 0.13692 0.074431 -0.01269 0.22372 0.142996 0.148995 0.103284 0.078759 0.248866 -0.11384 -0.28067 -0.31436 0.237509 0.115227 -0.05441 0.226851 -0.63357 -0.42092 0.203691 0.203691 -0.35143 -0.39842 0.371255 0.402571 0.307052 0.301058 0.107546 0.143912 0.250804 0.009413 0.253275 -0.13752 0.053227 -0.05058 0.087512 0.234651 -0.03393 0.124371 0.191723 0.178924 0.40751 0.213765 0.087466 0.088229 0.365946 0.257959 0.289151 0.035028 0.127245 0.848292 0.643915 0.284739 0.871819 -0.02883 0.424682 0.501806 0.101773 -0.02273 1
KKaempfero -0.44536 -0.42967 -0.20537 -0.11323 -0.11323 0.40802 0.40802 -0.10778 0.316282 0.316282 0.00304 -0.14868 0.044204 -0.26225 0.228748 -0.0669 -0.21592 -0.01907 -0.34168 0.078996 0.193491 -0.33214 0.046797 -0.49189 0.04249 0.034364 0.062761 -0.00724 -0.05349 0.008299 -0.18001 0.036859 -0.353 0.167074 0.115544 0.332155 0.275131 0.108188 0.134525 0.211804 0.362667 0.085652 0.050025 0.259746 0.305302 0.116621 0.323546 0.162937 -0.23833 -0.14451 -0.17587 -0.16247 -0.02817 -0.49976 -0.14992 -0.15193 -0.20605 -0.19872 0.005981 -0.09726 -0.05582 -0.1981 -0.19422 -0.20439 0.529042 0.393841 0.289615 0.278548 0.061805 0.395234 0.36007 0.383725 0.2364 0.207385 0.497005 0.160553 0.091088 -0.55346 0.588867 0.439667 -0.03819 0.325724 -0.61858 -0.17285 -0.0007 -0.0007 -0.38975 -0.53137 0.322999 0.160587 -0.0114 0.056023 -0.23168 -0.0264 -0.04744 0.122818 0.001427 -0.41864 -0.12586 -0.28643 -0.23105 0.014675 -0.3097 -0.10531 0.195496 -0.06012 0.21157 -0.01907 -0.15119 -0.16275 0.102684 -0.00403 0.043636 -0.29097 -0.05362 0.800506 0.546147 0.299297 0.89825 0.245228 0.354124 0.105167 0.253652 -0.19573 0.84506 1
FFlavonol H -0.01726 -0.05924 -0.24466 -0.05175 -0.05175 -0.23229 -0.23229 -0.35227 -0.04742 -0.04742 0.073397 0.19336 0.012515 0.163982 -0.14608 0.045907 0.150316 -0.01183 -0.01896 -0.13069 -0.48148 0.095169 -0.08637 0.016594 -0.16447 -0.05934 -0.01106 -0.08536 -0.16758 0.034336 0.184915 -0.00193 0.129349 -0.16017 0.138663 0.223667 0.302555 -0.03282 0.155746 0.090307 0.26502 0.238167 -0.11224 0.235716 0.281902 0.109462 0.259749 0.186716 0.260353 0.241985 0.253535 0.262895 -0.13872 0.223687 0.169746 0.260773 0.146623 0.352829 0.073057 0.413488 0.000399 0.213061 0.200739 0.468755 -0.30125 -0.23618 -0.24438 -0.24556 -0.23053 -0.19284 -0.26026 -0.25262 -0.23937 -0.11697 -0.17521 -0.37182 -0.5779 0.275237 -0.25111 -0.33308 -0.02228 0.087562 -0.38399 -0.53459 0.408178 0.408178 -0.02681 -0.07601 0.200026 0.461238 0.519788 0.423997 0.509066 0.279624 0.456091 -0.1367 0.391785 0.296276 0.218325 0.293278 0.360403 0.339957 0.314129 0.296289 0.147065 0.370202 0.508465 0.387509 0.310381 0.31611 0.470237 0.412133 0.413951 0.444788 0.274349 0.417488 0.385724 -0.01439 0.204987 -0.54957 0.202383 0.770342 -0.33258 0.297224 0.576905 0.147202 1
TTflavonols -0.13552 -0.19217 -0.13964 -0.12307 -0.12307 0.04087 0.04087 -0.12353 0.309525 0.309525 0.107973 -0.03556 0.139261 -0.10413 0.308681 0.055646 0.004296 0.076284 -0.15136 0.209679 -0.10075 0.007653 0.245524 -0.17994 0.179841 0.189761 0.182218 0.144118 0.125535 0.097152 -0.02838 0.148883 -0.13914 0.280043 0.459289 0.247115 0.359793 0.366155 0.38029 0.215714 0.281669 0.222748 0.260153 0.397642 0.32806 0.451591 0.363247 0.244737 -0.09721 0.09534 0.102309 0.10412 -0.00955 -0.18327 -0.17557 0.130143 0.106881 0.089843 0.150487 0.162374 -0.36507 -0.1151 -0.12002 0.100317 0.350343 0.217245 0.284197 0.120981 0.136512 0.299504 0.225677 0.206526 0.242265 0.13425 -0.0188 0.104493 -0.11988 -0.30279 0.227487 0.322169 -0.33183 0.035479 -0.39892 0.061008 0.044536 0.044536 -0.18132 -0.35702 0.453203 0.415887 0.202258 0.432496 0.216882 0.483487 0.289964 -0.2082 0.388168 0.160753 0.442281 0.177083 0.246602 0.445639 0.251622 0.382425 -0.16944 0.442708 0.145061 0.461673 0.395417 0.350482 0.392444 0.107887 0.428701 0.219997 0.47263 0.828374 0.862136 0.806787 0.853094 0.502405 0.793071 0.302071 0.676874 0.3739 0.757414 0.720559 0.248738 1
TTQ-glycosid -0.22239 -0.32064 -0.12457 -0.18955 -0.18955 0.177681 0.177681 -0.07486 0.244094 0.244094 0.004173 -0.09946 0.030497 -0.22427 0.161986 -0.08702 -0.13782 -0.06398 -0.29765 0.029406 0.163655 -0.17087 0.017684 -0.39635 0.018362 0.008296 0.037306 -0.04272 -0.05412 0.003981 -0.11409 0.015719 -0.29762 0.109441 0.176727 0.239282 0.265225 0.178794 0.159685 0.23305 0.246451 0.089208 0.124093 0.255043 0.263548 0.180871 0.247579 0.176353 -0.39456 -0.22399 -0.18391 -0.23198 -0.05159 -0.32765 -0.33087 -0.15835 -0.1095 -0.18989 0.007646 -0.0546 -0.30113 -0.33324 -0.33115 -0.20843 0.532742 0.329153 0.316517 0.24562 0.115673 0.330382 0.325282 0.331969 0.254225 0.114637 0.199294 0.293865 0.081262 -0.43523 0.474513 0.46864 -0.26526 0.16812 -0.43365 0.038746 -0.10531 -0.10531 -0.2736 -0.4609 0.323192 0.192443 0.042412 0.162462 -0.04356 0.17699 0.03071 -0.14322 0.098704 -0.13941 0.122076 -0.05459 -0.02098 0.174059 -0.02692 0.126718 -0.08266 0.133156 0.001132 0.156882 0.064344 0.080413 0.152769 -0.04667 0.153653 -0.0601 0.164219 0.707817 0.636192 0.599132 0.921116 0.652879 0.564373 -0.01953 0.673126 0.041671 0.681971 0.815086 -0.06164 0.884331 1
TTM-glycosi 0.078995 -0.00832 0.031826 -0.08984 -0.08984 -0.06089 -0.06089 -0.0165 0.299145 0.299145 0.037473 -0.15951 0.09986 -0.12636 0.40967 0.061973 -0.00522 0.109557 0.005239 0.403642 -0.06865 0.101025 0.439498 0.113479 0.445686 0.294292 0.199322 0.305439 0.418861 0.03731 -0.12199 0.145452 -0.075 0.453227 0.59368 0.07886 0.228181 0.539261 0.420176 0.067903 0.127993 0.230798 0.455804 0.3459 0.178455 0.596096 0.265479 0.170465 0.072406 0.308857 0.264665 0.32235 -0.0135 -0.05445 -0.11693 0.287205 0.330718 0.224286 0.240214 0.23924 -0.53224 0.008701 0.001702 0.217579 0.167532 0.106951 0.262303 0.039981 0.206411 0.222367 0.140744 0.095334 0.243774 0.121657 -0.28897 0.103028 0.047797 -0.225 0.056467 0.331196 -0.46944 -0.1779 -0.02242 0.407891 -0.06177 -0.06177 0.083085 -0.12916 0.342171 0.291886 0.034113 0.417107 0.24898 0.668397 0.255561 -0.26236 0.40431 0.396345 0.690402 0.353884 0.326264 0.50095 0.438745 0.498349 -0.3981 0.561966 -0.06125 0.558837 0.583983 0.483184 0.29488 -0.02626 0.424539 0.323786 0.664827 0.511463 0.747633 0.994697 0.450534 0.610727 0.883378 0.116643 0.837306 0.662735 0.31798 0.317201 0.025264 0.825227 0.608289 1
CCaffeic acid 0.076789 -0.15496 -0.02197 -0.22591 -0.22591 -0.09419 -0.09419 0.001997 0.316267 0.316267 0.22422 0.037216 0.259333 0.126736 0.346927 0.315871 0.289017 0.331391 0.316918 0.378074 -0.25267 0.298679 0.433963 0.322384 0.3403 0.376837 0.299281 0.400138 0.367381 0.227757 0.089868 0.304579 0.208606 0.382032 0.483729 -0.11242 -0.02964 0.365761 0.396137 -0.09941 -0.14467 0.022243 0.275253 0.113115 -0.06203 0.471895 0.053527 -0.04017 0.085723 0.348821 0.259016 0.355127 0.168195 0.417892 0.158856 0.362174 0.208889 0.265241 0.215294 0.430337 -0.224 0.226077 0.21677 0.382277 -0.23674 -0.24298 -0.11428 -0.33836 -0.05779 -0.1437 -0.24371 -0.27993 -0.10405 -0.09701 -0.51844 -0.16697 -0.195 0.083193 -0.25721 -0.12168 -0.50315 -0.21425 0.282256 0.197943 -0.12251 -0.12251 -0.33557 0.215101 0.226119 0.393768 0.229323 0.46121 0.372112 0.57628 0.449323 -0.34167 0.471892 0.477429 0.590012 0.245376 0.460658 0.585793 0.557431 0.595977 -0.34159 0.560667 0.013426 0.54378 0.572862 0.582279 0.415568 0.113967 0.476322 0.44183 0.589846 0.169345 0.387481 0.540026 0.194025 0.208975 0.241428 0.279968 0.276031 0.144065 0.121514 0.098726 -0.02555 0.378941 0.239863 0.498931 1
CCoumaric a 0.154718 -0.1889 0.051786 -0.32146 -0.32146 -0.10895 -0.10895 -0.01903 0.21093 0.21093 0.089298 -0.07847 0.120887 -0.00755 0.245109 0.160802 0.148075 0.179269 0.169057 0.297243 -0.24402 0.173663 0.355315 0.251242 0.35233 0.245778 0.159247 0.279348 0.352736 0.084436 -0.03288 0.163334 0.068668 0.30577 0.407474 -0.17562 -0.07317 0.328337 0.303916 -0.08292 -0.14609 -0.02528 0.253854 0.056923 -0.11438 0.401298 0.015035 -0.05899 0.030027 0.3472 0.293531 0.361475 0.056208 0.355206 0.110059 0.279763 0.175891 0.222614 0.118503 0.408644 -0.21134 0.166264 0.157453 0.341207 -0.23414 -0.26043 -0.09172 -0.33735 -0.05189 -0.15338 -0.24943 -0.29077 -0.09467 -0.12998 -0.43905 -0.12984 -0.18891 -0.01023 -0.24794 0.014501 -0.54144 -0.32048 0.215257 0.190493 -0.22743 -0.22743 -0.26225 0.159937 0.220229 0.259243 0.097992 0.33054 0.265928 0.528798 0.314801 -0.40086 0.335979 0.393145 0.560677 0.203807 0.320525 0.464816 0.481073 0.508604 -0.31357 0.474254 -0.02166 0.457239 0.495894 0.49151 0.279413 -0.05051 0.344813 0.342519 0.54077 0.19309 0.367282 0.539711 0.261083 0.199644 0.305796 0.208371 0.315283 0.191392 0.15881 0.142721 -0.0263 0.409068 0.289409 0.51055 0.970008 1
SSPEC WTa 0.059024 0.0401 -0.17806 -0.0347 -0.0347 -0.28781 -0.28781 -0.01745 0.412263 0.412263 0.377722 0.294626 0.390616 0.358343 0.389641 0.389246 0.445965 0.374871 0.348372 0.351502 -0.48476 0.539131 0.485675 0.380416 0.224394 0.465591 0.440656 0.405421 0.281551 0.357953 0.34498 0.419958 0.406315 0.371799 0.692863 0.150598 0.34995 0.445193 0.657725 0.080088 0.129359 0.327356 0.293454 0.434114 0.284961 0.661159 0.362922 0.233116 0.233007 0.356153 0.395039 0.39183 0.186654 0.40352 0.004381 0.663397 0.451515 0.578653 0.486843 0.56157 -0.34403 0.180938 0.161675 0.666846 -0.17228 -0.14719 -0.10772 -0.26861 -0.05658 -0.05582 -0.16904 -0.19123 -0.08029 -0.05592 -0.56328 -0.24562 -0.4491 0.449288 -0.32507 -0.3455 -0.27372 -0.03231 0.065176 0.060946 0.303849 0.303849 -0.15594 0.187229 0.374863 0.877698 0.685682 0.949698 0.860777 0.901601 0.852885 -0.35133 0.92169 0.811707 0.85106 0.654472 0.843743 0.949069 0.822224 0.877244 -0.52505 0.963276 0.105962 0.969119 0.922158 0.883479 0.894209 0.549103 0.950561 0.870992 0.903617 0.44584 0.727514 0.639396 0.251683 0.061935 0.391704 0.7214 0.210151 0.450664 0.314875 0.073872 0.4582 0.551816 0.22561 0.610283 0.554103 0.45946 1
SSPEC WTp -0.1965 0.006323 -0.30053 0.136261 0.136261 -0.07354 -0.07354 -0.17867 0.503925 0.503925 0.445491 0.287457 0.478605 0.347617 0.490585 0.477863 0.403652 0.467501 0.319008 0.371446 -0.3652 0.416313 0.459154 0.222113 0.139183 0.511111 0.519665 0.438603 0.184565 0.441388 0.321533 0.50037 0.361392 0.415072 0.584197 0.187775 0.363974 0.374947 0.555237 0.156749 0.195216 0.326986 0.228279 0.422144 0.30822 0.557385 0.370155 0.273849 0.241057 0.284963 0.254873 0.299804 0.452682 0.156003 0.190853 0.418297 0.186501 0.303119 0.283209 0.365201 -0.02058 0.253294 0.243632 0.40492 0.005364 -0.03777 0.096762 -0.1262 -0.05235 0.096834 -0.03656 -0.0624 0.04093 0.088842 -0.21594 -0.04367 -0.482 0.029663 -0.22229 -0.23252 -0.14798 -0.00105 -0.23979 -0.08466 0.505115 0.505115 -0.15824 -0.11703 0.526698 0.783745 0.665733 0.731231 0.544321 0.488227 0.668118 0.010788 0.717976 0.377097 0.439023 0.18283 0.614274 0.710851 0.457995 0.56426 -0.03946 0.606518 0.457068 0.618317 0.55005 0.554433 0.763897 0.661497 0.73161 0.511943 0.494718 0.697081 0.755574 0.49159 0.473958 0.001433 0.470064 0.739304 0.139821 0.287262 0.609433 0.393485 0.524201 0.644875 0.377744 0.500395 0.445791 0.35991 0.765535 1
HHWC Wine 0.24938 -0.24924 0.531282 -0.56406 -0.56406 0.381049 0.381049 0.135176 0.398721 0.398721 -0.36144 -0.71907 -0.19146 -0.49193 0.394497 -0.12913 -0.39592 0.033601 0.059674 0.492485 0.548359 -0.19946 0.410223 0.148325 0.558288 0.125556 -0.08832 0.327116 0.525494 -0.31643 -0.66186 -0.09301 -0.32421 0.48689 0.261361 -0.08181 -0.09639 0.342641 0.096732 -0.2384 -0.05223 0.049166 0.336095 0.009964 -0.09287 0.285744 -0.0095 -0.1156 -0.24397 0.199824 -0.25817 0.104118 -0.00236 0.137469 0.179413 0.126455 0.251879 0.012052 0.149727 0.301262 -0.16226 0.242263 0.243917 0.138914 0.270159 0.183339 0.373506 0.378545 0.097012 0.239674 0.272586 0.253544 0.276777 0.449339 -0.07928 0.389002 0.611886 -0.37646 0.31793 0.221411 -0.87999 0.236539 -0.16503 0.289164 0.279225 0.279225 0.303603 -0.45524 0.535868 0.403477 0.164443 0.390648 0.179623 0.494968 0.233525 0.200437 0.328255 0.135345 0.406063 -0.04339 0.102793 0.449945 0.257397 0.383183 -0.10779 0.418504 0.199132 0.443911 0.349876 0.339329 0.363275 0.215745 0.388394 0.190374 0.471325 0.400908 0.590446 0.657809 0.596656 0.431818 0.484892 0.042111 0.456208 0.138189 0.40096 0.55611 -0.06184 0.698086 0.648548 0.644792 0.64144 0.680936 0.546643 0.66782 1
HHWC Hue -0.43199 -0.21322 -0.02787 0.112231 0.112231 0.514872 0.514872 -0.01837 -0.26785 -0.26785 -0.06758 -0.00358 -0.13722 -0.09548 -0.4041 -0.09325 -0.09995 -0.13916 -0.24379 -0.41498 0.080829 -0.43149 -0.4271 -0.44139 -0.38318 -0.37449 -0.2759 -0.36306 -0.43875 -0.07097 -0.06263 -0.18219 -0.19836 -0.42733 -0.51467 0.127868 -0.05495 -0.41249 -0.24856 0.175462 0.19026 -0.17447 -0.39366 -0.12784 0.013852 -0.50579 0.070291 0.004238 0.177155 0.117758 0.06417 0.116167 -0.33 -0.12555 0.489821 -0.44746 -0.4624 -0.12687 -0.61114 -0.28335 0.62154 0.263329 0.274517 -0.14787 -0.03954 -0.04307 0.058349 0.161929 0.144026 0.017986 0.036073 0.012562 0.083253 0.242014 0.511241 0.024191 -0.0593 -0.10164 0.234274 0.02169 -0.14847 0.35221 -0.6175 -0.59903 -0.20796 -0.20796 -0.17549 -0.34209 -0.10416 -0.70346 -0.70842 -0.76994 -0.66537 -0.82849 -0.65277 0.08422 -0.69588 -0.60103 -0.87406 -0.75734 -0.69808 -0.76302 -0.67602 -0.80832 0.883014 -0.82064 0.70277 -0.81738 -0.81582 -0.77942 -0.72002 -0.68658 -0.76142 -0.66937 -0.84222 0.03907 -0.42531 -0.67452 0.128608 -0.44417 -0.41775 -0.01203 -0.49168 -0.62763 0.253581 0.256539 0.359136 -0.29541 -0.10186 -0.64918 -0.31561 -0.17796 -0.8035 -0.44759 -0.12056 1
HHWC Wine -0.16219 0.091148 0.211559 0.24318 0.24318 0.447454 0.447454 0.16782 -0.1233 -0.1233 -0.21075 -0.21135 -0.20646 -0.3113 -0.167 -0.27113 -0.39413 -0.24779 -0.42371 -0.2297 0.366852 -0.49849 -0.26152 -0.47508 -0.16151 -0.28798 -0.24364 -0.29622 -0.23564 -0.19998 -0.26652 -0.23038 -0.39913 -0.19373 -0.45012 -0.10767 -0.19753 -0.34442 -0.40036 0.097791 0.03137 -0.24977 -0.27916 -0.26038 -0.16947 -0.43987 -0.13926 -0.09299 -0.03241 -0.17977 -0.15655 -0.18818 -0.08135 -0.59733 0.001623 -0.48108 -0.35499 -0.40421 -0.35785 -0.54262 0.442167 -0.13574 -0.12085 -0.5138 0.315108 0.338541 0.387325 0.423062 0.189252 0.332856 0.374189 0.374156 0.313845 0.248567 0.806795 0.292182 0.339472 -0.50534 0.340001 0.365942 0.393206 0.051192 -0.40089 -0.04234 -0.00206 -0.00206 0.191375 -0.28816 -0.06385 -0.60693 -0.51828 -0.72802 -0.80383 -0.78744 -0.71108 0.461555 -0.69307 -0.83957 -0.77134 -0.73187 -0.84011 -0.82925 -0.91117 -0.91604 0.598256 -0.83746 0.097975 -0.81436 -0.81602 -0.91915 -0.65581 -0.36581 -0.73504 -0.85812 -0.81028 0.003728 -0.32429 -0.49065 0.006143 -0.09713 -0.16479 -0.43751 -0.18792 -0.36441 -0.0316 0.203623 -0.25944 -0.27533 -0.03484 -0.44323 -0.68065 -0.57629 -0.78329 -0.47013 -0.25924 0.744929 1
HHWC $/ton 0.122757 -0.14011 -0.19707 -0.2747 -0.2747 -0.39411 -0.39411 -0.21966 0.122289 0.122289 0.254251 0.198016 0.252082 0.266755 0.143839 0.307222 0.376929 0.286964 0.37854 0.165096 -0.2603 0.416318 0.17758 0.30111 0.022969 0.246305 0.239265 0.25472 0.087858 0.252852 0.244694 0.262675 0.322337 0.129322 0.292466 0.041652 0.070141 0.21493 0.286707 -0.17676 -0.12123 0.098199 0.167426 0.117106 0.061475 0.284147 0.026486 -0.03732 -0.12516 0.012188 -0.11575 -0.01554 0.16415 0.451501 -0.09548 0.187969 0.120992 0.143201 0.137669 0.270916 -0.45312 -0.03726 -0.04376 0.182489 -0.15387 -0.25589 -0.33538 -0.30232 -0.17282 -0.30491 -0.28516 -0.27064 -0.27931 -0.25574 -0.7053 -0.21333 -0.10838 0.190094 -0.18597 -0.19076 -0.34681 -0.01341 0.36614 0.203111 0.046697 0.046697 -0.19827 0.237661 -0.01004 0.414718 0.332005 0.524934 0.541854 0.55722 0.493866 -0.36965 0.507575 0.631446 0.564846 0.520079 0.706837 0.672914 0.735352 0.759452 -0.42937 0.604013 -0.06783 0.571352 0.594432 0.752244 0.450631 0.23904 0.537678 0.615611 0.588692 -0.0522 0.246222 0.532121 0.061405 0.336745 0.239817 0.182692 0.394372 0.260894 0.024066 -0.11876 0.008141 0.3233 0.186583 0.491982 0.636906 0.528009 0.573557 0.402387 0.25501 -0.59894 -0.87339 1
HHWC $/bot 0.125848 -0.14617 -0.19446 -0.28418 -0.28418 -0.39488 -0.39488 -0.21346 0.13636 0.13636 0.251339 0.204182 0.248716 0.272519 0.141409 0.300525 0.38183 0.281096 0.380793 0.164577 -0.25669 0.424 0.178498 0.310721 0.026769 0.246442 0.238368 0.253101 0.093347 0.249539 0.251121 0.25922 0.329135 0.12873 0.300781 0.060728 0.082088 0.21677 0.301389 -0.179 -0.10902 0.107724 0.165189 0.129287 0.076501 0.291424 0.041498 -0.03298 -0.11899 0.021493 -0.10284 -0.00472 0.139383 0.460536 -0.11181 0.217234 0.13577 0.16611 0.158899 0.307944 -0.48576 -0.04541 -0.05305 0.21372 -0.17107 -0.26566 -0.35854 -0.31727 -0.19546 -0.32512 -0.30111 -0.28294 -0.30278 -0.2729 -0.72405 -0.21604 -0.08143 0.232046 -0.17045 -0.20875 -0.36138 0.022705 0.391495 0.195257 0.037346 0.037346 -0.1869 0.252169 -0.03943 0.430358 0.349156 0.544522 0.571236 0.582613 0.509544 -0.39579 0.523411 0.656206 0.584644 0.541921 0.719615 0.690076 0.755779 0.778682 -0.45481 0.628255 -0.08155 0.596956 0.614521 0.771908 0.466992 0.241795 0.556543 0.643227 0.612788 -0.07306 0.242614 0.524522 0.036206 0.319079 0.21757 0.186989 0.369204 0.255967 0.003824 -0.13927 0.018507 0.301485 0.159306 0.481481 0.637134 0.525005 0.590954 0.389902 0.261946 -0.60713 -0.88911 0.996862 1

APPENDIX 3B MV03 - R Values



BBerry Weig SSkin WeighSSeed Weig SSkin mass SSkin as a p SSeed mass SSeed as a pNNumber of BBrix Baume DDelphinidin CCyanindin gPPetunidin gPPeonidin gl MMalvvidin gluDDelphinidin CCyanidin acPPetunidin aPPeonidin acMMalvidin ac DDelphinidin CCyanidin coPPetunidin c PPeonidin coMMalvidin co TTanthocyanTTGlucosideTTAcetylglucTTCoumaro TTDelphinid TTCyanidininTTPetunidin TTPeonidinsTTMalvinidin((A) Myricet QQuercetin gQQuercetin g((B) Myricet ((C) Kaempf((D) Isorham((E) Kaempf((F) Isorham((G) SyringeTTFlavonols TTQ-Glycosi TTM-GlycosiTTK-Glycosi TTI-GlycoisdCCaffeic acidCCoumaric aCCoumaric 2TTcoumaric SSPEC TantSSPEC TpheEEGC-A (sk CC-A (skin) EEC-A (skin)CC (skin) EECG-A (sk EEC (skin) EECG (skin) TTskin TannTTskin (adduTTskin (free CC-A (seed) EEC-A (seedCC (seed) EECG-A (seeEEC (seed) EECG (seed TTseed Tan TTseed (addTTseed (freeTTOTAL TA HHWC StreaHHWC BM HHHWC BM THHWC BM VHHWC BM BHHWC BM  BHHWC BM InHHWC BM SHHWC BerryHHWC Bunc HHWC MAB HHWC MA BHHWC MA pHHWC MA THHWC AnthoDD-G (wine gCC-G (wine gPPT-G (winePPO-G (wineMM-G (wine DD-AG (wineCC-AG(wine PPT-AG (winPPO-AG (wi MM-AG (wineDD-CG (wineCC-CG (winePPT-CG (winPPO-CG (wi MM-CG (winePPigmented TTanthocyanTTanthocyanTTglucosidesTTacetylglucTTcoumaroyTTdelphinidi TTcyanidin ( TTpetunidin TTpeonidin TTmalvidin ( FFlavonol A1FFlavonol A2((A) M-GS ( QQ-GR (wineQQ-GS (wine((B) M-GR ( ((C) K-GS (w((F) I-GS (w ((G) S-GS ( QQuercetin ( KKaempfero FFlavonol H TTflavonols TTQ-glycosidTTM-glycosi CCaffeic acidCCoumaric aSSPEC WTaSSPEC WTpHHWC Wine HHWC Hue HHWC Wine HHWC $/ton HHWC $/bot
BBerry Weig 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin Weigh 0.191926 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed Weig 0.529982 0.34749 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin mass 0.142318 0.435904 7.3E-05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin as a p 0.142318 0.435904 7.3E-05 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed mass 0.399984 0.003487 0.002991 0.227482 0.227482 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed as a p0.399984 0.003487 0.002991 0.227482 0.227482 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
NNumber of 0.023276 0.180719 0.350909 0.110382 0.110382 0.188479 0.188479 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
BBrix 0.185237 0.001511 0.050313 0.08893 0.08893 0.112102 0.112102 0.014564 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
BBaume 0.185237 0.001511 0.050313 0.08893 0.08893 0.112102 0.112102 0.014564 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DDelphinidin 0.11577 0.03099 0.135069 0.191904 0.191904 0.000355 0.000355 0.002547 0.201006 0.201006 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCyanindin g 0.08146 0.01231 0.183688 0.115458 0.115458 0.025386 0.025386 0.003161 0.042573 0.042573 0.799537 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPetunidin g 0.127405 0.046039 0.113874 0.236454 0.236454 0.001205 0.001205 0.00861 0.275808 0.275808 0.965117 0.670268 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPeonidin gl 0.042283 0.061597 0.124174 0.171326 0.171326 0.03888 0.03888 4.47E-05 0.077818 0.077818 0.756764 0.837641 0.718308 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MMalvidin glu 0.117925 0.067724 0.028872 0.281978 0.281978 0.062147 0.062147 0.055416 0.345974 0.345974 0.300164 0.052977 0.4555 0.142867 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DDelphinidin 0.032057 0.137965 0.035996 0.257316 0.257316 0.003204 0.003204 0.025504 0.168023 0.168023 0.822266 0.525329 0.866072 0.65268 0.446504 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCyanidin ac 0.006363 0.087176 0.062849 0.125747 0.125747 0.068393 0.068393 0.004309 0.055012 0.055012 0.818166 0.788844 0.760859 0.837655 0.189759 0.833358 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPetunidin a 0.02279 0.164107 0.013517 0.263618 0.263618 0.000273 0.000273 0.042918 0.186135 0.186135 0.703636 0.364696 0.794135 0.517125 0.559814 0.96638 0.709354 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPeonidin ac 0.022327 0.226794 0.001476 0.127092 0.127092 0.062419 0.062419 0.046606 0.025382 0.025382 0.26424 0.164076 0.331263 0.438192 0.29331 0.604626 0.526268 0.648023 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MMalvidin ac 5.87E-05 0.176502 0.019962 0.174331 0.174331 0.012599 0.012599 0.131928 0.132785 0.132785 0.057332 0.004119 0.142681 0.020897 0.76349 0.275534 0.080239 0.41809 0.407359 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DDelphinidin 0.111768 0.025839 0.000851 0.013771 0.013771 0.223543 0.223543 6.19E-06 0.004428 0.004428 0.224941 0.254316 0.144844 0.179566 0.002914 0.142794 0.269617 0.081926 0.018288 0.009811 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCyanidin co 0.022968 0.169377 0.007416 0.078887 0.078887 0.16847 0.16847 0.020017 0.051701 0.051701 0.562207 0.54032 0.573269 0.771392 0.220619 0.643313 0.801546 0.576198 0.672954 0.153752 0.233047 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPetunidin c 0.000806 0.180115 0.014656 0.159501 0.159501 0.002604 0.002604 0.156425 0.228036 0.228036 0.20312 0.016026 0.325062 0.095235 0.824014 0.413231 0.185746 0.536873 0.377138 0.863808 0.028779 0.291268 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPeonidin co 0.169915 0.168984 0.038519 0.009823 0.009823 0.157573 0.157573 0.054549 5.95E-05 5.95E-05 0.019147 0.010425 0.043524 0.16933 0.145497 0.148598 0.157962 0.177609 0.657194 0.339692 0.023235 0.466492 0.323517 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MMalvidin co 0.033235 0.06105 0.088755 0.014688 0.014688 0.012525 0.012525 0.134952 0.016314 0.016314 0.062472 0.227607 0.014393 0.087053 0.347105 2.07E-06 0.036008 0.018059 0.065655 0.679002 0.039216 0.000141 0.519478 0.260672 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTanthocyan 0.056228 0.12797 0.029443 0.298916 0.298916 0.005205 0.005205 0.063325 0.279088 0.279088 0.548828 0.241218 0.693121 0.417 0.875512 0.735626 0.501056 0.803622 0.540817 0.656833 0.028616 0.530666 0.79728 0.277534 0.183983 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTGlucoside 0.138524 0.07095 0.105552 0.311072 0.311072 0.006294 0.006294 0.020355 0.313763 0.313763 0.816368 0.497438 0.91847 0.627839 0.705984 0.832241 0.663936 0.82036 0.422128 0.348468 0.067862 0.579243 0.537063 0.123613 0.018364 0.898559 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTAcetylgluc 0.000415 0.219784 0.003241 0.235031 0.235031 0.000806 0.000806 0.11128 0.155332 0.155332 0.241918 0.043679 0.367434 0.173633 0.780591 0.575822 0.307735 0.715424 0.656307 0.89948 0.002548 0.378513 0.858707 0.402476 0.389506 0.841261 0.581998 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTCoumaro 0.044523 0.101226 0.07996 0.02857 0.02857 0.001267 0.001267 0.144016 0.025003 0.025003 0.019932 0.130607 3.75E-05 0.016567 0.416735 0.017899 0.001802 0.067651 0.189834 0.766339 0.0278 0.036238 0.612474 0.444293 0.956363 0.288982 0.062037 0.521741 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTDelphinid 0.128967 0.040003 0.130245 0.228401 0.228401 0.000155 0.000155 0.004761 0.219823 0.219823 0.990045 0.758148 0.980363 0.75252 0.354328 0.869453 0.821529 0.767556 0.320049 0.090155 0.161984 0.568228 0.236425 0.028502 0.043668 0.606649 0.857529 0.302245 0.008872 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTCyanidinin 0.051899 0.027102 0.151186 0.119612 0.119612 0.040739 0.040739 0.000634 0.047559 0.047559 0.825901 0.987782 0.712161 0.886797 0.079998 0.599505 0.862163 0.438912 0.243473 0.00024 0.270468 0.645605 0.041613 0.038697 0.170458 0.306127 0.554716 0.085278 0.08036 0.79186 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTPetunidin 0.090211 0.07852 0.072409 0.25747 0.25747 0.000924 0.000924 0.022583 0.284996 0.284996 0.909008 0.56443 0.978151 0.660489 0.562472 0.916582 0.748914 0.882296 0.41957 0.253503 0.131541 0.599674 0.456829 0.08674 8.01E-05 0.801424 0.95482 0.50928 0.01563 0.939714 0.622614 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTPeonidins 0.002685 0.120423 0.051818 0.154602 0.154602 0.074489 0.074489 0.00554 0.05818 0.05818 0.606745 0.626416 0.616161 0.919774 0.203354 0.671881 0.80772 0.580516 0.684405 0.105772 0.145643 0.890981 0.199645 0.417518 0.007363 0.514879 0.612573 0.327412 0.010398 0.625163 0.713173 0.617945 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTMalvinidin 0.024833 0.099223 5.22E-05 0.197794 0.197794 0.042002 0.042002 0.101966 0.220286 0.220286 0.100838 1.67E-06 0.210786 0.033157 0.906857 0.269931 0.075775 0.396681 0.286627 0.932999 0.011407 0.139254 0.890384 0.243781 0.642921 0.734617 0.453419 0.823641 0.707882 0.137193 0.004231 0.320633 0.103219 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((A) Myricet 0.028887 0.065185 0.025762 0.159302 0.159302 0.001473 0.001473 0.047263 0.316969 0.316969 0.266916 0.094638 0.358614 0.177223 0.713588 0.331637 0.236943 0.370941 0.205537 0.573477 0.055854 0.310864 0.731602 0.194049 0.334333 0.711387 0.569094 0.578663 0.392438 0.281406 0.13086 0.438869 0.235101 0.688845 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQuercetin g 0.405835 0.106271 0.325026 0.032757 0.032757 0.07478 0.07478 0.008341 0.015606 0.015606 0.08509 0.143744 0.092757 0.099394 0.10494 0.027491 0.051002 0.021381 0.003347 0.01237 0.040818 0.020585 0.003685 0.002086 0.000124 0.09219 0.137415 0.017642 3.51E-05 0.091771 0.123814 0.072178 0.059588 0.047203 0.10938 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQuercetin g 0.344512 0.066472 0.367409 0.048145 0.048145 0.025338 0.025338 0.013308 0.127497 0.127497 0.13615 0.197868 0.151734 0.193215 0.142899 0.032836 0.066859 0.017907 0.000974 0.009323 0.000655 0.077521 0.024153 0.002591 6.14E-06 0.139567 0.211082 0.014453 0.001322 0.130092 0.180309 0.11837 0.128117 0.062659 0.278956 0.73791 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((B) Myricet 0.030662 0.03902 0.018097 0.123426 0.123426 0.009748 0.009748 0.030044 0.204825 0.204825 0.024592 0.00042 0.081759 0.033598 0.591917 0.078386 0.023426 0.124483 0.1408 0.597569 0.023074 0.104007 0.54435 0.23796 0.54156 0.459706 0.263661 0.461437 0.593759 0.037733 0.001062 0.132113 0.089287 0.688259 0.73808 0.120126 0.287158 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((C) Kaemp 0.129367 0.000764 0.171006 0.094254 0.094254 0.000908 0.000908 0.007275 0.330947 0.330947 0.536361 0.323151 0.597914 0.373392 0.581969 0.437739 0.41055 0.417675 0.161427 0.26233 0.105639 0.377277 0.483492 0.080398 0.062962 0.663899 0.714467 0.363101 0.099502 0.533088 0.358778 0.619186 0.351057 0.409589 0.763398 0.218228 0.390563 0.395819 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((D) Isorham0.332886 0.078477 0.231316 0.039568 0.039568 0.100318 0.100318 0.009445 0.089777 0.089777 0.090056 0.131344 0.078065 0.076459 0.017742 0.000727 0.002342 0.013107 0.105768 0.069786 0.001581 0.001311 0.008164 0.064084 0.051698 0.009159 0.068461 0.060607 0.058171 0.069163 0.096271 0.036362 0.013615 0.001425 0.054097 0.261646 0.535125 0.031565 0.184234 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((E) Kaemp 0.493837 0.199194 0.390052 0.017748 0.017748 0.117196 0.117196 0.036649 0.103907 0.103907 0.032325 0.064871 0.037185 0.043075 0.04907 0.003112 4.95E-05 0.010094 0.064036 0.007185 0.031182 0.003295 0.001613 0.040354 0.004033 0.020178 0.059818 0.013077 0.006977 0.028137 0.042085 0.017094 0.00706 0.009688 0.103847 0.649413 0.837248 0.147673 0.224302 0.612752 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((F) Isorham 0.255979 0.015194 0.246021 0.09388 0.09388 0.035222 0.035222 0.002544 0.122716 0.122716 0.037601 0.061463 0.064696 0.143421 0.162675 0.01492 0.022158 0.010277 0.02682 0.054523 0.032624 0.06331 0.050126 0.073046 0.038299 0.146523 0.148696 0.047934 0.062443 0.042774 0.061455 0.057962 0.141056 0.120309 0.295093 0.509478 0.812343 0.483154 0.278172 0.338036 0.683457 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((G) Syringe 0.013931 0.049031 0.003158 0.110562 0.110562 0.012774 0.012774 0.024525 0.121782 0.121782 0.00076 0.032198 0.012577 0.003187 0.431772 0.01666 0.000172 0.046809 0.106777 0.519961 0.092249 0.03768 0.392774 0.23066 0.55714 0.29135 0.12221 0.352834 0.598995 0.000335 0.016608 0.037301 0.036707 0.567213 0.504937 0.075581 0.198586 0.932821 0.187675 0.010274 0.106301 0.451785 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTFlavonols 0.324615 0.021626 0.291935 0.102349 0.102349 0.044566 0.044566 0.000251 0.194713 0.194713 0.169249 0.160024 0.213071 0.192528 0.331415 0.082211 0.092507 0.071276 0.021675 0.105374 0.001052 0.113101 0.14414 0.02652 0.046423 0.301342 0.335651 0.107751 0.062965 0.172102 0.158258 0.19979 0.157791 0.22683 0.505878 0.671093 0.929599 0.503958 0.564212 0.45084 0.737196 0.826643 0.367597 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTQ-Glycosi 0.392301 0.085697 0.376165 0.045084 0.045084 0.043384 0.043384 0.012138 0.078851 0.078851 0.124069 0.189326 0.137311 0.1659 0.137224 0.032974 0.065029 0.020499 0.001802 0.011127 0.008799 0.055952 0.015534 0.00025 6.89E-06 0.129449 0.194866 0.016688 0.000676 0.123272 0.169354 0.107033 0.106834 0.060687 0.221893 0.888274 0.96183 0.232461 0.343759 0.45269 0.818943 0.741081 0.156714 0.887615 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTM-Glycos 0.030494 0.062528 0.025324 0.159095 0.159095 0.002552 0.002552 0.045747 0.307566 0.307566 0.212085 0.063959 0.306144 0.148725 0.72084 0.284112 0.189131 0.329869 0.201248 0.603293 0.028493 0.276348 0.725832 0.210642 0.384806 0.690286 0.526655 0.580678 0.44498 0.229519 0.094864 0.385543 0.212149 0.719058 0.99082 0.116211 0.292797 0.817574 0.717346 0.051697 0.116201 0.340455 0.598836 0.527781 0.233663 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTK-Glycosi 0.445588 0.102661 0.39842 0.04978 0.04978 0.071035 0.071035 0.011608 0.222873 0.222873 0.184643 0.175628 0.207864 0.161018 0.223762 0.05111 0.06444 0.034848 0.000653 0.020771 5.22E-08 0.042318 0.063161 0.001197 0.002946 0.189217 0.274033 0.025182 0.004288 0.176268 0.155712 0.172478 0.091203 0.110158 0.351293 0.620308 0.869547 0.291479 0.571843 0.570202 0.873179 0.684689 0.174218 0.886627 0.827006 0.354881 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTI-Glycosid 0.369743 0.050635 0.301928 0.081424 0.081424 0.079598 0.079598 0.006801 0.133968 0.133968 0.076477 0.116866 0.089894 0.136587 0.09288 0.00305 0.012557 2.4E-05 0.007256 0.000133 0.006679 0.026993 0.00619 0.000244 0.000168 0.074158 0.13348 9.99E-05 0.00011 0.069439 0.09805 0.059125 0.078255 0.031756 0.193394 0.477827 0.846434 0.246654 0.290531 0.782121 0.819865 0.79916 0.194876 0.794699 0.747334 0.21159 0.79326 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCaffeic acid 0.015923 0.344209 0.049206 0.278184 0.278184 0.002571 0.002571 0.115326 0.001874 0.001874 0.100455 0.026679 0.117439 0.064624 0.255525 0.273057 0.170919 0.309929 0.272156 0.399865 0.092438 0.144157 0.424673 0.21219 0.226891 0.331344 0.20207 0.444386 0.271004 0.113928 0.04627 0.185191 0.135843 0.325506 0.264592 0.000442 0.004408 0.090328 0.159153 0.03947 0.028364 5.74E-05 0.040146 0.010509 0.002639 0.235762 0.001309 0.012946 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCoumaric a 0.102404 0.184247 0.095357 0.040696 0.040696 0.009384 0.009384 0.081703 0.000122 0.000122 0.019433 0.002049 0.031045 0.00191 0.216195 0.132778 0.074695 0.17777 0.177885 0.445263 0.116645 0.083868 0.476214 0.245933 0.421336 0.241664 0.093005 0.403265 0.440318 0.022978 0.000355 0.08003 0.039251 0.359339 0.312806 0.015888 0.021904 0.139177 0.154012 0.093655 0.056677 0.007113 0.07026 0.002078 0.020948 0.287945 0.000331 0.047069 0.809177 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCoumaric 2 0.001397 0.049058 0.000317 0.053715 0.053715 0.001934 0.001934 0.007445 0.087413 0.087413 0.049589 0.022064 0.055794 0.047107 0.130746 0.02167 0.030378 0.014898 0.001475 0.071208 0.15525 0.076305 0.213887 0.078078 0.135717 0.13561 0.10776 0.053857 0.138571 0.036316 0.028936 0.065981 0.054814 0.140378 0.388116 0.000614 0.091808 0.222464 0.321741 0.217533 0.074317 0.097476 0.12848 0.175034 0.035485 0.369937 0.186526 0.190115 0.240764 0.283069 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTcoumaric 0.08027 0.17593 0.068126 0.051298 0.051298 0.008701 0.008701 0.070349 0.006004 0.006004 0.029203 2.21E-05 0.042266 0.007645 0.232644 0.120187 0.075468 0.152129 0.137577 0.402244 0.14732 0.097437 0.488315 0.240105 0.412136 0.256768 0.113778 0.358255 0.42939 0.030263 0.003059 0.091168 0.050144 0.360951 0.388661 0.012975 0.003292 0.183826 0.218429 0.024168 0.020074 3.6E-07 0.096096 0.01832 0.00655 0.360667 0.007008 0.007392 0.783403 0.962079 0.471614 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSPEC Tant 0.062808 0.045441 0.024512 0.184942 0.184942 0.020002 0.020002 0.069775 0.231175 0.231175 0.411032 0.234732 0.477637 0.370451 0.329487 0.453241 0.293162 0.425884 0.305811 0.16303 0.032229 0.341101 0.27272 0.162929 0.007528 0.459892 0.502008 0.299219 0.040623 0.437316 0.267171 0.495416 0.40594 0.210299 0.172619 0.011632 0.070089 0.100219 0.229015 0.049273 0.012855 0.09899 0.060565 0.107111 0.0458 0.164841 0.077137 0.091671 0.067682 0.010368 0.017951 0.013978 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSPEC Tphe 0.035464 0.01088 0.002636 0.002464 0.002464 0.081008 0.081008 0.001329 0.003607 0.003607 0.047693 0.064468 0.033016 0.103978 0.013845 0.058928 0.123585 0.032848 0.074327 0.009447 0.141252 0.123536 0.000111 0.046736 0.031004 0.00341 0.010156 0.001165 0.012555 0.040859 0.079495 0.029649 0.112381 0.019342 0.008486 0.015991 0.000789 0.001178 0.020191 0.000499 0.017675 0.002013 0.002195 0.000189 0.004436 0.004964 0.001707 0.001447 0.003113 0.003916 0.037091 0.009607 0.003373 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
EEGC-A (sk 0.022701 0.253644 0.052038 0.155153 0.155153 0.000184 0.000184 0.033135 0.002094 0.002094 0.011891 0.006 0.030612 0.020261 0.120513 0.191613 0.054573 0.253478 0.39412 0.305468 0.000988 0.064726 0.206428 0.262704 0.131503 0.160918 0.065417 0.362743 0.191122 0.025513 0.000238 0.071868 0.094292 0.182534 0.035689 0.025808 0.069795 0.032755 0.000309 0.149738 0.146143 0.008949 0.037315 0.019132 0.054661 0.036689 0.076679 0.071511 0.430113 0.324414 0.005004 0.255272 0.05006 0.018623 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CC-A (skin) 0.014032 0.082432 7.23E-06 0.170721 0.170721 0.03658 0.03658 0.197368 0.139546 0.139546 0.125578 0.0674 0.151707 0.12074 0.273413 0.153934 0.147949 0.156669 0.123005 0.251849 0.097391 0.195767 0.362388 0.143282 0.174178 0.323488 0.249817 0.263043 0.206301 0.123562 0.089897 0.190106 0.160119 0.288099 0.556489 0.057323 0.148745 0.31827 0.436611 0.044216 0.05638 0.195235 0.198664 0.27693 0.117772 0.530254 0.196766 0.136397 0.315552 0.276627 0.362947 0.348198 0.090597 0.122628 0.018696 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
EEC-A (skin 0.001524 0.04721 0.009672 0.086045 0.086045 0.065283 0.065283 0.147453 0.019638 0.019638 0.014697 0.035073 0.007926 0.008221 0.046616 0.000579 0.002932 6.82E-06 0.012341 0.105356 0.000657 0.000603 0.091779 0.049158 0.184186 0.026335 0.001448 0.056218 0.173181 0.012232 0.024979 0.001283 6.53E-05 0.099482 0.174152 2.55E-06 0.011318 0.167905 0.076458 0.002444 0.007746 0.090486 0.158099 0.054697 0.004741 0.180615 0.031397 0.039922 0.167198 0.163074 0.16323 0.193247 0.000375 0.106954 0.011758 0.579159 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CC (skin) 0.004656 0.009283 0.00415 0.034687 0.034687 0.010175 0.010175 0.111729 0.014936 0.014936 0.04193 0.029839 0.033961 0.038659 0.053142 0.043828 0.072305 0.031706 0.030716 0.056378 0.151222 0.062091 0.121694 0.060793 0.068757 0.083286 0.060353 0.061545 0.073053 0.033837 0.038245 0.044989 0.052954 0.068068 0.247822 0.013181 0.045623 0.080107 0.294434 0.02625 0.032235 0.070017 0.02573 0.102253 0.033588 0.219442 0.124461 0.058104 0.300076 0.304199 0.301335 0.359693 0.013746 0.132062 0.006178 0.697913 0.67764 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
EECG-A (sk 0.177611 0.013134 0.024605 0.226091 0.226091 0.21617 0.21617 0.158557 0.134985 0.134985 0.045206 0.021606 0.069804 0.054789 0.227328 0.045163 0.031164 0.050661 0.043806 0.15295 0.006084 0.04773 0.162117 0.030234 0.107092 0.19091 0.154634 0.132814 0.118284 0.052305 0.026416 0.083096 0.06177 0.212245 0.329058 0.136793 0.200223 0.294078 0.27874 0.093854 0.136492 0.306981 0.240531 0.314852 0.187747 0.3367 0.2381 0.236793 0.072207 0.024914 0.109702 0.044809 0.059719 0.041006 1E-05 0.649466 0.622215 0.469435 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
EEC (skin) 0.004102 0.029413 0.05247 0.047334 0.047334 0.111764 0.111764 0.031877 0.020347 0.020347 0.004443 0.011461 0.004216 0.032734 0.004966 0.013829 0.058073 0.011651 0.063907 0.014513 0.032999 0.095368 0.016688 0.111417 0.007261 0.019292 0.011114 0.02387 0.020301 0.003934 0.021046 0.006818 0.061106 0.008394 0.094073 0.016956 0.043731 0.036878 0.065362 0.003821 0.004237 0.047877 0.008526 0.047748 0.034682 0.085219 0.023023 0.008369 0.01441 0.067994 0.056302 0.077523 0.032659 0.112719 0.014175 0.162926 0.077018 0.122304 0.03647 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
EECG (skin) 2.54E-06 0.153307 0.017261 0.143695 0.143695 0.010663 0.010663 0.007043 0.01504 0.01504 0.021283 0.002181 0.028521 0.018075 0.004057 0.056074 0.00507 0.061739 0.029189 0.002175 0.012356 0.001401 0.007201 0.000244 0.010769 0.010034 0.015409 0.014872 0.00618 0.024685 0.002439 0.032826 0.01737 0.000453 0.042233 0.114683 0.110148 0.040999 0.033598 0.006012 0.103037 0.071853 0.023197 0.101295 0.119665 0.043855 0.097716 0.03861 0.041216 0.000338 0.000424 0.000122 0.080856 0.007689 0.311736 0.03044 0.048111 0.037772 0.025919 0.123198 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTskin Tann 0.010178 0.273648 0.048225 0.21799 0.21799 0.01136 0.01136 0.090153 0.000612 0.000612 0.007311 0.011123 0.024445 0.016018 0.16704 0.168001 0.047741 0.225458 0.382971 0.384322 0.001044 0.068702 0.280709 0.298456 0.223735 0.196613 0.075006 0.409886 0.290436 0.01806 0.001538 0.066327 0.090438 0.258503 0.114136 0.014415 0.030457 0.101437 0.020148 0.098711 0.086632 0.00157 0.101169 0.000257 0.025525 0.116673 0.026011 0.022599 0.544913 0.428343 0.046058 0.373595 0.049906 0.058171 0.878704 0.168044 0.198105 0.136919 0.086112 0.048407 0.181591 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTskin (addu 0.010597 0.280002 0.051691 0.221597 0.221597 0.012216 0.012216 0.089267 0.000413 0.000413 0.006401 0.012785 0.023187 0.014413 0.165949 0.166133 0.04444 0.224974 0.38244 0.385201 0.000395 0.064803 0.276937 0.294287 0.223028 0.193501 0.072614 0.409718 0.289306 0.016925 0.002216 0.064445 0.086894 0.257639 0.106489 0.015677 0.033904 0.098461 0.016212 0.103174 0.091518 0.000981 0.10096 0.000689 0.028225 0.109616 0.030023 0.025268 0.536264 0.417135 0.040186 0.360685 0.05078 0.05286 0.891667 0.151698 0.182877 0.119678 0.077508 0.039992 0.192061 0.999147 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTskin (free 0.000397 0.001482 0.020803 0.006682 0.006682 0.005703 0.005703 0.030287 0.02138 0.02138 0.042232 0.035542 0.036955 0.064607 0.046707 0.060407 0.108825 0.047971 0.077412 0.059406 0.156787 0.118417 0.113336 0.123647 0.050873 0.088893 0.063763 0.077403 0.069204 0.035864 0.050509 0.049914 0.097119 0.059473 0.248493 0.011371 0.048655 0.078987 0.259971 0.006603 0.015743 0.07394 0.021405 0.094083 0.034119 0.219621 0.08963 0.040305 0.246885 0.297179 0.277296 0.347049 0.001283 0.20221 0.036026 0.646184 0.52819 0.807089 0.345721 0.503901 0.035981 0.194819 0.172217 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CC-A (seed) 0.14359 0.00312 0.00037 0.112355 0.112355 0.293764 0.293764 0.069238 0.160699 0.160699 0.001412 0.011735 0.010986 0.026207 0.084442 0.002721 0.049255 2.02E-05 0.076787 0.017573 0.115296 0.04808 0.014351 0.182612 0.005268 0.011977 0.018341 0.001773 1.26E-06 0.002837 0.018066 0.009032 0.065357 0.050155 0.027971 0.060098 0.088847 0.073095 0.011949 0.135388 0.102326 0.044182 0.088051 0.097146 0.083041 0.036173 0.079443 0.1045 0.046394 0.101825 0.000386 0.077544 0.019285 0.052878 0.063975 0.007675 0.004265 0.029809 0.082365 0.186309 0.000908 0.041867 0.038594 0.114503 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
EEC-A (seed 0.185358 0.040832 0.006054 0.283407 0.283407 0.423742 0.423742 0.11206 0.107187 0.107187 0.008698 1.15E-05 0.029649 0.001321 0.117944 0.002648 0.012784 0.010208 0.003566 0.041006 0.158426 0.010575 0.024686 0.040414 0.007663 0.047502 0.054399 0.02278 0.004713 0.015181 0.000592 0.028467 0.000518 0.075742 0.031806 0.092212 0.090321 0.096771 0.015059 0.066977 0.097604 0.110518 0.124429 0.111444 0.097411 0.04288 0.079369 0.111073 0.010592 0.073858 0.018586 0.070048 0.034784 0.210977 0.000904 0.001523 0.00113 0.026834 0.169065 0.21863 0.018837 4.08E-05 1.98E-05 0.112631 0.416152 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CC (seed) 0.005398 0.319716 0.166629 0.386741 0.386741 0.248806 0.248806 0.170649 0.06277 0.06277 0.000362 0.02306 0.013647 0.005978 0.191599 0.007144 0.015943 0.024448 0.000153 0.168088 0.070196 0.001375 0.145445 5.68E-05 0.137417 0.090752 0.049755 0.100609 0.119666 0.002563 0.020108 0.025439 0.003623 0.204978 0.098188 0.000103 0.008214 0.170407 0.005101 0.028319 0.001839 0.023873 0.196759 0.037469 0.003976 0.11478 0.00369 0.032883 0.033932 0.010053 0.026381 0.015235 0.037404 0.130598 0.056416 0.007603 0.002376 0.035252 0.038951 0.17747 0.084979 0.052234 0.058491 0.096634 0.324093 0.537369 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
EECG-A (se 0.051427 0.130821 0.090397 0.275841 0.275841 0.386778 0.386778 0.161258 0.038162 0.038162 0.007406 0.038282 7.98E-05 0.017305 0.036696 0.002157 0.056973 0.000329 0.003421 0.028021 0.198618 0.041775 0.006005 0.040554 0.007021 0.003667 0.001479 0.009863 0.00343 0.002374 0.042837 2.16E-05 0.023592 0.030531 1.2E-05 0.005812 0.001287 0.02539 0.011036 0.004716 0.003961 0.014493 0.059345 0.004754 0.002758 0.000726 1.83E-05 0.011426 0.001285 0.045403 0.046685 0.054113 0.009332 0.152431 0.014607 0.002165 0.011676 0.032593 0.094076 0.276882 0.065179 0.020439 0.024566 0.130889 0.429813 0.837787 0.56504 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
EEC (seed) 0.010475 0.434397 0.16862 0.325334 0.325334 0.051463 0.051463 0.135246 0.013684 0.013684 0.003719 0.009076 0.023589 0.004191 0.161418 0.036368 0.000225 0.06929 0.053102 0.205916 0.016027 0.017389 0.178416 0.039979 0.134351 0.121952 0.063823 0.167409 0.146604 0.008631 0.004001 0.044025 0.015618 0.193197 0.114517 0.008918 5.27E-05 0.206051 0.008878 0.000903 0.01199 0.012666 0.258768 0.012992 0.001663 0.134983 0.001871 0.002305 0.055422 0.022921 0.024393 0.02752 0.009579 0.055613 0.143903 0.008515 0.002001 0.020429 0.028656 0.140378 0.108171 0.126497 0.135968 0.062203 0.134129 0.455704 0.706515 0.467386 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
EECG (seed 0.051686 0.229638 0.061277 0.425542 0.425542 0.292095 0.292095 0.171219 0.125609 0.125609 0.00401 0.02284 0.027807 0.009904 0.281597 0.021693 0.011949 0.056375 0.000324 0.255576 0.084094 0.006875 0.200023 0.013321 0.159314 0.133884 0.080961 0.163473 0.125045 0.010339 0.02098 0.047914 0.009943 0.288839 0.151521 0.006842 0.015842 0.231837 0.025731 0.007625 0.006773 0.027566 0.255799 0.059481 0.012938 0.172226 0.015876 0.02055 0.043056 0.007737 0.010769 0.009876 0.024879 0.142433 0.050192 0.033713 0.022916 0.009358 0.124038 0.168692 0.080012 0.065573 0.071503 0.056836 0.514623 0.641094 0.798177 0.642575 0.666933 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTseed Tan 0.093863 0.129159 0.048109 0.348051 0.348051 0.392078 0.392078 0.156065 0.091427 0.091427 0.001801 0.008623 0.017678 0.001018 0.134508 0.002709 0.021782 0.013806 0.001184 0.078745 0.152166 0.011925 0.050845 0.026684 0.031743 0.052204 0.043124 0.044252 0.023671 0.005916 0.010531 0.022001 0.004155 0.109207 0.039827 0.033379 0.038941 0.116627 0.00546 0.037173 0.036581 0.06259 0.156096 0.06543 0.039428 0.053124 0.029574 0.062364 0.000191 0.030158 0.005904 0.027809 0.02853 0.184169 0.006372 0.002233 0.0045 0.032385 0.1309 0.253873 0.047975 0.009725 0.012442 0.126051 0.488421 0.941939 0.720631 0.905984 0.615564 0.804483 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTseed (add 0.147482 0.060716 0.020626 0.288158 0.288158 0.438805 0.438805 0.132501 0.095716 0.095716 0.00145 0.005119 0.014176 0.000971 0.09517 0.000213 0.027715 0.005021 0.006753 0.037961 0.181157 0.022251 0.018727 0.053537 0.007939 0.029022 0.030979 0.017495 0.003914 0.00495 0.008283 0.014406 0.007223 0.063924 0.017026 0.059261 0.054775 0.076064 0.003378 0.049846 0.063502 0.074169 0.109503 0.071292 0.060373 0.02577 0.044402 0.077964 0.009554 0.073439 0.024368 0.072119 0.026743 0.192428 3.9E-05 0.000375 0.003682 0.031447 0.14992 0.25384 0.028752 0.000413 0.001044 0.129195 0.505633 0.976465 0.574188 0.920983 0.463253 0.689865 0.97026 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTseed (free 0.001766 0.376146 0.154456 0.411038 0.411038 0.180054 0.180054 0.17367 0.05472 0.05472 0.002263 0.018686 0.022434 0.000828 0.219248 0.02163 0.005102 0.051675 0.010652 0.222916 0.05224 0.00036 0.188248 0.002618 0.156345 0.123932 0.068357 0.153704 0.145298 0.006819 0.013936 0.040997 7.48E-06 0.241461 0.128236 0.000219 0.004079 0.21873 0.011127 0.00598 5.82E-05 0.022003 0.258405 0.033596 0.0013 0.149316 0.001368 0.016306 0.048554 0.015258 0.023927 0.020056 0.024444 0.111026 0.09287 0.013602 0.005461 0.024968 0.054245 0.178237 0.102523 0.089383 0.097607 0.081372 0.304393 0.584182 0.927445 0.601679 0.892157 0.873732 0.772854 0.61428 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTOTAL TA 0.043289 0.300303 0.0825 0.50968 0.50968 0.328821 0.328821 0.222961 0.069822 0.069822 0.005769 0.016262 0.034269 0.00111 0.249942 0.056489 0.000389 0.104399 0.069955 0.278879 0.096386 0.001089 0.193032 0.01499 0.139064 0.16073 0.091926 0.229472 0.147334 0.016362 0.010875 0.060467 0.00786 0.267173 0.10676 0.009156 0.006742 0.190194 0.016631 0.000148 0.000411 0.051849 0.231035 0.042444 0.008123 0.125551 0.004516 0.018859 0.114394 0.02725 0.001407 0.022604 0.060965 0.059594 0.260938 0.054614 0.071246 0.000627 0.194653 0.100198 0.148096 0.309333 0.321232 0.007633 0.236877 0.652059 0.667875 0.744162 0.678564 0.757577 0.777676 0.692646 0.7671 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Strea 0.142642 0.000719 3.6E-05 0.07411 0.07411 0.267832 0.267832 0.003752 0.009333 0.009333 0.012506 0.050046 0.005428 0.111559 0.006785 0.027222 0.135819 0.011796 0.163144 0.001042 0.157056 0.250444 0.006984 0.340236 0.003637 0.013213 0.005945 0.015099 0.025217 0.008688 0.075627 0.007115 0.194173 0.000714 0.054034 0.000136 0.00499 0.020359 0.036428 0.010762 0.016812 0.02548 0.009099 0.008934 0.001736 0.048712 0.000367 0.001186 0.00351 0.036724 0.025485 0.040495 8.52E-05 0.2462 0.003349 0.064416 0.025667 0.083843 0.005744 0.212845 0.18087 0.013208 0.010783 0.151942 0.330066 0.185308 0.12305 0.229377 0.018522 0.252068 0.207389 0.228976 0.10088 0.106188 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM H 0.034991 0.007924 0.005106 0.004448 0.004448 0.039947 0.039947 0.010855 0.034764 0.034764 0.075139 0.073113 0.044493 0.044282 0.010126 0.096549 0.114003 0.079572 0.02913 1.24E-05 0.404444 0.036305 0.008155 0.000703 0.019865 0.005017 0.010928 0.011696 0.019125 0.058221 0.076304 0.048313 0.037459 0.00973 0.002378 0.013015 0.035738 0.035421 0.00627 0.139931 0.065001 0.051041 0.056001 0.031609 0.027682 2.89E-05 0.024623 0.109675 0.068271 0.061702 0.008968 0.036247 1.35E-06 0.121365 0.03564 0.050363 0.003048 0.086365 0.002301 0.003493 0.017412 0.038717 0.036412 0.071242 0.129274 0.017917 0.109878 0.02888 0.002311 0.026069 0.033277 0.028187 0.037324 0.003556 0.044685 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM T 0.00957 0.004377 0.061594 0.000118 0.000118 0.170509 0.170509 0.02089 0.000914 0.000914 0.061532 0.108795 0.037252 0.098793 0.001834 0.045269 0.087904 0.01685 0.012153 0.003933 0.435736 0.099748 0.007637 0.044672 0.007499 0.011568 0.022985 0.000685 0.003417 0.040733 0.112593 0.032863 0.09226 0.003931 0.051696 0.005006 0.035956 0.008548 0.043369 0.034113 0.001561 0.033734 0.000928 0.026447 0.009478 0.042805 0.013176 0.042637 0.013281 0.015792 0.123953 0.035229 0.061688 0.219795 0.047237 0.046708 0.00168 0.060922 9.44E-05 0.051005 0.120968 0.048247 0.044429 0.116595 0.091376 0.087835 0.017424 0.126375 0.003441 0.01839 0.078104 0.105534 0.012057 0.020336 0.097724 0.153157 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM V 0.041152 0.047218 0.002172 0.003244 0.003244 0.125619 0.125619 0.022028 0.00037 0.00037 0.044534 0.160681 0.022301 0.188175 0.013187 0.031532 0.157545 0.010412 0.090779 0.007849 0.177316 0.227777 0.000765 0.169167 0.011231 0.009489 0.01626 0.000735 0.000335 0.033228 0.178149 0.018483 0.214604 0.013738 0.035622 0.001664 0.023474 0.001486 0.061922 0.014682 0.000482 0.028083 0.000128 0.021692 0.01325 0.027131 0.007371 0.026362 0.022752 0.007079 0.123791 0.02304 0.000944 0.363654 0.003249 0.204559 0.072531 0.202299 0.087918 0.118516 0.000953 0.029335 0.024209 0.262404 0.151862 0.069144 0.061857 0.091902 0.001505 0.064104 0.075614 0.086798 0.031315 0.025341 0.422319 0.061036 0.235845 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM B 0.281583 0.210523 0.077431 0.003101 0.003101 0.218887 0.218887 0.012443 0.037264 0.037264 0.039281 0.062927 0.027518 0.156161 0.005435 0.067618 0.130951 0.039873 0.157323 0.000753 0.421562 0.280762 0.042616 0.364278 0.000412 0.023203 0.017449 0.020948 0.015226 0.027193 0.089959 0.033893 0.233909 0.001126 0.018937 0.221309 0.037605 7.72E-06 0.002713 0.005027 0.136665 0.003546 0.000557 0.02749 0.092408 0.013043 0.062282 0.005308 0.126361 0.114096 0.230153 0.15955 0.096104 0.372246 0.118269 0.072754 0.023122 0.070351 1.83E-05 0.029556 0.122867 0.133272 0.12856 0.109178 0.266551 0.148791 0.004615 0.103586 0.003985 0.063798 0.100015 0.152163 0.003807 0.012322 0.291154 0.095886 0.373496 0.224038 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM  B 0.08256 0.198245 0.035991 0.045363 0.045363 0.077796 0.077796 0.041135 0.000253 0.000253 0.161545 0.242408 0.128355 0.332061 0.000763 0.247534 0.348702 0.200887 0.370254 0.002674 0.252727 0.397571 0.019143 0.268684 0.042758 0.063549 0.081445 0.068883 0.004893 0.155364 0.282936 0.134435 0.406267 0.003598 0.004872 0.009673 0.009098 0.027363 0.004308 0.041955 0.119698 0.006986 0.04561 0.011527 0.009883 0.000739 0.051348 0.025198 0.119853 0.032041 0.000643 0.025643 0.068913 0.26007 0.250961 0.076098 0.001148 0.021223 0.003101 0.078705 0.089165 0.202612 0.199276 0.080255 0.21825 0.037912 0.008533 0.030094 0.003837 0.029625 0.032821 0.047097 0.002838 0.001648 0.308807 0.191893 0.194305 0.485675 0.372207 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM In 0.038942 0.031214 0.004643 0.128227 0.128227 0.113506 0.113506 0.068387 0.011735 0.011735 0.050711 0.070933 0.035092 0.042704 0.005311 0.018591 0.009823 0.010136 0.000843 0.035148 0.021328 1.15E-06 0.012406 0.045135 0.105333 3.02E-05 0.010949 0.009705 0.106065 0.044341 0.052736 0.022647 0.013511 0.029284 0.059321 0.001156 0.007229 0.107477 0.004987 0.003978 1.37E-05 0.011243 0.091164 0.018179 0.004679 0.069973 0.000696 0.000795 0.013357 0.035413 0.039746 0.042949 0.140477 0.026665 0.011188 0.000868 0.000257 0.012361 0.035501 0.437116 0.177809 0.007011 0.006217 0.0301 0.036689 0.140132 0.004958 0.138297 0.005129 0.02679 0.097061 0.137999 0.009294 0.052272 0.196413 0.122439 0.001231 0.009088 0.005168 0.010759 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM S 0.148732 0.050355 0.062627 0.002459 0.002459 0.053863 0.053863 0.003934 0.06345 0.06345 0.008355 0.011864 0.006883 6.75E-05 0.000454 0.008999 0.003515 0.013887 3.09E-05 0.000841 0.088948 0.015274 0.027369 0.098371 0.057412 0.000111 0.002528 0.000128 0.064168 0.01427 0.006675 0.004294 0.00463 0.003196 0.012136 0.215908 0.023621 0.026322 5.95E-07 0.013525 0.023621 2.57E-05 0.037028 0.009602 0.075902 0.014949 0.012768 0.004268 0.019271 0.056093 0.308069 0.108445 0.038821 0.082602 8.45E-05 0.011772 0.045789 0.028331 5.04E-05 0.017599 0.045415 0.003763 0.003471 0.008828 0.022925 0.040767 0.008233 0.024569 0.012757 0.006251 0.016581 0.036472 0.004144 0.006879 0.016625 0.00072 0.084628 0.002439 0.489903 0.012411 0.006386 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Berry 0.214339 0.109519 0.138457 0.000715 0.000715 0.056736 0.056736 0.074368 0.003437 0.003437 0.005724 0.010562 0.002004 0.003972 0.018349 0.008058 0.015176 0.016816 0.238871 0.12436 0.001205 0.122605 0.09717 0.46405 0.175087 0.042842 0.002448 0.117514 0.265154 0.002696 0.001217 0.000381 0.062737 0.073051 0.016694 0.06151 0.082787 0.024904 0.000396 0.076652 0.198408 0.024694 0.03822 0.030709 0.079278 0.018854 0.101356 0.057792 0.098614 0.119417 0.044972 0.119631 0.013938 0.044955 0.068075 0.063204 0.05624 0.02107 0.014035 0.008238 0.027776 0.100775 0.100578 0.017728 0.053404 0.0598 0.007587 0.02117 0.00422 0.024226 0.033407 0.049164 0.002117 0.000329 0.258363 0.014779 0.055976 0.118967 0.076812 0.079575 0.029611 0.022184 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Bunc 0.000173 0.02196 0.05197 0.026893 0.026893 0.067018 0.067018 0.161805 0.054427 0.054427 0.002602 0.016109 0.014729 0.001109 0.10425 0.004367 5.5E-05 0.010385 0.021748 0.073351 0.032249 0.017611 0.118426 0.053655 0.090997 0.066006 0.036784 0.052847 0.114861 0.004849 0.008283 0.022148 0.008461 0.112742 0.063947 0.031972 0.001745 0.084752 0.055623 0.018701 0.000274 0.00997 0.078506 0.005481 0.00896 0.070442 0.007234 0.017357 0.015534 0.018234 0.091211 0.034041 0.052719 2.79E-07 0.016006 0.07772 0.184637 0.082728 0.154188 0.016607 0.035238 0.002315 0.00194 0.018475 0.057519 0.050363 0.052314 0.068856 0.049943 0.026369 0.062071 0.059937 0.049532 0.054096 0.003988 0.094857 0.211894 0.034625 0.011472 0.089867 0.00786 0.21866 0.106313 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC MAB 0.000108 0.010131 0.002514 0.008612 0.008612 0.008097 0.008097 3.53E-05 0.063142 0.063142 0.086465 0.06673 0.061415 0.051227 0.005469 0.082039 0.063404 0.055014 0.006965 0.021056 0.189071 0.028318 9.5E-05 0.003096 0.11869 0.001203 0.017734 0.000126 0.1007 0.073807 0.065341 0.052972 0.031669 0.028137 0.003543 0.04455 0.01338 0.104143 0.000122 0.005607 0.026497 0.02738 0.17501 0.029357 0.024067 0.012129 0.013176 0.018755 0.022397 0.000512 0.00372 3.35E-05 0.056013 0.02195 0.025747 4.79E-06 0.008465 0.008283 0.01451 0.011081 0.061003 0.012717 0.01189 0.022981 0.04307 0.03246 0.005182 0.013613 0.034375 0.012813 0.027565 0.02865 0.017237 0.008534 0.018438 0.043984 0.146552 0.037304 0.102112 0.229035 0.027705 0.015827 0.103749 0.028022 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC MA B 0.000108 0.010131 0.002514 0.008612 0.008612 0.008097 0.008097 3.53E-05 0.063142 0.063142 0.086465 0.06673 0.061415 0.051227 0.005469 0.082039 0.063404 0.055014 0.006965 0.021056 0.189071 0.028318 9.5E-05 0.003096 0.11869 0.001203 0.017734 0.000126 0.1007 0.073807 0.065341 0.052972 0.031669 0.028137 0.003543 0.04455 0.01338 0.104143 0.000122 0.005607 0.026497 0.02738 0.17501 0.029357 0.024067 0.012129 0.013176 0.018755 0.022397 0.000512 0.00372 3.35E-05 0.056013 0.02195 0.025747 4.79E-06 0.008465 0.008283 0.01451 0.011081 0.061003 0.012717 0.01189 0.022981 0.04307 0.03246 0.005182 0.013613 0.034375 0.012813 0.027565 0.02865 0.017237 0.008534 0.018438 0.043984 0.146552 0.037304 0.102112 0.229035 0.027705 0.015827 0.103749 0.028022 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC MA p 0.065892 0.065628 0.078276 0.003439 0.003439 0.000648 0.000648 0.000261 0.04569 0.04569 0.171907 0.140332 0.149251 0.066909 0.053018 0.149837 0.140848 0.136783 0.030069 0.017795 0.03746 0.034327 0.026498 0.00354 0.002944 0.088682 0.121892 0.052426 0.002363 0.171112 0.133201 0.143583 0.04608 0.024127 0.0452 0.083844 0.030023 0.003555 0.107505 0.002136 0.015794 0.000193 0.000327 0.037893 0.049445 0.035505 0.051643 0.000278 7.73E-05 0.000229 0.013517 0.000172 0.042725 0.00285 0.001255 0.000423 0.083929 0.001129 0.001485 0.013924 0.00045 0.003774 0.003521 0.007133 0.001131 0.001025 0.011353 0.035116 0.000333 0.001058 0.001416 0.001503 0.00082 0.003428 0.002836 0.107402 0.047859 0.01621 0.042883 0.032839 0.003197 0.138048 0.005093 0.174226 0.01086 0.01086 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC MA T 0.275842 0.021748 0.04629 0.073019 0.073019 0.287144 0.287144 0.001459 0.00044 0.00044 0.016424 0.020364 0.004732 0.023178 0.014792 0.023833 0.063919 0.01453 0.047761 0.00017 0.256566 0.098456 0.020017 0.14056 0.00137 0.002047 0.000382 0.004177 0.008053 0.009559 0.031038 0.007818 0.049928 0.004521 0.000285 0.274678 0.175517 0.036711 0.002294 0.07451 0.238889 0.192346 0.056973 0.140976 0.222173 0.000477 0.114648 0.16235 0.060059 0.099703 0.106941 0.119748 0.001825 0.053894 0.000934 0.001047 0.008689 0.01743 0.069269 0.00076 0.002184 0.000159 0.000273 0.011781 0.332278 0.292648 0.125606 0.287899 0.017645 0.157796 0.261052 0.314621 0.085626 0.193396 0.271135 0.067975 0.0395 0.239353 0.24195 0.175509 0.000997 0.045155 0.302407 0.000159 0.041478 0.041478 0.049894 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Anth 0.095409 0.021789 0.030608 0.150538 0.150538 0.066795 0.066795 0.047615 0.068339 0.068339 0.109565 0.022137 0.149554 0.025415 0.237456 0.135134 0.045369 0.149147 0.016362 0.154019 0.025728 0.01947 0.207019 0.000725 0.051071 0.193491 0.181699 0.157497 0.045544 0.114661 0.025021 0.171267 0.018801 0.195931 0.248001 0.038273 0.09128 0.18607 0.199446 0.027917 0.048523 0.115731 0.125543 0.153443 0.073366 0.246216 0.120365 0.082076 0.056984 0.055197 0.020474 0.055128 0.119708 0.040264 0.072812 0.184156 0.114331 0.122632 0.172078 0.009273 0.098391 0.146386 0.14085 0.124504 0.083478 0.07526 0.116983 0.046024 0.053052 0.179275 0.087047 0.070313 0.109854 0.173994 0.044731 0.058515 0.20157 0.005885 0.006144 0.001559 0.002431 0.012826 0.255623 1.1E-05 0.032125 0.032125 0.003837 0.255957 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DD-G (wine g0.005775 0.005603 0.06316 0.009912 0.009912 0.052155 0.052155 0.000758 0.226102 0.226102 0.349089 0.279833 0.343888 0.305784 0.16112 0.345687 0.40138 0.310919 0.212583 0.087155 0.259262 0.425876 0.190809 0.094632 6.29E-05 0.286156 0.337967 0.190874 0.006112 0.332556 0.324186 0.355637 0.312702 0.093543 0.329433 0.039583 0.110628 0.064967 0.392249 0.004325 0.00581 0.050392 0.006883 0.13736 0.0853 0.277038 0.096572 0.02744 0.048355 0.047382 0.042902 0.053729 0.123227 0.098773 0.007012 0.322667 0.047262 0.183657 0.16698 0.249026 0.00884 0.031991 0.026638 0.308663 0.014589 0.005639 0.010918 0.044156 0.006777 9.07E-05 0.013399 0.014984 0.006184 0.000153 0.138996 0.080122 0.263725 0.224451 0.077885 0.335324 0.003943 0.044171 0.001817 0.026286 0.245116 0.245116 0.128147 0.029605 0.13967 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CC-G (wine g0.000945 0.007471 0.086366 0.007539 0.007539 0.121746 0.121746 0.015597 0.073367 0.073367 0.266561 0.358689 0.22219 0.342791 0.018934 0.263028 0.414425 0.198467 0.199326 0.003816 0.197392 0.391612 0.021831 0.073947 0.061404 0.110762 0.177456 0.061071 0.02084 0.253854 0.391245 0.207719 0.331034 0.001032 0.09514 0.039353 0.078931 0.00083 0.137402 0.000283 0.000456 0.031182 0.011204 0.05931 0.066681 0.068949 0.027658 0.012467 0.015288 0.004426 0.001518 0.004276 0.07008 0.169126 0.010337 0.130768 0.002444 0.057678 0.03461 0.3236 0.001877 0.017395 0.014129 0.207026 0.089315 0.070575 0.054427 0.122939 0.065246 0.047122 0.091456 0.09209 0.062836 0.036265 0.172418 0.041333 0.306201 0.299687 0.104027 0.486533 0.018756 0.07669 0.005594 0.165381 0.303885 0.303885 0.06509 0.019622 0.057166 0.779145 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPT-G (wine 5.34E-05 0.009537 0.042538 0.003203 0.003203 0.078108 0.078108 0.004557 0.187596 0.187596 0.287437 0.216923 0.287913 0.257158 0.171412 0.29345 0.362669 0.26803 0.209385 0.119138 0.288711 0.430635 0.242083 0.140872 0.011117 0.292528 0.306852 0.210676 0.03444 0.268834 0.264561 0.310662 0.288035 0.125371 0.428987 0.036425 0.114722 0.124097 0.460676 0.003131 0.005534 0.068419 0.033974 0.164643 0.085819 0.374721 0.109355 0.033114 0.063783 0.087172 0.085671 0.100511 0.078396 0.149909 0.00279 0.432467 0.116432 0.289 0.228053 0.262378 0.046369 0.036889 0.030353 0.394781 0.018936 0.010221 0.014826 0.053591 0.001632 0.000571 0.017666 0.021659 0.005178 0.00042 0.256459 0.103326 0.226081 0.29779 0.090521 0.2651 0.018894 0.017454 0.005648 0.001941 0.150066 0.150066 0.086773 0.054107 0.131584 0.933331 0.637731 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPO-G (wine 0.021257 0.006005 0.049271 0.003934 0.003934 0.223035 0.223035 0.003556 0.026402 0.026402 0.131877 0.212766 0.107875 0.2645 0.012053 0.128841 0.306889 0.089259 0.185721 0.011401 0.258721 0.413599 0.046326 0.20049 0.001794 0.090176 0.106106 0.054755 0.003241 0.114583 0.254932 0.107921 0.306461 0.006215 0.209253 0.040657 0.121869 0.056986 0.239255 0.002613 0.007486 0.107233 0.015073 0.12653 0.092301 0.181612 0.069023 0.047395 0.019468 0.033578 0.067016 0.045819 0.01006 0.386774 2.59E-06 0.350858 0.132382 0.28069 0.15459 0.419163 0.084147 0.021403 0.01591 0.461593 0.124178 0.101913 0.113419 0.161333 0.042342 0.09272 0.126874 0.128271 0.085994 0.05224 0.484628 0.085921 0.275 0.552271 0.174994 0.339576 0.062067 0.003749 0.023641 0.021771 0.07802 0.07802 0.01344 0.054237 0.042772 0.683913 0.682435 0.781621 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MM-G (wine 0.039667 0.000766 0.003856 0.025384 0.025384 0.111844 0.111844 0.002773 0.074621 0.074621 0.033786 0.008327 0.0452 0.024238 0.136103 0.044031 0.073358 0.052242 0.060628 0.168667 0.164447 0.169461 0.270496 0.155227 0.181425 0.15502 0.091805 0.148334 0.203233 0.026792 0.021294 0.068428 0.055889 0.18054 0.496821 0.012261 0.076562 0.293018 0.382316 3.08E-05 0.006923 0.077165 0.179875 0.157841 0.049346 0.474964 0.097781 0.027054 0.045853 0.181436 0.205917 0.215704 0.000605 0.139856 0.003415 0.446677 0.262328 0.348957 0.230362 0.279301 0.205956 0.019742 0.014731 0.416594 0.019943 0.024951 0.014826 0.074992 0.000443 0.001159 0.027254 0.038923 0.002425 0.005137 0.32045 0.072607 0.094633 0.197037 0.053015 0.021379 0.153899 0.010265 0.053678 0.022589 0.000819 0.000819 0.013172 0.057923 0.089045 0.436303 0.164835 0.661947 0.571992 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DD-AG (wine 0.002268 0.027562 0.039328 0.011048 0.011048 0.098518 0.098518 0.009531 0.069933 0.069933 0.296333 0.247011 0.278926 0.262171 0.150303 0.369545 0.453933 0.334916 0.294194 0.150331 0.321826 0.445928 0.243926 0.165699 0.017288 0.302822 0.295703 0.269187 0.044553 0.284342 0.300269 0.314322 0.312013 0.125483 0.374182 0.038436 0.067653 0.092119 0.391884 0.002475 0.000232 0.034641 0.021097 0.113502 0.059428 0.321407 0.058965 0.006666 0.159691 0.174055 0.070664 0.17214 0.087984 0.281163 0.04108 0.451812 0.128926 0.330407 0.183194 0.230187 0.010496 0.108344 0.097586 0.42886 0.040522 0.066893 0.04092 0.113497 0.01438 0.006582 0.068608 0.082244 0.022742 0.004051 0.2323 0.167834 0.299252 0.341372 0.122575 0.323024 0.013331 0.012199 0.016445 0.031405 0.111456 0.111456 0.123255 0.061946 0.157592 0.814024 0.662863 0.863683 0.759172 0.529104 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CC-AG(wine 0.043551 0.098643 0.001078 0.242527 0.242527 0.077817 0.077817 0.00116 0.009117 0.009117 0.005603 0.008277 0.025693 1.27E-08 0.115435 0.066978 0.000489 0.114833 0.061281 0.132656 0.155312 0.004979 0.056885 8.12E-05 0.021916 0.069982 0.045009 0.134397 0.028223 0.018688 0.00733 0.042474 0.001264 0.105214 0.002403 8.25E-06 0.014963 0.005193 0.023553 0.053297 0.008728 0.000663 0.024447 0.006576 0.006163 0.000749 0.017313 0.019124 0.053351 0.000328 0.076633 0.002168 0.101117 0.033079 0.21975 0.05323 0.03781 0.161332 0.00966 0.145121 0.311355 0.118792 0.131922 0.174134 0.064005 0.08447 0.14795 0.119029 0.086642 0.204493 0.120794 0.098764 0.147154 0.204966 0.303897 0.003735 0.008993 0.15201 0.00834 0.00097 0.091609 0.006751 0.030905 0.01724 0.019379 0.019379 9.19E-05 0.059608 0.052918 0.027641 0.010275 0.082397 0.17915 0.21378 0.031883 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPT-AG (win 0.00059 0.042818 0.020737 0.0248 0.0248 0.056288 0.056288 0.022776 0.164556 0.164556 0.355571 0.242077 0.358039 0.288126 0.226362 0.389498 0.435593 0.362966 0.258524 0.173273 0.349089 0.475182 0.330465 0.155679 0.023454 0.37607 0.380715 0.290783 0.054082 0.336859 0.297044 0.395031 0.325811 0.176021 0.486033 0.021845 0.079412 0.133304 0.502945 0.000947 0.000175 0.045307 0.035325 0.142276 0.057386 0.422146 0.088621 0.019655 0.144452 0.159966 0.123164 0.175788 0.105049 0.182319 0.019668 0.501598 0.139261 0.345028 0.248498 0.195988 0.016274 0.078922 0.069629 0.413217 0.014458 0.008943 0.003262 0.040801 0.000799 0.001408 0.010527 0.017572 9.38E-06 0.002181 0.23849 0.136135 0.220975 0.29446 0.131302 0.284724 0.006632 0.003647 0.010373 0.00042 0.164924 0.164924 0.071477 0.065796 0.171425 0.876874 0.568527 0.960913 0.709749 0.627892 0.892094 0.055154 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPO-AG (wi 0.083173 0.031352 0.003213 0.004274 0.004274 0.214439 0.214439 0.006571 0.004679 0.004679 0.082345 0.099412 0.072119 0.16414 0.028834 0.098775 0.231436 0.074288 0.175374 0.050222 0.281875 0.361762 0.12339 0.279568 0.032262 0.112188 0.088841 0.0918 0.067904 0.068496 0.138581 0.085878 0.233319 0.039578 0.294334 0.003014 0.048566 0.127344 0.273882 0.000104 0.000121 0.071872 0.065162 0.089252 0.026984 0.269619 0.041737 0.026028 0.067561 0.13077 0.184866 0.163465 0.003791 0.482376 8.18E-05 0.444652 0.265051 0.424049 0.188871 0.256298 0.116758 0.040263 0.032678 0.482182 0.11262 0.120789 0.076469 0.15251 0.006016 0.071411 0.117592 0.138246 0.043056 0.036808 0.622582 0.097465 0.171917 0.518065 0.26642 0.18839 0.079245 0.042036 0.125884 0.029185 0.015699 0.015699 0.000189 0.135715 0.033827 0.377114 0.26796 0.594173 0.776798 0.714396 0.598727 0.256715 0.61939 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MM-AG (wine 0.073528 0.00735 8.74E-06 0.021997 0.021997 0.130909 0.130909 0.006267 0.034865 0.034865 0.02499 0.004529 0.033401 0.017858 0.124663 0.034206 0.06514 0.039225 0.052537 0.169823 0.199871 0.168036 0.284004 0.180907 0.222733 0.145812 0.077349 0.14142 0.242117 0.01785 0.015477 0.055176 0.049843 0.182871 0.493098 0.000977 0.049057 0.300523 0.350362 0.000111 0.001053 0.060708 0.190738 0.126097 0.024336 0.473705 0.069879 0.02217 0.068183 0.234651 0.281368 0.282383 5.09E-05 0.165404 0.003992 0.453159 0.295118 0.376913 0.2076 0.22826 0.191405 0.020559 0.015492 0.409598 0.026465 0.046057 0.010842 0.094313 0.000876 0.003165 0.040371 0.0605 0.001913 0.01005 0.348776 0.062556 0.097823 0.173177 0.109858 0.009619 0.147579 0.07467 0.082727 0.062779 0.00384 0.00384 0.00018 0.078125 0.085998 0.315645 0.097909 0.542788 0.490914 0.954826 0.452867 0.236533 0.548361 0.74925 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DD-CG (wine 0.102529 0.008228 0.009402 0.13419 0.13419 0.274033 0.274033 0.000327 0.001972 0.001972 0.003555 0.00024 0.00809 0.00084 0.003988 0.005416 0.007309 0.00908 0.005887 0.003064 0.179676 0.069014 0.017162 0.104014 0.036937 6.14E-05 0.002917 0.000811 0.043014 0.009633 0.002485 0.004965 0.009881 0.00058 0.096806 0.001208 0.030321 0.053538 0.064996 0.001278 2.68E-05 0.030477 0.033372 0.035311 0.016006 0.091687 0.00993 0.006791 1.24E-05 0.021452 0.061406 0.032489 0.025733 0.173913 0.034539 0.187243 0.180937 0.227719 0.091322 0.18539 0.204932 0.000165 0.000887 0.262223 0.037096 0.108577 0.161774 0.124818 0.039488 0.076813 0.118973 0.113666 0.096572 0.086525 0.384412 0.102962 0.156968 0.357629 0.078836 0.03892 0.077385 0.007369 0.093091 1.75E-05 0.002231 0.002231 0.001903 0.124536 0.000204 0.198401 0.106872 0.371605 0.504163 0.616148 0.333775 0.299131 0.323157 0.630021 0.612723 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CC-CG (wine 0.027234 0.022676 0.022153 1.56E-05 1.56E-05 0.183881 0.183881 0.003117 0.035391 0.035391 0.237291 0.243678 0.211387 0.312434 0.062045 0.263951 0.420335 0.21157 0.297421 0.059745 0.3591 0.542202 0.137014 0.260761 0.001534 0.200262 0.209627 0.152115 0.021153 0.216622 0.303171 0.224977 0.380751 0.046105 0.26664 0.0139 0.061415 0.06274 0.28145 1.84E-05 0.002634 0.0463 0.01326 0.085613 0.042467 0.228007 0.031434 0.016232 0.062061 0.07152 0.065623 0.081317 0.098455 0.330302 0.003766 0.361175 0.112059 0.267128 0.152505 0.212069 0.060242 0.036624 0.030622 0.340323 0.056309 0.087647 0.067042 0.12236 0.020945 0.052634 0.09286 0.101101 0.047898 0.027005 0.519825 0.093754 0.219986 0.39054 0.25152 0.355053 0.017203 0.002809 0.089808 0.003438 0.136065 0.136065 0.018003 0.115552 0.031598 0.665946 0.552581 0.782286 0.802354 0.512784 0.785033 0.138344 0.797667 0.764025 0.496583 0.471751 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPT-CG (win 0.007087 0.000617 0.020403 0.0061 0.0061 0.084392 0.084392 0.008524 0.152947 0.152947 0.189998 0.118328 0.194963 0.167632 0.140713 0.210594 0.269984 0.19505 0.193556 0.12139 0.279036 0.375206 0.236178 0.179458 0.032398 0.236481 0.219205 0.189707 0.064273 0.173878 0.160632 0.221246 0.218711 0.122994 0.39033 0.013316 0.068787 0.126586 0.395483 0.000179 7.29E-05 0.048639 0.040275 0.1173 0.046022 0.345295 0.068443 0.018329 0.043471 0.096611 0.082417 0.108271 0.078036 0.186609 0.000273 0.435257 0.163212 0.323347 0.231469 0.26066 0.095232 0.031492 0.025302 0.408024 0.019839 0.030611 0.034933 0.072812 0.012231 0.012366 0.039967 0.04289 0.021828 0.006947 0.366397 0.084415 0.162228 0.236988 0.111913 0.190917 0.036944 0.000456 0.045964 0.012385 0.107233 0.107233 0.04424 0.072546 0.085482 0.789835 0.475359 0.918957 0.731418 0.72475 0.781605 0.162765 0.889794 0.67482 0.647887 0.469469 0.854741 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPO-CG (wi 0.075156 0.000509 0.016471 0.046648 0.046648 0.258053 0.258053 0.000271 0.008614 0.008614 0.053787 0.065658 0.046573 0.120283 0.022859 0.067785 0.182012 0.048596 0.160167 0.044428 0.255811 0.323461 0.098509 0.293247 0.036676 0.088235 0.063422 0.075975 0.072843 0.042579 0.098988 0.057272 0.191342 0.03529 0.264409 0.007906 0.062441 0.129501 0.252247 0.000324 0.000226 0.079706 0.067407 0.09783 0.038572 0.246216 0.046232 0.030196 0.026978 0.100505 0.135483 0.124231 0.010179 0.393833 0.000466 0.363082 0.205757 0.35345 0.132041 0.297444 0.175965 0.022817 0.017307 0.436981 0.106455 0.170287 0.129045 0.208499 0.036089 0.124211 0.17461 0.187876 0.094382 0.07719 0.667803 0.056051 0.171684 0.389788 0.192577 0.127948 0.130701 0.025926 0.147714 0.013877 0.0069 0.0069 0.002318 0.115407 0.015274 0.388331 0.276834 0.591323 0.764135 0.710717 0.584423 0.338775 0.571313 0.916928 0.730197 0.669452 0.7955 0.740019 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MM-CG (wine 0.029987 0.004337 0.026869 0.057519 0.057519 0.171361 0.171361 1.89E-06 0.051596 0.051596 0.070983 0.057327 0.071255 0.101442 0.059473 0.075627 0.157183 0.063837 0.131074 0.067883 0.236407 0.298412 0.136469 0.216846 0.044279 0.120894 0.095371 0.096604 0.076294 0.058108 0.087295 0.084509 0.155601 0.067535 0.305306 0.017338 0.08219 0.147379 0.294835 0.001455 0.001707 0.076796 0.071909 0.122352 0.055981 0.28374 0.063028 0.032944 0.006905 0.058184 0.088962 0.074122 0.02485 0.239593 0.00644 0.368124 0.166952 0.292591 0.185116 0.280692 0.175718 0.007803 0.004832 0.375948 0.028615 0.0743 0.089623 0.125528 0.029623 0.058115 0.08895 0.089109 0.062166 0.043047 0.510118 0.055114 0.146735 0.273067 0.110677 0.101451 0.09703 0.00532 0.108803 0.01592 0.013295 0.013295 0.013949 0.071289 0.029528 0.527679 0.308105 0.715715 0.720807 0.762681 0.617103 0.317041 0.666045 0.774907 0.732415 0.65975 0.815134 0.885568 0.909898 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPigmented 0.10837 0.006168 0.007358 0.121456 0.121456 0.109863 0.109863 0.059823 0.00015 0.00015 0.007126 0.004613 0.00664 0.006474 0.01572 0.008112 0.000937 0.005032 0.006863 0.055928 0.037515 0.056305 0.084975 0.128422 0.185933 0.016427 0.000122 0.024164 0.19048 0.010921 0.000745 0.00174 0.000477 0.057852 0.135873 0.000679 0.008738 0.099721 0.088705 0.001138 0.003441 0.004714 0.073216 0.02794 0.005003 0.134352 0.005991 0.00048 0.000132 0.045942 0.062209 0.056847 0.001847 0.033937 0.102826 0.207813 0.17136 0.173883 0.113503 0.067857 0.310356 0.019313 0.023422 0.136601 0.005788 0.064112 0.057753 0.109635 0.024412 0.030438 0.069975 0.0736 0.041237 0.08205 0.225521 0.003703 0.004078 0.175775 0.011158 2.13E-05 0.061127 0.016258 0.321309 0.048722 0.08015 0.08015 0.016472 0.18945 0.010754 0.106372 0.02029 0.232987 0.237199 0.531298 0.2045 0.245083 0.197464 0.3908 0.554497 0.608888 0.265647 0.339934 0.446308 0.479606 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTanthocyan 0.025516 0.004285 0.017316 0.008494 0.008494 0.141181 0.141181 0.002104 0.092332 0.092332 0.113377 0.076029 0.120329 0.11476 0.131494 0.128306 0.200079 0.122444 0.138949 0.138251 0.254977 0.319177 0.250292 0.195299 0.081036 0.20577 0.164156 0.172553 0.11738 0.099188 0.110394 0.147068 0.165584 0.141096 0.479304 0.020278 0.097185 0.217753 0.424217 0.000512 0.004557 0.084201 0.10683 0.165775 0.066042 0.441859 0.098881 0.032691 0.056565 0.148425 0.166453 0.175999 0.011755 0.216896 9.37E-05 0.48875 0.222932 0.370286 0.239991 0.326259 0.140909 0.030712 0.024071 0.476052 0.03666 0.041693 0.031225 0.101239 0.002232 0.009154 0.048222 0.059974 0.01301 0.010165 0.388514 0.093517 0.181538 0.30603 0.107894 0.120247 0.09979 0.001807 0.044612 0.004544 0.022476 0.022476 0.027261 0.071114 0.101556 0.665133 0.381269 0.862915 0.782113 0.925793 0.748296 0.191385 0.826629 0.802491 0.856136 0.601372 0.742241 0.893298 0.805295 0.865289 0.445372 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTanthocyan 0.094295 0.025709 0.050922 0.151931 0.151931 0.016508 0.016508 0.083739 0.057166 0.057166 0.157059 0.104273 0.160748 0.154232 0.018713 0.178038 0.112272 0.151583 0.040945 1.98E-05 0.027187 0.024612 0.000889 0.01186 0.114783 0.04392 0.106172 0.01984 0.088271 0.163972 0.099839 0.143176 0.097895 4.43E-05 0.007725 0.007191 0.018712 0.000964 0.021997 0.00413 0.018336 0.023084 0.007739 0.013979 0.014701 0.004552 0.025799 0.015047 0.034073 0.001336 7.45E-05 0.001093 0.022138 0.020907 0.177922 0.000547 0.024973 0.002251 0.001584 0.017163 0.186042 0.111348 0.112663 0.007156 0.00348 0.028159 0.030151 0.031123 0.028822 0.023555 0.028913 0.024912 0.031106 0.089574 0.012687 0.030816 0.071442 0.007898 0.017603 0.077924 0.003833 0.017146 0.317915 0.053715 0.241713 0.241713 0.000974 0.120429 0.165575 0.061727 0.107716 0.017927 0.008208 0.028318 0.014647 0.087576 0.028449 0.007217 0.048584 0.155389 0.001112 0.000168 0.019935 0.021434 0.607874 0.002912 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTglucoside 0.018236 0.003122 0.020528 0.007019 0.007019 0.128328 0.128328 0.001335 0.110614 0.110614 0.117421 0.078947 0.125477 0.114466 0.136132 0.128658 0.196232 0.124227 0.129327 0.135109 0.239274 0.307226 0.245682 0.173524 0.072947 0.206053 0.169103 0.168901 0.106495 0.103439 0.112255 0.151404 0.159667 0.140421 0.480481 0.02536 0.107005 0.214158 0.430348 0.000844 0.007549 0.087403 0.10262 0.175002 0.074743 0.441836 0.109381 0.035125 0.051103 0.13656 0.156291 0.16265 0.009379 0.188792 0.000219 0.476705 0.208066 0.35126 0.240889 0.339126 0.13845 0.027578 0.021325 0.467837 0.033299 0.030771 0.026298 0.090139 0.001508 0.005477 0.038606 0.048403 0.00992 0.00737 0.350309 0.092208 0.180244 0.297512 0.088306 0.122437 0.099347 3.42E-08 0.029858 0.001308 0.026029 0.026029 0.035454 0.061388 0.108198 0.701033 0.40718 0.88353 0.781267 0.919102 0.747797 0.175535 0.833165 0.755679 0.826264 0.569719 0.707283 0.883759 0.753407 0.828424 0.419723 0.994265 0.000914 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTacetylgluc 0.047945 0.02423 0.003965 0.00157 0.00157 0.141198 0.141198 0.010461 0.054649 0.054649 0.105801 0.058957 0.115138 0.097788 0.157478 0.136958 0.197466 0.134828 0.150272 0.189717 0.277423 0.315839 0.320679 0.228787 0.140693 0.235671 0.169323 0.216896 0.182118 0.092828 0.092566 0.150415 0.156819 0.188324 0.528387 0.006758 0.063638 0.257497 0.427584 4.66E-05 0.000172 0.066903 0.139624 0.142142 0.03818 0.491695 0.075723 0.021534 0.114195 0.239648 0.233768 0.275894 0.013576 0.260544 0.001481 0.536672 0.27926 0.424384 0.244157 0.256855 0.114359 0.054955 0.046221 0.483461 0.038494 0.054988 0.018066 0.105548 1.58E-05 0.004399 0.050212 0.071302 0.004755 0.00588 0.388964 0.106089 0.174053 0.28718 0.158507 0.094051 0.090781 0.029838 0.070454 0.022754 0.010656 0.010656 0.010582 0.090888 0.121975 0.529586 0.269447 0.753562 0.686569 0.925245 0.706814 0.162204 0.776242 0.852787 0.9256 0.5952 0.708982 0.811321 0.809435 0.810561 0.466921 0.957809 0.008702 0.931986 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTcoumaroy 0.040211 0.000627 0.023379 0.046761 0.046761 0.194685 0.194685 8.63E-05 0.041245 0.041245 0.078467 0.06982 0.075328 0.11854 0.05233 0.08765 0.183279 0.071613 0.150705 0.06534 0.261173 0.326863 0.135719 0.241103 0.039958 0.122761 0.097456 0.100156 0.073779 0.064758 0.103522 0.089302 0.179305 0.060951 0.307494 0.013785 0.07598 0.139546 0.296947 0.000724 0.000686 0.074784 0.065683 0.115514 0.050173 0.283431 0.057903 0.030059 0.01583 0.075257 0.10299 0.093352 0.023944 0.286316 0.002813 0.385564 0.18393 0.324695 0.178376 0.291098 0.16972 0.014112 0.009902 0.410347 0.047438 0.096519 0.097989 0.146186 0.030424 0.070025 0.109014 0.112732 0.068322 0.048308 0.556765 0.064105 0.16499 0.322049 0.140725 0.126895 0.096926 0.00791 0.114117 0.013967 0.019443 0.019443 0.011244 0.089693 0.029361 0.530284 0.33151 0.726149 0.766527 0.76669 0.652241 0.310149 0.687145 0.836579 0.745268 0.675313 0.849488 0.883132 0.948026 0.991751 0.472145 0.880879 0.01746 0.840938 0.840096 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTdelphinidi 0.001364 0.00883 0.058728 0.008079 0.008079 0.070445 0.070445 0.002011 0.180747 0.180747 0.335814 0.273784 0.326409 0.29765 0.157807 0.350446 0.419137 0.314907 0.234254 0.10222 0.288774 0.443549 0.20755 0.116974 0.00097 0.291857 0.327499 0.21015 0.013548 0.319039 0.321836 0.344868 0.317617 0.101705 0.352855 0.039942 0.103409 0.075209 0.404125 0.001394 0.002969 0.048975 0.010738 0.136414 0.081352 0.298874 0.089083 0.022088 0.069362 0.073032 0.052561 0.079261 0.111607 0.143895 0.011355 0.369198 0.070101 0.229594 0.179441 0.259066 0.012141 0.046102 0.039298 0.355703 0.021371 0.016669 0.019714 0.063362 0.009525 0.001233 0.026068 0.02966 0.011145 0.001133 0.175426 0.104849 0.284513 0.269555 0.093067 0.338205 0.007145 0.033226 9.12E-05 0.027375 0.207541 0.207541 0.125483 0.040786 0.144953 0.986131 0.77219 0.957686 0.742237 0.493234 0.894218 0.034755 0.918283 0.459837 0.37676 0.258897 0.73267 0.829942 0.467286 0.588846 0.145157 0.728137 0.042706 0.755529 0.608783 0.599502 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTcyanidin ( 0.007794 0.069571 0.058517 0.100081 0.100081 0.051994 0.051994 0.003901 0.090097 0.090097 0.302219 0.279515 0.305538 0.33836 0.115782 0.419923 0.405413 0.390276 0.360316 0.086757 0.080584 0.385162 0.106696 0.114312 0.010167 0.248743 0.292789 0.22277 0.000197 0.320973 0.320153 0.32276 0.368283 0.059703 0.113788 0.03258 0.04467 0.014827 0.111739 0.010899 0.001997 0.030276 0.000865 0.046483 0.042496 0.092467 0.010518 0.002062 0.075135 0.016082 0.002275 0.009475 0.194582 0.130626 0.110147 0.093457 0.000491 0.011152 0.035436 0.122033 0.036483 0.104921 0.102063 0.076208 0.02412 0.015848 0.001941 0.030824 0.0061 0.000103 0.01603 0.021837 0.002261 0.0022 0.045071 0.039594 0.230025 0.137295 0.10122 0.465132 0.000357 0.05473 0.004877 0.125116 0.326702 0.326702 0.05183 0.004236 0.114118 0.616349 0.788929 0.458646 0.398262 0.062305 0.554833 0.11669 0.452375 0.123076 0.027029 0.019444 0.386122 0.297753 0.104424 0.127723 0.000259 0.20993 0.165509 0.228484 0.157601 0.145053 0.611298 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTpetunidin 0.00028 0.01221 0.036707 0.003909 0.003909 0.075597 0.075597 0.007071 0.182752 0.182752 0.292641 0.214015 0.293901 0.256886 0.179436 0.304489 0.370317 0.279458 0.218454 0.12923 0.301149 0.438252 0.258478 0.148149 0.014505 0.304324 0.314274 0.223987 0.040149 0.273953 0.263117 0.319569 0.291359 0.134646 0.440123 0.031799 0.105386 0.127328 0.467408 0.002345 0.003472 0.063214 0.035125 0.158392 0.077856 0.384452 0.103186 0.029602 0.073892 0.099851 0.092287 0.113695 0.083547 0.159999 0.0042 0.449233 0.125292 0.304503 0.234471 0.25341 0.043981 0.042833 0.035758 0.403711 0.018434 0.01142 0.013714 0.053429 0.001225 0.000444 0.018029 0.0227 0.004514 0.000214 0.264986 0.108077 0.222027 0.295279 0.099852 0.264739 0.017747 0.012379 0.008437 0.000408 0.150397 0.150397 0.080957 0.058148 0.135052 0.922099 0.618656 0.998201 0.774178 0.669217 0.871581 0.083997 0.972747 0.612202 0.558814 0.375388 0.800276 0.931689 0.606954 0.729396 0.237757 0.869548 0.016977 0.885426 0.771226 0.740845 0.951133 0.447978 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTpeonidin 0.041601 0.007759 0.031753 0.009263 0.009263 0.242854 0.242854 0.000657 0.018335 0.018335 0.11121 0.1651 0.092768 0.226344 0.017758 0.116853 0.282838 0.082598 0.190223 0.023682 0.279432 0.410322 0.072004 0.246683 0.00216 0.099805 0.099759 0.069284 0.019928 0.094708 0.208774 0.098665 0.285307 0.016029 0.249969 0.024628 0.099423 0.086241 0.264213 0.001455 0.003135 0.100694 0.032389 0.120676 0.070136 0.222709 0.062588 0.041976 0.029666 0.062807 0.103864 0.081589 0.009244 0.431575 1.33E-05 0.394017 0.178748 0.340193 0.166224 0.384643 0.112557 0.026384 0.020111 0.4904 0.126107 0.125176 0.115899 0.179317 0.033998 0.100315 0.142493 0.150126 0.083451 0.056997 0.578838 0.086886 0.246378 0.545598 0.205491 0.276433 0.081324 0.001076 0.059134 0.001395 0.047678 0.047678 0.006525 0.082435 0.037005 0.594515 0.536151 0.751973 0.967396 0.664516 0.737337 0.235238 0.707516 0.898403 0.61782 0.594084 0.845282 0.769198 0.890455 0.816097 0.320226 0.841733 0.000161 0.820994 0.788125 0.866562 0.668504 0.286019 0.754748 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTmalvidin ( 0.045308 0.00084 0.003953 0.028317 0.028317 0.124693 0.124693 0.002805 0.065786 0.065786 0.036342 0.010799 0.046706 0.029328 0.128489 0.046385 0.081483 0.05244 0.06716 0.161132 0.183238 0.186601 0.264786 0.170985 0.174933 0.154252 0.092228 0.145582 0.199772 0.028505 0.025611 0.069576 0.064706 0.171821 0.488818 0.009983 0.073876 0.285482 0.378251 0.0001 0.00499 0.076284 0.173482 0.15256 0.046157 0.46664 0.09123 0.027536 0.045067 0.179635 0.210282 0.215022 5.91E-06 0.158465 0.003911 0.453021 0.265133 0.358695 0.228121 0.278159 0.206261 0.018959 0.014003 0.423819 0.022606 0.033511 0.019374 0.085723 6.24E-06 0.003675 0.035495 0.048444 0.004925 0.008551 0.354136 0.070953 0.103274 0.20592 0.069451 0.024847 0.150922 0.017434 0.065585 0.028512 0.000407 0.000407 0.009606 0.064764 0.083242 0.434851 0.168763 0.664846 0.589082 0.995686 0.539826 0.234882 0.636107 0.749634 0.967633 0.639365 0.554808 0.748934 0.75686 0.80465 0.546518 0.934817 0.031771 0.920053 0.941513 0.809337 0.495139 0.062043 0.674802 0.691799 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
FFlavonol A1 0.123617 0.030783 0.08712 0.006616 0.006616 0.026157 0.026157 0.022594 0.187908 0.187908 0.058885 0.008701 0.070576 0.000104 0.153653 0.025598 0.002658 0.028848 0.033819 0.046363 0.031561 0.000782 0.081827 0.068821 0.015967 0.074361 0.091994 0.029385 0.004081 0.051695 0.006255 0.071343 0.007546 0.100992 0.213332 0.081065 0.170631 0.096205 0.198552 0.101471 0.151079 0.057394 0.031246 0.193412 0.142149 0.196474 0.22007 0.095757 0.004656 0.023341 0.043664 0.031303 0.018194 0.12567 0.001441 0.024318 1.69E-05 0.013127 0.016747 0.010162 0.001982 0.000418 0.000624 0.016892 0.091373 0.069979 0.098444 0.012791 0.016096 0.149538 0.06369 0.05335 0.073362 0.040464 0.071015 0.000743 0.104975 0.071947 0.060845 0.055269 0.010036 0.023121 0.371416 0.051584 0.046505 0.046505 0.120526 0.112167 0.306739 0.227675 0.081781 0.165311 0.013879 0.08858 0.087729 0.000329 0.135882 0.00404 0.049117 0.000676 0.007398 0.096458 1.48E-05 0.023946 0.003304 0.088538 0.107101 0.113954 0.052533 0.01567 0.188815 0.060607 0.155591 0.00403 0.074529 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
FFlavonol A20.053752 0.005681 0.060921 0.007324 0.007324 0.002523 0.002523 0.007333 0.251773 0.251773 0.096337 0.025395 0.106177 0.005958 0.18978 0.056852 0.037262 0.056322 0.004292 0.081975 0.082936 0.021392 0.151476 0.013012 0.037436 0.129734 0.138922 0.067537 0.023628 0.084651 0.027582 0.113281 0.000793 0.142387 0.4095 0.054265 0.158258 0.168151 0.347654 0.071397 0.088041 0.069321 0.056977 0.222207 0.120698 0.372626 0.211032 0.087505 0.022 0.077633 0.114012 0.097934 0.004025 0.013712 0.007234 0.154743 0.060574 0.118137 0.100136 0.110663 0.091889 0.000582 0.000142 0.146607 0.02683 0.024275 0.057343 0.000124 0.01108 0.081574 0.021979 0.013938 0.043236 0.018279 0.010242 0.000555 0.084327 0.000408 0.012968 0.011148 0.090424 0.016432 0.140926 0.000497 0.073894 0.073894 0.039704 0.028205 0.280909 0.406079 0.17676 0.426023 0.16688 0.382866 0.256329 0.058376 0.394551 0.105551 0.318911 0.071126 0.154547 0.36265 0.125698 0.220864 0.038902 0.379115 0.064145 0.413311 0.32223 0.206723 0.37938 0.085227 0.420101 0.15562 0.363082 0.752281 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((A) M-GS ( 0.008376 0.000135 0.00224 0.011264 0.011264 0.003762 0.003762 0.000705 0.099877 0.099877 0.002545 0.023898 0.013535 0.012808 0.184793 0.006985 0.000293 0.018354 0.001911 0.185918 0.00449 0.017502 0.220133 0.021334 0.218658 0.102578 0.047666 0.113374 0.199453 0.002733 0.012639 0.027495 0.002782 0.227753 0.371853 0.005675 0.045909 0.303052 0.193738 0.002059 0.01046 0.047933 0.217323 0.116023 0.028244 0.374106 0.064779 0.022963 0.004433 0.095349 0.064545 0.102345 8.8E-08 0.000253 0.01479 0.102935 0.124073 0.060156 0.07741 0.060838 0.297907 0.000177 3.35E-05 0.055337 0.029119 0.01043 0.059017 0.000955 0.040594 0.046541 0.017751 0.008046 0.053952 0.013818 0.103306 0.007679 0.004042 0.032487 0.00268 0.090215 0.222219 0.027539 0.001445 0.190623 0.006126 0.006126 0.002399 0.008068 0.108528 0.105529 0.002632 0.208709 0.080209 0.500928 0.088229 0.076322 0.197535 0.192211 0.525909 0.152767 0.136035 0.300701 0.23004 0.297879 0.211936 0.364529 0.012011 0.359318 0.390194 0.280313 0.109623 9.4E-05 0.216442 0.131023 0.496756 0.226341 0.532631 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQ-GR (wine 0.056934 0.142166 0.039961 0.056675 0.056675 0.012327 0.012327 0.021964 0.043758 0.043758 0.002961 0.000658 0.004284 0.027727 0.014888 0.002228 0.007964 0.001181 0.093649 0.000175 0.000421 0.023972 1.69E-05 0.167485 0.002382 1.77E-07 0.002525 0.00398 0.015426 0.001624 0.002167 0.002133 0.065613 0.0034 0.024899 0.074599 0.092772 0.011814 0.030639 0.048134 0.083498 0.007597 0.000931 0.069896 0.09122 0.023087 0.081415 0.02818 0.10859 0.027656 0.023045 0.030852 0.001535 0.103966 0.060319 0.016369 0.037418 0.022584 0.003012 0.001675 0.020323 0.078479 0.078667 0.012352 0.181178 0.059628 0.041347 0.018861 0.00036 0.067999 0.049573 0.055293 0.02313 0.00291 0.080419 0.010811 0.018913 0.154633 0.165108 0.128716 0.032031 0.041461 0.370123 0.049331 4.01E-06 4.01E-06 0.134362 0.227964 0.168553 0.090839 0.028873 0.050346 0.000302 0.025605 0.015343 0.012917 0.023294 0.031172 0.00631 0.003337 0.000224 0.036619 0.002723 0.014314 0.000525 0.022099 0.024247 0.033196 0.003126 0.005101 0.066642 0.004347 0.044438 0.001128 0.020525 0.691581 0.431179 0.185731 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQ-GS (wine 0.00632 0.002536 0.007119 6.33E-08 6.33E-08 0.04771 0.04771 0.011093 0.036034 0.036034 0.009154 0.037358 0.002786 0.050341 0.025174 0.014628 0.026683 0.008023 0.017517 0.00954 0.193685 0.013585 0.001242 0.029875 0.01956 0.000445 4.29E-05 0.000335 0.011955 0.004717 0.035492 0.002644 0.052592 0.023758 0.015648 0.002877 0.003121 0.050934 0.002487 0.020436 0.001629 0.002355 0.05957 0.011925 0.00322 0.021494 0.002518 0.010936 0.104708 0.050226 0.023808 0.050828 0.002492 0.030193 0.109657 0.019113 0.011799 0.029551 0.015744 0.045436 0.210609 0.07276 0.069677 0.086079 0.225077 0.1087 0.143097 0.111125 0.060487 0.090268 0.131145 0.125443 0.106078 0.030748 0.004158 0.266493 0.248138 0.090962 0.15534 0.228195 0.102716 0.000244 0.017599 0.31695 0.077911 0.077911 0.002281 0.0444 0.000741 0.013431 0.051493 0.001548 0.0197 0.014742 0.027531 0.016654 0.003094 7.09E-06 0.020716 0.000445 0.000492 0.002836 0.001277 0.005937 0.060857 0.00132 0.090128 0.000846 0.002356 0.003324 0.016578 0.058757 0.001188 0.006657 0.015074 0.012678 0.077237 0.392395 0.093946 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((B) M-GR ( 0.000116 6.13E-05 0.001875 8.57E-06 8.57E-06 0.002526 0.002526 0.044243 0.032427 0.032427 0.000725 0.025427 0.000115 0.028446 0.067559 0.002042 0.011284 0.000575 0.029177 0.048984 0.004418 0.003101 0.058735 0.002598 0.080114 0.018077 0.007168 0.014386 0.054516 0.001306 0.022017 0.001035 0.027506 0.078413 0.190664 0.007026 0.067328 0.169841 0.072884 0.025918 0.051608 0.063685 0.11858 0.103205 0.040282 0.194774 0.077313 0.054161 0.007875 0.070593 0.076034 0.08298 0.005148 0.049434 0.006259 0.008748 0.034627 0.009429 0.001101 0.029509 0.156408 0.000182 0.000295 0.011338 0.01684 0.012966 0.098363 0.005732 0.039927 0.048965 0.024076 0.011576 0.068564 0.015188 0.010092 0.025186 0.00079 0.153328 0.004845 0.178575 0.1583 0.042709 0.081526 0.051417 0.000368 0.000368 0.049333 0.081268 0.12284 0.010115 0.002404 0.031436 0.003357 0.155958 0.000936 0.026261 0.027056 0.022149 0.188925 0.018388 0.00746 0.045959 0.036366 0.044962 0.003401 0.085495 0.028112 0.087134 0.100133 0.041762 0.007805 0.00961 0.032162 0.010859 0.151352 0.362613 0.523539 0.689714 0.226838 0.205445 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((C) K-GS (w0.000343 0.040125 0.032753 0.039386 0.039386 0.042647 0.042647 0.001267 0.05302 0.05302 0.272851 0.247009 0.241234 0.272154 0.073172 0.277954 0.329314 0.225852 0.135274 0.044867 0.49976 0.291854 0.133986 0.07153 0.000578 0.183456 0.225214 0.119436 0.001129 0.240562 0.275515 0.250798 0.263941 0.041631 0.251389 0.017146 0.079514 0.031535 0.285248 0.011381 0.008679 0.040883 0.000441 0.098901 0.054411 0.203707 0.081734 0.030467 0.209305 0.169791 0.173848 0.197452 0.078065 0.140893 0.097317 0.32448 0.055009 0.274165 0.105507 0.145161 0.037257 0.14791 0.137056 0.367137 0.045124 0.014311 0.003676 0.035702 5.63E-06 0.000156 0.015211 0.02323 0.000523 0.006122 0.069983 0.22119 0.499586 0.203709 0.230052 0.338309 0.008423 0.000967 0.032522 0.088032 0.227833 0.227833 0.063752 0.014137 0.201284 0.666756 0.53373 0.606917 0.486493 0.255702 0.649547 0.012494 0.643706 0.28439 0.204856 0.111267 0.462671 0.472986 0.26216 0.300672 0.001718 0.425706 0.243093 0.441585 0.376674 0.319953 0.682974 0.441163 0.608175 0.423187 0.258248 0.235093 0.287063 0.013427 0.044407 0.209572 0.010756 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((F) I-GS (w 0.000735 0.005107 0.002046 0.00999 0.00999 0.001009 0.001009 0.001341 0.017877 0.017877 0.008616 0.047008 0.002189 0.048769 0.038291 0.012276 0.021831 0.00658 0.016972 0.027258 0.049235 0.003679 0.020945 0.00368 0.059539 0.004438 0.000176 0.004701 0.044634 0.006725 0.040143 0.001084 0.041302 0.047772 0.08021 0.003273 0.024785 0.130636 0.025516 0.020886 0.013025 0.026006 0.119651 0.047215 0.015423 0.092354 0.022343 0.029227 0.040551 0.000499 0.000379 0.000215 0.003802 0.026064 0.074545 0.001361 0.033586 0.00099 0.006171 0.000343 0.283416 0.037173 0.036946 0.010303 0.118311 0.040509 0.090135 0.03779 0.049881 0.047292 0.057943 0.047472 0.070262 0.012142 0.022892 0.133549 0.088766 0.145458 0.057889 0.311088 0.19075 0.033869 0.000111 0.327753 0.058493 0.058493 0.031444 0.06634 0.027058 0.005997 0.055611 0.001472 0.00262 0.092396 0.011061 0.058834 0.000528 0.019259 0.126748 0.02363 0.003056 0.022422 0.035617 0.043812 0.076642 0.034668 0.046067 0.029918 0.048118 0.037794 0.006323 0.082732 0.002066 0.00105 0.095055 0.071781 0.201895 0.685318 0.158538 0.758912 0.581496 0.097021 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((G) S-GS ( 0.033655 0.011679 0.001611 7.1E-05 7.1E-05 0.058644 0.058644 0.019692 0.000623 0.000623 0.022856 0.023318 0.017687 0.003795 0.01276 0.024873 0.010604 0.02867 0.002528 0.025969 0.031081 0.005612 0.043055 0.08883 0.136952 0.005053 0.000414 0.003544 0.132533 0.029945 0.016344 0.011473 3.76E-05 0.04021 0.189218 0.001717 0.093254 0.22436 0.080269 0.053535 0.07197 0.194087 0.202758 0.136072 0.045992 0.203841 0.098563 0.144205 0.056445 0.132146 0.316616 0.189784 0.003231 0.022632 0.004489 0.136614 0.28346 0.205383 0.061763 0.059774 0.166262 0.013468 0.010886 0.166622 0.017689 0.019267 0.002269 0.018107 0.004142 0.002981 0.009958 0.020142 0.001089 0.000821 0.156155 0.008663 0.041063 0.003728 0.094036 0.057652 0.089852 0.258231 0.004707 0.126342 0.00339 0.00339 0.205039 0.000143 0.032396 0.002104 0.004165 0.044089 0.089758 0.282123 0.017731 0.097726 0.044839 0.258928 0.388698 0.233576 0.083502 0.084064 0.256268 0.164751 0.103572 0.191574 0.00403 0.169862 0.261597 0.184453 0.006662 0.018394 0.047657 0.153182 0.295115 0.02934 0.15514 0.393749 0.002263 0.037814 0.532917 0.02491 0.273715 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQuercetin ( 0.051917 0.074715 0.049191 0.018875 0.018875 0.003626 0.003626 0.074944 0.023492 0.023492 0.014897 0.004038 0.013072 0.003425 0.012011 0.003349 0.000192 0.003578 0.04419 0.00012 0.04517 0.008603 0.000672 0.118833 0.00705 0.001526 0.008957 1.74E-05 0.022336 0.010246 0.001914 0.010359 0.021096 0.002198 0.029888 0.092538 0.093711 0.00205 0.031063 0.020403 0.08087 0.007803 0.002363 0.067201 0.099124 0.023297 0.079765 0.016296 0.005244 9.7E-05 0.003138 1.72E-05 0.002034 0.062872 0.000992 0.002208 0.038899 0.005253 0.003529 0.008505 0.000185 0.00745 0.007601 0.000116 0.075569 0.025583 0.018747 0.00554 0.000161 0.050051 0.020448 0.0222 0.010668 0.006203 0.061934 0.012961 0.078777 0.09882 0.05641 0.013277 0.00296 0.051462 0.401417 0.177175 0.04149 0.04149 0.123501 0.158737 0.13783 0.162064 0.094281 0.090636 0.011566 0.020711 0.062903 8.86E-05 0.064148 0.018911 0.002833 0.002559 0.007658 0.055061 0.001151 0.015468 0.036758 0.032014 0.166064 0.045695 0.00765 0.007784 0.133916 0.066543 0.083608 0.001227 0.016191 0.7196 0.414627 0.081076 0.760068 0.000831 0.180355 0.251809 0.010358 0.000516 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
KKaempfero 0.198345 0.184617 0.042178 0.012821 0.012821 0.166481 0.166481 0.011616 0.100034 0.100034 9.24E-06 0.022105 0.001954 0.068773 0.052326 0.004476 0.046623 0.000364 0.116742 0.00624 0.037439 0.110316 0.00219 0.241958 0.001805 0.001181 0.003939 5.25E-05 0.002861 6.89E-05 0.032405 0.001359 0.124609 0.027914 0.01335 0.110327 0.075697 0.011705 0.018097 0.044861 0.131527 0.007336 0.002502 0.067468 0.09321 0.0136 0.104682 0.026548 0.0568 0.020882 0.030931 0.026397 0.000793 0.249764 0.022476 0.023082 0.042458 0.039491 3.58E-05 0.009459 0.003115 0.039244 0.037721 0.041776 0.279885 0.15511 0.083877 0.077589 0.00382 0.15621 0.12965 0.147245 0.055885 0.043009 0.247014 0.025777 0.008297 0.306314 0.346765 0.193307 0.001458 0.106096 0.382635 0.029876 4.83E-07 4.83E-07 0.151903 0.282358 0.104329 0.025788 0.00013 0.003139 0.053674 0.000697 0.002251 0.015084 2.04E-06 0.175262 0.015841 0.082042 0.053383 0.000215 0.095915 0.01109 0.038219 0.003615 0.044762 0.000364 0.022858 0.026488 0.010544 1.62E-05 0.001904 0.084665 0.002875 0.64081 0.298276 0.089579 0.806854 0.060137 0.125404 0.01106 0.06434 0.038309 0.714127 1 0 0 0 0 0 0 0 0 0 0 0 0 0
FFlavonol H 0.000298 0.003509 0.05986 0.002678 0.002678 0.05396 0.05396 0.124095 0.002249 0.002249 0.005387 0.037388 0.000157 0.02689 0.021338 0.002107 0.022595 0.00014 0.00036 0.017079 0.231826 0.009057 0.00746 0.000275 0.027052 0.003521 0.000122 0.007287 0.028083 0.001179 0.034194 3.72E-06 0.016731 0.025653 0.019228 0.050027 0.09154 0.001077 0.024257 0.008155 0.070235 0.056724 0.012598 0.055562 0.079469 0.011982 0.06747 0.034863 0.067783 0.058557 0.06428 0.069114 0.019243 0.050036 0.028814 0.068002 0.021498 0.124488 0.005337 0.170973 1.59E-07 0.045395 0.040296 0.219732 0.090754 0.055781 0.059724 0.060301 0.053146 0.037189 0.067735 0.063819 0.057299 0.013681 0.030699 0.138247 0.333971 0.075756 0.063055 0.110941 0.000497 0.007667 0.147449 0.285782 0.166609 0.166609 0.000719 0.005777 0.040011 0.212741 0.270179 0.179774 0.259148 0.07819 0.208019 0.018688 0.153496 0.087779 0.047666 0.086012 0.129891 0.115571 0.098677 0.087787 0.021628 0.137049 0.258537 0.150163 0.096336 0.099925 0.221123 0.169854 0.171356 0.197837 0.075267 0.174296 0.148783 0.000207 0.04202 0.302029 0.040959 0.593427 0.110609 0.088342 0.33282 0.021668 1 0 0 0 0 0 0 0 0 0 0 0 0
TTflavonols 0.018367 0.03693 0.019499 0.015146 0.015146 0.00167 0.00167 0.01526 0.095806 0.095806 0.011658 0.001265 0.019393 0.010843 0.095284 0.003096 1.85E-05 0.005819 0.022909 0.043965 0.01015 5.86E-05 0.060282 0.032377 0.032343 0.036009 0.033203 0.02077 0.015759 0.009438 0.000806 0.022166 0.019359 0.078424 0.210946 0.061066 0.129451 0.134069 0.14462 0.046532 0.079337 0.049617 0.067679 0.158119 0.107623 0.203934 0.131948 0.059896 0.009449 0.00909 0.010467 0.010841 9.12E-05 0.033589 0.030825 0.016937 0.011424 0.008072 0.022646 0.026365 0.133276 0.013249 0.014405 0.010063 0.12274 0.047195 0.080768 0.014636 0.018636 0.089703 0.05093 0.042653 0.058692 0.018023 0.000353 0.010919 0.01437 0.091682 0.05175 0.103793 0.110108 0.001259 0.159136 0.003722 0.001983 0.001983 0.032875 0.127462 0.205393 0.172962 0.040908 0.187052 0.047038 0.23376 0.084079 0.043347 0.150674 0.025842 0.195612 0.031359 0.060812 0.198594 0.063313 0.146249 0.028709 0.19599 0.021043 0.213142 0.156355 0.122838 0.154013 0.01164 0.183784 0.048399 0.223379 0.686204 0.743278 0.650906 0.727769 0.252411 0.628962 0.091247 0.458158 0.139802 0.573676 0.519205 0.06187 1 0 0 0 0 0 0 0 0 0 0 0
TTQ-glycosid0.049457 0.102807 0.015518 0.035928 0.035928 0.031571 0.031571 0.005604 0.059582 0.059582 1.74E-05 0.009891 0.00093 0.050296 0.026239 0.007573 0.018994 0.004094 0.088595 0.000865 0.026783 0.029198 0.000313 0.157096 0.000337 6.88E-05 0.001392 0.001825 0.002929 1.58E-05 0.013016 0.000247 0.08858 0.011977 0.031233 0.057256 0.070344 0.031967 0.025499 0.054312 0.060738 0.007958 0.015399 0.065047 0.069458 0.032714 0.061295 0.0311 0.155682 0.050172 0.033822 0.053813 0.002662 0.107353 0.109474 0.025075 0.011991 0.036059 5.85E-05 0.002981 0.090679 0.11105 0.109658 0.043443 0.283814 0.108342 0.100183 0.060329 0.01338 0.109153 0.105808 0.110203 0.06463 0.013142 0.039718 0.086357 0.006603 0.189428 0.225163 0.219624 0.070363 0.028264 0.188053 0.001501 0.011089 0.011089 0.074858 0.21243 0.104453 0.037034 0.001799 0.026394 0.001898 0.031326 0.000943 0.020512 0.009742 0.019435 0.014902 0.002981 0.00044 0.030297 0.000724 0.016057 0.006833 0.017731 1.28E-06 0.024612 0.00414 0.006466 0.023338 0.002178 0.023609 0.003612 0.026968 0.501005 0.40474 0.35896 0.848455 0.426251 0.318517 0.000382 0.453099 0.001736 0.465084 0.664366 0.003799 0.782041 1 0 0 0 0 0 0 0 0 0 0
TTM-glycosi 0.00624 6.93E-05 0.001013 0.00807 0.00807 0.003707 0.003707 0.000272 0.089487 0.089487 0.001404 0.025443 0.009972 0.015967 0.167829 0.003841 2.72E-05 0.012003 2.74E-05 0.162927 0.004713 0.010206 0.193159 0.012877 0.198636 0.086608 0.039729 0.093293 0.175445 0.001392 0.014881 0.021156 0.005625 0.205415 0.352455 0.006219 0.052067 0.290802 0.176548 0.004611 0.016382 0.053268 0.207757 0.119647 0.031846 0.35533 0.070479 0.029058 0.005243 0.095392 0.070047 0.103909 0.000182 0.002964 0.013672 0.082487 0.109374 0.050304 0.057703 0.057236 0.28328 7.57E-05 2.9E-06 0.04734 0.028067 0.011438 0.068803 0.001599 0.042606 0.049447 0.019809 0.009088 0.059426 0.0148 0.083504 0.010615 0.002285 0.050627 0.003189 0.109691 0.220377 0.031648 0.000503 0.166375 0.003815 0.003815 0.006903 0.016683 0.117081 0.085197 0.001164 0.173979 0.061991 0.446754 0.065311 0.068832 0.163466 0.157089 0.476654 0.125234 0.106448 0.250951 0.192497 0.248352 0.158481 0.315806 0.003751 0.312299 0.341036 0.233467 0.086954 0.000689 0.180233 0.104837 0.441995 0.261594 0.558955 0.989422 0.202981 0.372987 0.780356 0.013605 0.701081 0.439218 0.101111 0.100616 0.000638 0.681 0.370015 1 0 0 0 0 0 0 0 0 0
CCaffeic acid 0.005897 0.024012 0.000483 0.051037 0.051037 0.008872 0.008872 3.99E-06 0.100025 0.100025 0.050275 0.001385 0.067254 0.016062 0.120358 0.099774 0.083531 0.10982 0.100437 0.14294 0.06384 0.089209 0.188324 0.103932 0.115804 0.142006 0.089569 0.16011 0.134969 0.051873 0.008076 0.092768 0.043516 0.145948 0.233994 0.012639 0.000878 0.133781 0.156925 0.009882 0.020929 0.000495 0.075764 0.012795 0.003847 0.222684 0.002865 0.001613 0.007348 0.121676 0.067089 0.126115 0.02829 0.174633 0.025235 0.13117 0.043634 0.070353 0.046352 0.18519 0.050178 0.051111 0.046989 0.146136 0.056045 0.05904 0.013059 0.114486 0.003339 0.020649 0.059396 0.078362 0.010826 0.009412 0.268777 0.027877 0.038024 0.006921 0.066155 0.014807 0.253165 0.045901 0.079669 0.039182 0.015008 0.015008 0.112607 0.046269 0.05113 0.155053 0.052589 0.212715 0.138467 0.332098 0.201891 0.116737 0.222682 0.227939 0.348114 0.06021 0.212206 0.343154 0.31073 0.355189 0.116682 0.314347 0.00018 0.295696 0.32817 0.339049 0.172697 0.012989 0.226882 0.195214 0.347918 0.028678 0.150142 0.291628 0.037646 0.043671 0.058288 0.078382 0.076193 0.020755 0.014766 0.009747 0.000653 0.143596 0.057534 0.248932 1 0 0 0 0 0 0 0 0
CCoumaric a 0.023938 0.035683 0.002682 0.103335 0.103335 0.01187 0.01187 0.000362 0.044491 0.044491 0.007974 0.006158 0.014614 5.7E-05 0.060078 0.025857 0.021926 0.032137 0.02858 0.088353 0.059545 0.030159 0.126249 0.063122 0.124137 0.060407 0.02536 0.078035 0.124422 0.007129 0.001081 0.026678 0.004715 0.093495 0.166035 0.030844 0.005354 0.107805 0.092365 0.006876 0.021343 0.000639 0.064442 0.00324 0.013083 0.16104 0.000226 0.00348 0.000902 0.120548 0.086161 0.130664 0.003159 0.126171 0.012113 0.078267 0.030938 0.049557 0.014043 0.16699 0.044666 0.027644 0.024791 0.116422 0.05482 0.067826 0.008413 0.113804 0.002693 0.023524 0.062215 0.084545 0.008962 0.016894 0.192761 0.016859 0.035688 0.000105 0.061476 0.00021 0.29316 0.102707 0.046336 0.036287 0.051725 0.051725 0.068775 0.02558 0.048501 0.067207 0.009602 0.109257 0.070718 0.279627 0.0991 0.160687 0.112882 0.154563 0.314358 0.041537 0.102736 0.216054 0.231431 0.258678 0.098325 0.224917 0.000469 0.209067 0.245911 0.241582 0.078072 0.002551 0.118896 0.117319 0.292432 0.037284 0.134896 0.291288 0.068164 0.039858 0.093511 0.043418 0.099404 0.036631 0.025221 0.020369 0.000691 0.167337 0.083758 0.260662 0.940916 1 0 0 0 0 0 0 0
SSPEC WTa 0.003484 0.001608 0.031706 0.001204 0.001204 0.082836 0.082836 0.000304 0.169961 0.169961 0.142674 0.086805 0.152581 0.12841 0.15182 0.151513 0.198884 0.140528 0.121363 0.123554 0.234995 0.290662 0.23588 0.144716 0.050352 0.216775 0.194178 0.164366 0.079271 0.12813 0.119011 0.176365 0.165092 0.138235 0.48006 0.02268 0.122465 0.198196 0.432602 0.006414 0.016734 0.107162 0.086115 0.188455 0.081203 0.437131 0.131713 0.054343 0.054292 0.126845 0.156056 0.153531 0.03484 0.162828 1.92E-05 0.440096 0.203865 0.33484 0.237016 0.315361 0.118356 0.032739 0.026139 0.444684 0.029679 0.021666 0.011604 0.072152 0.003201 0.003115 0.028575 0.036569 0.006446 0.003127 0.317289 0.060327 0.20169 0.201859 0.105668 0.119368 0.07492 0.001044 0.004248 0.003714 0.092324 0.092324 0.024316 0.035055 0.140522 0.770353 0.47016 0.901927 0.740936 0.812884 0.727413 0.123435 0.849513 0.658868 0.724304 0.428333 0.711902 0.900731 0.676053 0.769557 0.275683 0.927901 0.011228 0.939191 0.850375 0.780535 0.799609 0.301515 0.903567 0.758626 0.816523 0.198774 0.529277 0.408828 0.063344 0.003836 0.153432 0.520417 0.044163 0.203098 0.099146 0.005457 0.209947 0.304501 0.0509 0.372446 0.307031 0.211103 1 0 0 0 0 0 0
SSPEC WTp 0.038614 4E-05 0.090317 0.018567 0.018567 0.005408 0.005408 0.031922 0.253941 0.253941 0.198462 0.082632 0.229062 0.120837 0.240674 0.228353 0.162935 0.218557 0.101766 0.137972 0.133369 0.173316 0.210822 0.049334 0.019372 0.261234 0.270052 0.192372 0.034064 0.194824 0.103383 0.25037 0.130604 0.172285 0.341286 0.035259 0.132477 0.140585 0.308288 0.02457 0.038109 0.10692 0.052111 0.178205 0.095 0.310678 0.137015 0.074993 0.058108 0.081204 0.06496 0.089882 0.204921 0.024337 0.036425 0.174973 0.034783 0.091881 0.080207 0.133372 0.000424 0.064158 0.059356 0.16396 2.88E-05 0.001427 0.009363 0.015926 0.002741 0.009377 0.001336 0.003894 0.001675 0.007893 0.046629 0.001907 0.232324 0.00088 0.049413 0.054066 0.021898 1.11E-06 0.057499 0.007166 0.255141 0.255141 0.02504 0.013695 0.27741 0.614256 0.443201 0.534699 0.296285 0.238366 0.446382 0.000116 0.51549 0.142202 0.192741 0.033427 0.377332 0.505309 0.209759 0.318389 0.001557 0.367864 0.208911 0.382316 0.302555 0.307396 0.583539 0.437579 0.535253 0.262086 0.244746 0.485922 0.570891 0.241661 0.224636 2.05E-06 0.22096 0.54657 0.01955 0.082519 0.371409 0.154831 0.274786 0.415864 0.142691 0.250395 0.19873 0.129535 0.586044 1 0 0 0 0 0
HHWC Wine 0.06219 0.062119 0.28226 0.318163 0.318163 0.145198 0.145198 0.018273 0.158978 0.158978 0.130639 0.517069 0.036657 0.241998 0.155628 0.016675 0.156752 0.001129 0.003561 0.242541 0.300698 0.039782 0.168283 0.022 0.311686 0.015764 0.007801 0.107005 0.276144 0.10013 0.438053 0.008651 0.105112 0.237062 0.06831 0.006693 0.009291 0.117403 0.009357 0.056835 0.002728 0.002417 0.11296 9.93E-05 0.008626 0.08165 9.02E-05 0.013363 0.059519 0.03993 0.066653 0.010841 5.59E-06 0.018898 0.032189 0.015991 0.063443 0.000145 0.022418 0.090759 0.026327 0.058691 0.059496 0.019297 0.072986 0.033613 0.139507 0.143296 0.009411 0.057443 0.074303 0.064285 0.076605 0.201905 0.006285 0.151323 0.374404 0.141721 0.10108 0.049023 0.774383 0.055951 0.027234 0.083616 0.077967 0.077967 0.092175 0.207248 0.287155 0.162794 0.027042 0.152606 0.032264 0.244994 0.054534 0.040175 0.107751 0.018318 0.164887 0.001883 0.010566 0.202451 0.066253 0.146829 0.01162 0.175146 0.039653 0.197057 0.122414 0.115144 0.131969 0.046546 0.15085 0.036242 0.222147 0.160727 0.348627 0.432713 0.355999 0.186467 0.23512 0.001773 0.208126 0.019096 0.160769 0.309258 0.003824 0.487325 0.420614 0.415757 0.411446 0.463674 0.298818 0.445984 1 0 0 0 0
HHWC Hue 0.186613 0.045463 0.000777 0.012596 0.012596 0.265093 0.265093 0.000338 0.071743 0.071743 0.004567 1.28E-05 0.018829 0.009116 0.1633 0.008695 0.009989 0.019367 0.059431 0.172211 0.006533 0.186182 0.182417 0.194822 0.146827 0.140243 0.076118 0.131809 0.192506 0.005036 0.003922 0.033192 0.039347 0.182608 0.264883 0.01635 0.00302 0.170145 0.061783 0.030787 0.036199 0.030438 0.154969 0.016344 0.000192 0.255822 0.004941 1.8E-05 0.031384 0.013867 0.004118 0.013495 0.1089 0.015762 0.239925 0.200221 0.213811 0.016096 0.373487 0.080287 0.386312 0.069342 0.07536 0.021866 0.001563 0.001855 0.003405 0.026221 0.020744 0.000323 0.001301 0.000158 0.006931 0.058571 0.261367 0.000585 0.003516 0.010331 0.054885 0.00047 0.022045 0.124052 0.381302 0.358833 0.043248 0.043248 0.030797 0.117027 0.01085 0.49486 0.501861 0.592806 0.442714 0.6864 0.426113 0.007093 0.48425 0.361233 0.76398 0.573567 0.487314 0.582199 0.457007 0.653381 0.779713 0.673449 0.493886 0.668113 0.66556 0.607501 0.518434 0.471392 0.579756 0.448053 0.709329 0.001526 0.180884 0.454982 0.01654 0.197284 0.174519 0.000145 0.241746 0.393921 0.064303 0.065812 0.128979 0.087265 0.010376 0.421436 0.099609 0.03167 0.645615 0.200333 0.014534 1 0 0 0
HHWC Wine 0.026305 0.008308 0.044757 0.059137 0.059137 0.200215 0.200215 0.028164 0.015202 0.015202 0.044417 0.04467 0.042626 0.096909 0.027888 0.07351 0.155335 0.061399 0.179529 0.052762 0.134581 0.248495 0.068392 0.225701 0.026085 0.082934 0.059361 0.087749 0.055527 0.039993 0.071031 0.053074 0.159305 0.037531 0.202605 0.011592 0.03902 0.118627 0.160291 0.009563 0.000984 0.062387 0.07793 0.067796 0.028719 0.193485 0.019393 0.008648 0.00105 0.032318 0.024506 0.035413 0.006618 0.356805 2.63E-06 0.231436 0.126021 0.163383 0.128054 0.29444 0.195512 0.018427 0.014605 0.263987 0.099293 0.11461 0.150021 0.178982 0.035816 0.110793 0.140018 0.139993 0.098498 0.061785 0.650918 0.08537 0.115242 0.255365 0.1156 0.133913 0.154611 0.002621 0.160716 0.001792 4.24E-06 4.24E-06 0.036624 0.083036 0.004077 0.368364 0.26861 0.530011 0.646146 0.620058 0.505637 0.213033 0.48035 0.704872 0.594971 0.535633 0.705788 0.687662 0.830224 0.839121 0.35791 0.701343 0.009599 0.663189 0.665889 0.844831 0.430085 0.133816 0.540278 0.736374 0.65655 1.39E-05 0.105167 0.240734 3.77E-05 0.009435 0.027156 0.191416 0.035315 0.132796 0.000999 0.041462 0.067307 0.075805 0.001214 0.196457 0.463279 0.332115 0.613544 0.221026 0.067203 0.55492 1 0 0
HHWC $/ton 0.015069 0.019631 0.038838 0.07546 0.07546 0.155326 0.155326 0.048248 0.014955 0.014955 0.064643 0.03921 0.063546 0.071158 0.02069 0.094385 0.142076 0.082348 0.143292 0.027257 0.067758 0.173321 0.031535 0.090667 0.000528 0.060666 0.057248 0.064882 0.007719 0.063934 0.059875 0.068998 0.103901 0.016724 0.085537 0.001735 0.00492 0.046195 0.082201 0.031245 0.014697 0.009643 0.028031 0.013714 0.003779 0.080739 0.000702 0.001393 0.015666 0.000149 0.013399 0.000241 0.026945 0.203853 0.009116 0.035332 0.014639 0.020506 0.018953 0.073396 0.205316 0.001388 0.001915 0.033302 0.023677 0.065477 0.112477 0.091395 0.029866 0.09297 0.081318 0.073248 0.078017 0.065404 0.497444 0.04551 0.011746 0.036136 0.034586 0.03639 0.120276 0.00018 0.134058 0.041254 0.002181 0.002181 0.039313 0.056483 0.000101 0.171991 0.110227 0.275556 0.293606 0.310494 0.243904 0.136639 0.257633 0.398724 0.319051 0.270482 0.499619 0.452813 0.540742 0.576768 0.18436 0.364832 0.004601 0.326443 0.353349 0.565871 0.203068 0.05714 0.289098 0.378977 0.346559 0.002724 0.060625 0.283153 0.003771 0.113397 0.057512 0.033376 0.155529 0.068066 0.000579 0.014103 6.63E-05 0.104523 0.034813 0.242046 0.405649 0.278793 0.328967 0.161915 0.06503 0.358733 0.762813 1 0
HHWC $/bot 0.015838 0.021366 0.037815 0.080757 0.080757 0.155926 0.155926 0.045565 0.018594 0.018594 0.063171 0.04169 0.06186 0.074267 0.019997 0.090315 0.145794 0.079015 0.145004 0.027085 0.065891 0.179776 0.031861 0.096547 0.000717 0.060734 0.056819 0.06406 0.008714 0.062269 0.063062 0.067195 0.10833 0.016571 0.090469 0.003688 0.006738 0.046989 0.090835 0.032042 0.011886 0.011604 0.027287 0.016715 0.005852 0.084928 0.001722 0.001088 0.014158 0.000462 0.010576 2.23E-05 0.019428 0.212094 0.012502 0.047191 0.018433 0.027592 0.025249 0.094829 0.235962 0.002062 0.002814 0.045676 0.029264 0.070578 0.128551 0.100663 0.038207 0.105702 0.090665 0.080055 0.091676 0.074474 0.524249 0.046675 0.00663 0.053845 0.029054 0.043575 0.130593 0.000516 0.153268 0.038125 0.001395 0.001395 0.03493 0.063589 0.001555 0.185208 0.12191 0.296504 0.326311 0.339438 0.259635 0.156646 0.273959 0.430606 0.341809 0.293679 0.517846 0.476204 0.571202 0.606346 0.206851 0.394704 0.00665 0.356356 0.377636 0.595841 0.218082 0.058465 0.30974 0.413741 0.37551 0.005338 0.058861 0.275123 0.001311 0.101811 0.047337 0.034965 0.136311 0.065519 1.46E-05 0.019397 0.000343 0.090893 0.025378 0.231824 0.405939 0.275631 0.349227 0.152024 0.068616 0.368609 0.790509 0.993734 1
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M23 1.1325 0.3453 0.0449 0.304901 30.49007 0.039647 3.96468 1.7 26.4 14.67 0.055262 0.009255 0.088334 0.085376 0.721206 0.013468 0.001281 0.015982 0.024297 0.245506 0.004369 0.016225 0.04343 0.070197 0.464473 1.858663 0.959434 0.300534 0.598695 0.0731 0.026761 0.147746 0.17987 1.431186 0.039171 0.015625 0.036705 0.011618 0.006392 0.006058 0.006089 0.015053 0.009261 0.145972 0.05233 0.050789 0.012481 0.021111 0.018278 0.021205 0.001188 0.022393 2.189435 0.519755 1.841141 1.814275 3.655415 1 1.6 3.73125 35 20.83 1.23 7.32 16.98 2 1 1 140.1 26.10 14.5 3.49 8.33 1.75 0.064576 5.97 5 4.8 3.56 14.8 60 131 179 0.019058 0.001518 0.033148 0.024609 0.280737 0.008952 0.001432 0.009359 0.0123 0.086859 0.002428 0.003244 0.007293 0.021624 0.285353 0.51256 0.797913 0.359069 0.118902 0.034589 0.030437 0.00295 0.045751 0.044202 0.38922 0.001964 0.013645 0.025721 0.014986 0.009229 0.0085 0.007676 0.005957 0.008147 0.006314 0.102139 0.024215 0.034221 0.027461 0.016153 0.810935 0.276637 22.04667 0.370987 0.119559 0.043259 283.76 58.65367 817.6533 24.473 0.481775 0.260461 0.29632 23.73798 1013.397 90.07 0.974 0 3
M24 1.2114 0.3458 0.0588 0.285455 28.54548 0.048539 4.853888 2.35 24 13.33 0.019675 0.003486 0.036736 0.046526 0.356358 0.006429 0.000937 0.006739 0.015585 0.121882 0.008848 0.011566 0.021616 0.050886 0.254289 0.961557 0.462782 0.151571 0.347205 0.034952 0.015989 0.06509 0.112996 0.732529 0.008699 0.007134 0.013091 0.003216 0.001986 0.003183 0.001488 0.005204 0.003153 0.047152 0.020224 0.011914 0.003474 0.008387 0.01488 0.014911 0.000748 0.015659 1.182892 0.30766 1.539344 1.782863 3.322207 3 6 59.17 1.61 10.17 36.67 1 3 3 24.12 13.4 0.93 0.041333 51.56 0.003453 0.000358 0.010501 0.006632 0.171736 0.002644 0.000394 0.003222 0.006027 0.049101 0.001328 0.001411 0.002858 0.01077 0.14359 0.270435 0.414025 0.192679 0.061388 0.016367 0.007424 0.000753 0.015134 0.015517 0.231607 0.000687 0.005578 0.017179 0.010045 0.014501 0.003167 0.001939 0.003774 0.002984 0.001097 0.060951 0.024546 0.020346 0.006125 0.005404 0.44259 0.156477 6.71 0.512473 0.177944 0.028611 73.41333 34.61567 515.1533 9.928 0.529502 0.28311 0.228289 17.16815 531.7987 46.97 0.3916 1.3 7

APPENDIX 3B MV04 - Mean Values



BBerry Weig SSkin WeighSSeed Weig SSkin mass SSkin as a p SSeed mass SSeed as a pNNumber of BBrix Baume DDelphinidin CCyanindin gPPetunidin gPPeonidin gl MMalvidin gluDDelphinidin CCyanidin acPPetunidin aPPeonidin acMMalvidin ac DDelphinidin CCyanidin coPPetunidin c PPeonidin coMMalvidin co TTAnthocya TTGlucosideTTAcetylglucTTCoumaro TTDelphinid TTCyanidininTTPetunidin TTPeonidinsTTMalvinidin((A) Myricet QQuercetin gQQuercetin g((B) Myricet ((C) Kaempf((D) Isorham((E) Kaempf((F) Isorham((G) SyringeTTflavonols TTQ-Glycosi TTM-GlycosiTTK-Glycosi TTI-GlycosidCCaffeic acidCCoumaric aCCoumaric aTTcoumaric SSPEC TantSSPEC TpheSSkin tannin SSeed tanninTTotal TanniHHWC StreaHHWC BM HHHWC BM THHWC BM VHHWC BM BHHWC BM  BHHWC BM InHHWC BM SHHWC BM PHHWC BM CHHWC BM CHHWC  BuncHHWC MA BHHWC MA-BHHWC MA-pHHWC MA-THHWC Anth HHWC Col2BHHWC tonneHHWC Pf TSHHWC Pf TAHHWC Pf pHHHWC Pf BeHHWC Pf NHHHWC Pf FAHHWC Pf YADD-G (wine gCC-G (wine gPPT-G (winePPO-G (wineMM-G (wine DD-AG (wineCC-AG(wine PPT-AG (winPPO-AG (wi MM-AG (wineDD-CG (winePPT-CG (winPPO-CG (wi MM-CG (winePPigmented TTanthocyanTTanthocyanTTglucoside TTacetylglucTTcoumaroyTTdelphinidi TTcyanidin ( TTpetunidin TTpeonidin TTmalvidin ( FFlavonol A1FFlavonol A2((A) M-GS ( QQ-GR (wineQQ-GS (wine((B) M-GR ( ((C) K-GS (w((F) I-GS (w ((G) S-GS ( QQuercetin ( TTflavonols TTQ-glycosidTTM-glycosi CCaffeic acidCCoumaric aSSPEC WTaSSPEC WTpCColour den CColour HueCChemical ACChemical ADDegree of I TTotal Phen TTotal AnthoHHWC colouHHWC Hue HHWC ChemHHWC ChemHHWC Degr HHWC Total HHWC Total HHWC A420HHWC PressHHWC Wine 
BBerry Weig 1
SSkin Weigh 0.785973 1
SSeed Weig 0.62511 0.434031 1
SSkin mass -0.04225 0.577012 -0.11459 1
SSkin as a p -0.04225 0.577012 -0.11459 1 1
SSeed mass -0.70238 -0.60375 0.109936 -0.04746 -0.04746 1
SSeed as a p -0.70238 -0.60375 0.109936 -0.04746 -0.04746 1 1
NNumber of 0.32107 0.148962 0.701133 -0.17911 -0.17911 0.256276 0.256276 1
BBrix -0.24902 -0.38694 -0.06695 -0.345 -0.345 0.285237 0.285237 0.118088 1
BBaume -0.24902 -0.38694 -0.06695 -0.345 -0.345 0.285237 0.285237 0.118088 1 1
DDelphinidin -0.53729 -0.48517 -0.29226 -0.13744 -0.13744 0.423062 0.423062 -0.09365 0.674385 0.674385 1
CCyanindin g -0.36585 -0.32032 -0.07819 -0.06184 -0.06184 0.399746 0.399746 -0.02287 0.617476 0.617476 0.880369 1
PPetunidin g -0.51248 -0.50242 -0.25729 -0.19484 -0.19484 0.42786 0.42786 -0.04541 0.732796 0.732796 0.989756 0.875402 1
PPeonidin gl -0.23288 -0.14153 0.007869 0.05696 0.05696 0.312387 0.312387 0.067131 0.576884 0.576884 0.816663 0.92876 0.829923 1
MMalvidin glu -0.58996 -0.48209 -0.28467 -0.05132 -0.05132 0.494147 0.494147 -0.15018 0.602202 0.602202 0.889338 0.719368 0.905249 0.726439 1
DDelphinidin -0.49657 -0.54919 -0.25815 -0.3137 -0.3137 0.392382 0.392382 -0.15605 0.652529 0.652529 0.904876 0.69927 0.91203 0.613078 0.84759 1
CCyanidin ac -0.37802 -0.40499 -0.12899 -0.20658 -0.20658 0.36109 0.36109 -0.10046 0.688397 0.688397 0.881444 0.914213 0.89252 0.830155 0.726873 0.857461 1
PPetunidin a -0.48239 -0.53483 -0.21014 -0.30471 -0.30471 0.424114 0.424114 -0.09084 0.736693 0.736693 0.920066 0.744479 0.938541 0.678847 0.870479 0.988072 0.885413 1
PPeonidin ac -0.04646 -0.01049 0.159833 0.021574 0.021574 0.209264 0.209264 0.061998 0.581544 0.581544 0.617217 0.762872 0.65268 0.868938 0.564426 0.555014 0.797872 0.633312 1
MMalvidin ac -0.47888 -0.46094 -0.15089 -0.16648 -0.16648 0.455786 0.455786 -0.29826 0.392723 0.392723 0.556455 0.372163 0.569279 0.311711 0.744699 0.755852 0.533121 0.745117 0.409966 1
DDelphinidin -0.21147 -0.23296 -0.24547 -0.08102 -0.08102 0.082399 0.082399 0.085056 0.362322 0.362322 0.109765 0.129783 0.117774 0.081559 -0.07214 0.021432 0.178277 0.071985 0.10781 -0.29213 1
CCyanidin co -0.47742 -0.48282 -0.07696 -0.15557 -0.15557 0.536999 0.536999 -0.05131 0.503574 0.503574 0.648192 0.651364 0.666173 0.676233 0.742087 0.56545 0.623245 0.614921 0.625346 0.543004 0.070422 1
PPetunidin c -0.36533 -0.44488 -0.1738 -0.3132 -0.3132 0.312373 0.312373 -0.02219 0.772377 0.772377 0.778203 0.59432 0.826423 0.612962 0.847876 0.835479 0.721469 0.876901 0.610937 0.678268 0.083114 0.731216 1
PPeonidin co 0.16569 0.200591 0.205407 0.084495 0.084495 -0.0148 -0.0148 0.176903 0.462779 0.462779 0.439644 0.562383 0.483568 0.772201 0.432149 0.328156 0.552975 0.411055 0.879334 0.14995 0.098889 0.578611 0.574882 1
MMalvidin co -0.17259 -0.20501 -0.1359 -0.1595 -0.1595 0.0874 0.0874 -0.16331 0.191207 0.191207 0.180412 -0.04101 0.219252 0.024192 0.472499 0.354673 0.091229 0.350767 0.132723 0.603495 -0.25361 0.492439 0.663535 0.275208 1
TTAnthocya -0.5211 -0.46427 -0.22821 -0.1227 -0.1227 0.456772 0.456772 -0.13146 0.661107 0.661107 0.912093 0.770447 0.931051 0.771995 0.978795 0.896597 0.813546 0.923557 0.673838 0.766421 -0.0446 0.776793 0.905785 0.534252 0.501127 1
TTGlucoside -0.53855 -0.45549 -0.24508 -0.07703 -0.07703 0.467722 0.467722 -0.09362 0.666567 0.666567 0.962049 0.853276 0.972661 0.847435 0.969865 0.873938 0.842579 0.90483 0.672554 0.646725 0.016227 0.741801 0.835582 0.522431 0.322361 0.975316 1
TTAcetylgluc -0.48224 -0.48015 -0.15344 -0.20232 -0.20232 0.46265 0.46265 -0.23806 0.545214 0.545214 0.727168 0.563227 0.74402 0.510934 0.836355 0.882036 0.722766 0.884122 0.580785 0.965219 -0.17728 0.626616 0.79414 0.318302 0.537854 0.8798 0.790253 1
TTCoumaro -0.17777 -0.20845 -0.10351 -0.16128 -0.16128 0.128981 0.128981 -0.09861 0.377016 0.377016 0.359823 0.18168 0.407164 0.277592 0.600372 0.480403 0.304385 0.502548 0.385825 0.613849 -0.1359 0.643969 0.808637 0.518652 0.957763 0.653507 0.498304 0.616115 1
TTDelphinid -0.54407 -0.51191 -0.29946 -0.17512 -0.17512 0.424959 0.424959 -0.10241 0.692612 0.692612 0.996533 0.860645 0.989786 0.790029 0.886764 0.932056 0.893125 0.944563 0.616191 0.585972 0.13836 0.641986 0.799856 0.427374 0.203402 0.915834 0.955414 0.755055 0.379686 1
TTCyanidinin -0.40631 -0.37412 -0.08775 -0.09587 -0.09587 0.441049 0.441049 -0.03695 0.641394 0.641394 0.892564 0.990823 0.892758 0.929965 0.764912 0.733696 0.92753 0.780381 0.787452 0.438253 0.132501 0.742833 0.663977 0.596141 0.058063 0.819933 0.882519 0.622421 0.280774 0.877216 1
TTPetunidin -0.50266 -0.51271 -0.24638 -0.23068 -0.23068 0.423763 0.423763 -0.05047 0.756513 0.756513 0.977994 0.843086 0.994394 0.801346 0.915562 0.936718 0.892669 0.963543 0.660921 0.623158 0.109603 0.683117 0.875917 0.496014 0.299017 0.950033 0.96991 0.789673 0.480947 0.984341 0.870079 1
TTPeonidins -0.13594 -0.05957 0.070183 0.060421 0.060421 0.245629 0.245629 0.092246 0.581812 0.581812 0.750442 0.874822 0.773761 0.982897 0.678146 0.575801 0.808529 0.650017 0.931245 0.307157 0.092727 0.681565 0.634345 0.871266 0.092226 0.746473 0.796842 0.505641 0.355732 0.729067 0.886058 0.757406 1
TTMalvinidin -0.54743 -0.47798 -0.25774 -0.10935 -0.10935 0.458039 0.458039 -0.2072 0.540131 0.540131 0.768957 0.561344 0.791514 0.567112 0.953634 0.826487 0.633645 0.838562 0.505255 0.870116 -0.17379 0.737874 0.879428 0.388817 0.685984 0.950872 0.876466 0.908925 0.764947 0.779264 0.629901 0.829089 0.549046 1
((A) Myricet -0.34674 -0.46156 0.019681 -0.34875 -0.34875 0.440499 0.440499 -0.11919 0.379265 0.379265 0.646535 0.504085 0.660607 0.456372 0.766557 0.782187 0.589533 0.762214 0.435554 0.869163 -0.4297 0.656429 0.716746 0.255734 0.586368 0.803107 0.715184 0.882939 0.624587 0.658974 0.566777 0.699167 0.434117 0.850853 1
QQuercetin g -0.68827 -0.6534 -0.24626 -0.12943 -0.12943 0.641303 0.641303 -0.09802 0.340923 0.340923 0.561748 0.521952 0.567815 0.493254 0.598704 0.545516 0.552048 0.55846 0.451223 0.54322 -0.03016 0.704541 0.468768 0.259799 0.211558 0.610838 0.601824 0.594806 0.305708 0.562688 0.58485 0.56839 0.463049 0.577034 0.537198 1
QQuercetin g -0.51208 -0.56985 -0.04059 -0.24889 -0.24889 0.611505 0.611505 -0.00649 0.540045 0.540045 0.710129 0.729838 0.728072 0.717559 0.717376 0.639605 0.702318 0.680398 0.640033 0.560285 -0.08965 0.871809 0.639005 0.472812 0.255894 0.756546 0.75818 0.660843 0.409301 0.699737 0.791905 0.728142 0.690861 0.671122 0.704422 0.872625 1
((B) Myricet -0.24774 -0.36229 0.128107 -0.30662 -0.30662 0.416647 0.416647 -0.05794 0.396391 0.396391 0.595415 0.52866 0.619992 0.519236 0.731886 0.696155 0.572333 0.700293 0.529584 0.826452 -0.43422 0.692073 0.703343 0.374265 0.589856 0.782489 0.691858 0.843456 0.650171 0.600672 0.590209 0.657701 0.515829 0.818446 0.971851 0.510854 0.722417 1
((C) Kaemp -0.34058 -0.40246 0.005332 -0.26595 -0.26595 0.422995 0.422995 -0.07582 0.338309 0.338309 0.562311 0.380464 0.581941 0.404819 0.74301 0.677187 0.458692 0.666438 0.388809 0.788746 -0.42491 0.729045 0.741654 0.32571 0.715689 0.767792 0.663398 0.791294 0.749003 0.570299 0.467578 0.628721 0.405778 0.846035 0.940036 0.525491 0.698003 0.915952 1
((D) Isorham -0.56141 -0.52452 -0.31055 -0.0799 -0.0799 0.418161 0.418161 -0.22173 0.222982 0.222982 0.55424 0.532478 0.529813 0.470955 0.596576 0.388335 0.37772 0.382343 0.204053 0.30123 0.127221 0.627078 0.371002 0.160096 0.208046 0.548976 0.589717 0.347224 0.273622 0.534162 0.562223 0.501446 0.392276 0.519144 0.419251 0.493715 0.546508 0.429481 0.365555 1
((E) Kaemp -0.58886 -0.67106 -0.08178 -0.31798 -0.31798 0.66767 0.66767 -0.02641 0.393736 0.393736 0.549389 0.449001 0.55989 0.400222 0.61713 0.561168 0.450864 0.569709 0.306499 0.588678 -0.21121 0.748308 0.537303 0.149357 0.352289 0.62252 0.591721 0.611808 0.401481 0.54746 0.523957 0.572537 0.354722 0.632078 0.728082 0.833645 0.902728 0.704074 0.753565 0.51018 1
((F) Isorham -0.30665 -0.42032 0.088061 -0.29017 -0.29017 0.46818 0.46818 0.059206 0.458374 0.458374 0.589351 0.570312 0.617375 0.614359 0.638903 0.578298 0.571812 0.610973 0.600201 0.546934 -0.23199 0.841523 0.650146 0.52348 0.421147 0.69779 0.656524 0.626729 0.548455 0.582633 0.647536 0.635838 0.62324 0.652899 0.755501 0.738286 0.928735 0.792371 0.79753 0.452351 0.894274 1
((G) Syringe -0.12529 -0.19385 0.245398 -0.18527 -0.18527 0.366986 0.366986 -0.043 0.266988 0.266988 0.464246 0.473077 0.480001 0.465433 0.594706 0.562549 0.488739 0.567461 0.523533 0.775442 -0.50843 0.577022 0.534894 0.337815 0.487046 0.653043 0.563027 0.769181 0.531247 0.464548 0.518764 0.511791 0.469691 0.690706 0.901131 0.424063 0.63283 0.961976 0.816017 0.343439 0.610786 0.722524 1
TTflavonols -0.50479 -0.5782 -0.03806 -0.29373 -0.29373 0.595316 0.595316 -0.07224 0.465465 0.465465 0.706714 0.641107 0.722898 0.615712 0.786804 0.736196 0.667001 0.747374 0.565629 0.760747 -0.26842 0.83811 0.706428 0.383794 0.457881 0.823304 0.775383 0.814895 0.55638 0.707046 0.712729 0.742552 0.590592 0.810208 0.89552 0.81832 0.938993 0.893633 0.868918 0.552054 0.911137 0.924704 0.810288 1
TTQ-Glycosi -0.60049 -0.62222 -0.12599 -0.20799 -0.20799 0.643223 0.643223 -0.04413 0.475865 0.475865 0.672132 0.668137 0.685792 0.648751 0.69176 0.621558 0.6633 0.652265 0.583264 0.571203 -0.06818 0.831253 0.589799 0.400805 0.245937 0.721125 0.718457 0.654946 0.380011 0.666043 0.732527 0.686071 0.619767 0.654082 0.658537 0.952586 0.979852 0.658975 0.649751 0.542375 0.903311 0.880518 0.56767 0.919637 1
TTM-Glycos -0.32987 -0.44513 0.039856 -0.34243 -0.34243 0.437957 0.437957 -0.10835 0.384055 0.384055 0.639818 0.510787 0.655897 0.469967 0.7634 0.769579 0.588859 0.753989 0.454834 0.864953 -0.43237 0.665832 0.717317 0.278788 0.589514 0.80271 0.713911 0.879386 0.63199 0.65098 0.573535 0.694463 0.451109 0.848474 0.999047 0.534606 0.710759 0.98121 0.93958 0.422934 0.726737 0.765554 0.916247 0.898988 0.661426 1
TTK-Glycosi -0.51892 -0.59762 -0.04906 -0.31607 -0.31607 0.604464 0.604464 -0.04974 0.395313 0.395313 0.591051 0.448469 0.606232 0.428467 0.712618 0.648676 0.483841 0.649344 0.362576 0.714736 -0.31848 0.788938 0.661866 0.236249 0.53426 0.72684 0.661846 0.730384 0.579735 0.593332 0.533654 0.634631 0.400296 0.767053 0.868474 0.753567 0.872397 0.84286 0.910703 0.480393 0.95781 0.910598 0.74055 0.952405 0.851668 0.86743 1
TTI-Glycosid -0.43933 -0.51639 -0.03904 -0.25768 -0.25768 0.517032 0.517032 -0.03078 0.440923 0.440923 0.660601 0.637909 0.67423 0.651232 0.71465 0.593755 0.584903 0.617522 0.546562 0.538426 -0.13909 0.885721 0.644559 0.470438 0.406224 0.744595 0.726197 0.617696 0.529962 0.648252 0.709454 0.678911 0.630711 0.698614 0.744852 0.7573 0.926543 0.777619 0.759318 0.70825 0.886542 0.949983 0.6922 0.925294 0.886928 0.754099 0.889033 1
CCaffeic acid 0.186372 0.39303 0.363823 0.397841 0.397841 0.080188 0.080188 0.182117 -0.25763 -0.25763 -0.22342 -0.2503 -0.23254 -0.10175 0.01083 -0.19642 -0.30932 -0.20102 -0.01824 0.172801 -0.6296 0.063644 -0.09411 0.094791 0.247246 -0.02752 -0.09437 0.060137 0.185719 -0.2482 -0.21919 -0.2166 -0.0545 0.103552 0.169309 0.113037 0.063849 0.197461 0.307076 -0.20874 0.132051 0.165969 0.2592 0.14638 0.086004 0.175248 0.217228 0.058283 1
CCoumaric a 0.23468 0.28105 0.406158 0.142474 0.142474 0.057255 0.057255 0.223966 -0.08781 -0.08781 -0.22445 -0.26363 -0.20623 -0.15999 0.001605 -0.11689 -0.2497 -0.11936 -0.00588 0.229395 -0.59275 0.102916 0.046439 0.120132 0.39503 0.001826 -0.10406 0.124373 0.331408 -0.23262 -0.21702 -0.16731 -0.08845 0.144121 0.247023 0.139694 0.112616 0.272939 0.376781 -0.21802 0.209983 0.256167 0.305257 0.212187 0.127286 0.252879 0.296671 0.126431 0.924025 1
CCoumaric a -0.05492 -0.16368 -0.02453 -0.26286 -0.26286 0.034035 0.034035 -0.16545 0.471616 0.471616 0.678376 0.616236 0.676814 0.576929 0.623576 0.739397 0.729984 0.741898 0.609666 0.563052 0.062131 0.511601 0.719129 0.507801 0.400492 0.715493 0.668591 0.681591 0.537757 0.698863 0.646078 0.708619 0.595049 0.641549 0.62879 0.14317 0.368003 0.623878 0.535888 0.333742 0.171972 0.380067 0.55182 0.481985 0.287814 0.63056 0.342348 0.417722 -0.21895 -0.15074 1
TTcoumaric 0.229875 0.261948 0.407456 0.108267 0.108267 0.062549 0.062549 0.20397 -0.02452 -0.02452 -0.13454 -0.18264 -0.11632 -0.08316 0.086633 -0.01743 -0.15304 -0.01958 0.077171 0.308775 -0.59105 0.173837 0.145006 0.190731 0.454142 0.099388 -0.01411 0.218713 0.408506 -0.14001 -0.13142 -0.07262 -0.00834 0.233228 0.335567 0.160808 0.164071 0.361109 0.454142 -0.17501 0.235826 0.310907 0.383973 0.280319 0.167977 0.34173 0.346733 0.184822 0.904735 0.990877 -0.01614 1
SSPEC Tant -0.54216 -0.44882 -0.25105 -0.06567 -0.06567 0.460261 0.460261 -0.16974 0.638322 0.638322 0.908477 0.797614 0.923394 0.787291 0.969471 0.878611 0.827296 0.902728 0.682524 0.751186 -0.03935 0.770118 0.868719 0.527628 0.465733 0.988676 0.97166 0.865055 0.618666 0.909739 0.84169 0.936599 0.757067 0.932991 0.786797 0.61842 0.756086 0.774173 0.738542 0.601837 0.616935 0.691374 0.663016 0.819519 0.723939 0.787812 0.710542 0.758027 -0.05149 -0.02327 0.701297 0.072072 1
SSPEC Tphe -0.51196 -0.41852 -0.22001 -0.05904 -0.05904 0.454685 0.454685 -0.10736 0.658912 0.658912 0.897001 0.806397 0.908498 0.783737 0.944498 0.842655 0.809614 0.871448 0.668253 0.709072 -0.0218 0.786074 0.870016 0.541777 0.483048 0.970494 0.953617 0.824298 0.636831 0.894368 0.849388 0.920874 0.755487 0.910422 0.769403 0.601925 0.75366 0.768061 0.732057 0.608844 0.611272 0.692635 0.660793 0.809468 0.715682 0.772434 0.704148 0.76148 -0.02164 0.021859 0.689357 0.116086 0.984988 1
SSkin tannin -0.38419 -0.56093 -0.29459 -0.42655 -0.42655 0.239262 0.239262 -0.08749 0.456434 0.456434 0.513058 0.343872 0.519067 0.186859 0.473587 0.596169 0.457243 0.582112 0.123556 0.428282 0.307117 0.366515 0.554016 0.023571 0.358068 0.502887 0.465907 0.484049 0.390107 0.546884 0.379042 0.545728 0.153376 0.499709 0.403008 0.389978 0.342101 0.331961 0.29429 0.472617 0.363404 0.289154 0.214539 0.409219 0.372607 0.39156 0.357009 0.394388 -0.38778 -0.20993 0.490576 -0.14545 0.502607 0.534421 1
SSeed tannin -0.251 -0.30139 0.380623 -0.14579 -0.14579 0.676238 0.676238 0.069162 0.26072 0.26072 0.167311 0.237919 0.184376 0.105699 0.276654 0.266969 0.232175 0.288785 0.168365 0.539044 -0.15113 0.333784 0.186802 -0.09228 0.149446 0.285282 0.231268 0.478835 0.132334 0.180795 0.266632 0.204877 0.078792 0.344693 0.502117 0.305847 0.404145 0.537049 0.384077 0.239405 0.481988 0.371873 0.592297 0.485643 0.376856 0.510731 0.470776 0.378202 0.160553 0.232558 0.133793 0.253455 0.291615 0.289486 0.206442 1
TTotal Tann -0.38661 -0.5148 0.14081 -0.32784 -0.32784 0.637461 0.637461 0.008341 0.43071 0.43071 0.388195 0.356153 0.404267 0.175537 0.451578 0.506438 0.409342 0.515945 0.191204 0.628772 0.040653 0.440795 0.423866 -0.05844 0.295858 0.473041 0.41305 0.611152 0.299072 0.415661 0.395921 0.433448 0.138004 0.516756 0.587763 0.431394 0.482081 0.578336 0.442491 0.422666 0.552293 0.430571 0.560861 0.578347 0.476752 0.588521 0.540491 0.48884 -0.07442 0.070834 0.351205 0.119522 0.47773 0.492262 0.665329 0.86782 1
HHWC Strea -0.26449 -0.2079 -0.05595 0.048774 0.048774 0.303784 0.303784 0.388615 0.140506 0.140506 -0.03745 -0.00733 -0.006 0.011487 -0.10466 -0.19379 -0.08926 -0.14283 -0.17541 -0.43174 0.436011 -0.17716 -0.18913 -0.17161 -0.49202 -0.19112 -0.06143 -0.37172 -0.44696 -0.04773 -0.0442 -0.04913 -0.05181 -0.28232 -0.48132 0.058051 -0.08034 -0.50104 -0.44959 -0.05 -0.10609 -0.28633 -0.57473 -0.28066 -0.02631 -0.48702 -0.26322 -0.24416 -0.21588 -0.29059 -0.49213 -0.361 -0.19943 -0.20775 -0.16974 -0.15098 -0.20139 1
HHWC BM H -0.16892 -0.09006 -0.37136 0.024667 0.024667 -0.15552 -0.15552 -0.25505 -0.23116 -0.23116 0.008663 -0.27524 -0.026 -0.34558 0.059732 0.175782 -0.14542 0.07347 -0.46242 0.178714 -0.08126 -0.45055 -0.07738 -0.47961 0.069541 -0.02623 -0.04018 0.097649 -0.07201 0.035861 -0.30441 -0.01807 -0.41035 0.101774 0.05153 -0.13155 -0.38639 -0.08423 -0.04067 0.124704 -0.17763 -0.38444 -0.10988 -0.17964 -0.29201 0.02747 -0.13343 -0.25463 -0.14094 -0.14909 0.02829 -0.14652 0.023716 -0.01088 0.313401 -0.23318 -0.01749 0.014388 1
HHWC BM T -0.25949 -0.22778 0.039797 0.039485 0.039485 0.398173 0.398173 0.32553 0.127925 0.127925 -0.25546 -0.29092 -0.19122 -0.27368 -0.08631 -0.23177 -0.28289 -0.17973 -0.19584 -0.09328 0.407125 0.055229 -0.05125 -0.15314 0.068719 -0.1621 -0.17886 -0.16188 0.036039 -0.23386 -0.2547 -0.17849 -0.25273 -0.06368 -0.27832 0.149906 -0.01961 -0.26049 -0.1933 0.112812 0.136436 -0.00703 -0.27451 -0.09025 0.051736 -0.27665 0.006078 0.037717 0.005982 0.102635 -0.4597 0.04334 -0.14068 -0.13466 0.153818 0.298601 0.308409 0.388404 -0.07392 1
HHWC BM V 0.180052 0.387253 -0.00758 0.305744 0.305744 -0.24297 -0.24297 -0.16997 -0.30947 -0.30947 0.103137 0.081597 0.077781 0.173369 0.192619 0.084304 0.01011 0.034724 0.123066 0.15148 -0.46999 0.078774 0.088951 0.239546 0.331592 0.195474 0.161951 0.136276 0.309405 0.080064 0.07812 0.074434 0.186578 0.237871 0.33993 -0.15747 -0.02449 0.376653 0.380905 0.189064 -0.03142 0.15166 0.446243 0.157022 -0.07949 0.348143 0.149185 0.187979 0.278865 0.204572 0.362015 0.25701 0.241834 0.2463 -0.15251 -0.15161 -0.19388 -0.66501 0.187983 -0.35803 1
HHWC BM B 0.026838 0.046887 -0.10484 0.094646 0.094646 -0.09879 -0.09879 0.325827 -0.31737 -0.31737 -0.29287 -0.384 -0.30273 -0.26076 -0.31024 -0.42747 -0.47779 -0.42577 -0.43781 -0.53915 0.109734 -0.28066 -0.40241 -0.25626 -0.3745 -0.40612 -0.31811 -0.55225 -0.40957 -0.31564 -0.39821 -0.34013 -0.29511 -0.41452 -0.49087 -0.08484 -0.24329 -0.54425 -0.34588 -0.24305 -0.18267 -0.28707 -0.60546 -0.37223 -0.18698 -0.5028 -0.26471 -0.31646 0.155314 -0.02461 -0.59953 -0.10564 -0.45223 -0.44565 -0.29256 -0.53189 -0.55888 0.58534 0.007548 0.155943 -0.2633 1
HHWC BM  B -0.14928 -0.09415 -0.19766 0.088905 0.088905 0.039393 0.039393 0.352017 -0.13274 -0.13274 -0.03237 -0.1904 -0.05694 -0.15356 -0.02415 -0.19802 -0.34396 -0.19856 -0.40697 -0.31125 0.2912 -0.11327 -0.13036 -0.22616 -0.07859 -0.12246 -0.05739 -0.32378 -0.1153 -0.05074 -0.2045 -0.08844 -0.2086 -0.10403 -0.30419 -0.05842 -0.22469 -0.3433 -0.22175 0.230699 -0.16561 -0.28624 -0.41243 -0.25401 -0.16456 -0.31269 -0.19939 -0.15343 0.058462 -0.03804 -0.19808 -0.06537 -0.14439 -0.0846 0.234764 -0.34075 -0.14683 0.387401 0.292346 0.308649 -0.02412 0.629355 1
HHWC BM In 0.146669 -0.00299 0.096663 -0.17999 -0.17999 -0.05955 -0.05955 0.181904 -0.16341 -0.16341 -0.09105 -0.02537 -0.09683 -0.10207 -0.28161 -0.06778 0.002779 -0.09574 -0.12349 -0.29158 0.163062 -0.24357 -0.14646 -0.04924 -0.12327 -0.21387 -0.19892 -0.24055 -0.13035 -0.08042 -0.05881 -0.10492 -0.09916 -0.28368 -0.19909 -0.087 -0.19059 -0.20237 -0.29015 -0.13018 -0.23488 -0.21616 -0.19812 -0.207 -0.15484 -0.20055 -0.27202 -0.22018 -0.27391 -0.21961 -0.01243 -0.22535 -0.23613 -0.20553 0.234486 0.013245 0.127583 0.053126 -0.10597 -0.06301 -0.14825 0.060018 0.097718 1
HHWC BM S 0.092641 0.102239 -0.05898 0.085666 0.085666 -0.14455 -0.14455 0.238469 -0.31966 -0.31966 -0.32107 -0.38568 -0.3191 -0.23533 -0.32601 -0.4152 -0.43998 -0.40968 -0.35 -0.493 -0.00938 -0.28733 -0.40225 -0.20254 -0.3833 -0.40655 -0.3302 -0.50565 -0.41156 -0.34176 -0.39665 -0.34998 -0.25465 -0.41672 -0.43562 -0.09844 -0.19637 -0.47857 -0.29576 -0.36381 -0.13164 -0.19821 -0.52026 -0.3263 -0.16312 -0.44539 -0.21132 -0.28568 0.128698 -0.05467 -0.63479 -0.141 -0.4513 -0.47573 -0.4413 -0.50377 -0.61149 0.506863 -0.08899 0.076658 -0.26345 0.930361 0.327264 -0.01358 1
HHWC BM P -0.1633 -0.1836 -0.55372 -0.10316 -0.10316 -0.32631 -0.32631 -0.68606 -0.2357 -0.2357 0.009643 -0.21808 -0.03744 -0.36145 0.073684 0.191106 -0.0901 0.078759 -0.37865 0.318484 -0.31182 -0.09384 0.063551 -0.38999 0.433269 0.065646 -0.02634 0.217097 0.273552 0.029849 -0.19667 -0.00847 -0.38461 0.217598 0.236333 0.025058 -0.12506 0.10899 0.204719 0.126608 0.059524 -0.0526 0.065616 0.066936 -0.06814 0.213922 0.126939 0.000671 0.009198 0.117206 0.150955 0.139662 0.069042 0.051256 0.352875 -0.10686 0.093658 -0.61213 0.472184 -0.24956 0.254889 -0.3047 -0.08889 -0.0238 -0.32642 1
HHWC BM C 0.174334 0.026717 0.021744 -0.14354 -0.14354 -0.1665 -0.1665 0.188312 -0.25515 -0.25515 -0.2738 -0.27692 -0.28023 -0.22346 -0.36574 -0.3599 -0.33999 -0.37322 -0.36462 -0.50513 0.002517 -0.30518 -0.39906 -0.23802 -0.42538 -0.41342 -0.33183 -0.50136 -0.45186 -0.29207 -0.30317 -0.31499 -0.25499 -0.45564 -0.35814 -0.14315 -0.189 -0.40661 -0.27936 -0.27966 -0.16994 -0.24735 -0.46558 -0.30199 -0.17672 -0.36859 -0.22751 -0.29675 0.075351 -0.02217 -0.4071 -0.0773 -0.45532 -0.44954 -0.27415 -0.36657 -0.42145 0.362346 -0.13805 -0.15359 -0.19477 0.80822 0.3736 0.258088 0.777086 -0.27029 1
HHWC BM C 0.027084 0.148546 -0.06739 0.216454 0.216454 -0.05543 -0.05543 0.348505 0.025367 0.025367 -0.03974 -0.04032 -0.05838 -0.06768 -0.22499 -0.19474 -0.10642 -0.17503 -0.207 -0.54965 0.621362 -0.31648 -0.21269 -0.10002 -0.41274 -0.25702 -0.14908 -0.461 -0.36824 -0.04181 -0.09373 -0.0961 -0.09578 -0.36767 -0.59994 -0.27312 -0.38871 -0.61404 -0.61238 0.0665 -0.4327 -0.45524 -0.61696 -0.51623 -0.35478 -0.60511 -0.53555 -0.34697 -0.38921 -0.39919 -0.12779 -0.42375 -0.22085 -0.17891 0.263341 -0.29465 -0.09678 0.499726 0.275549 0.443775 -0.22911 0.310843 0.599041 0.318507 0.11347 -0.26575 0.134681 1
HHWC  Bunc 0.128784 -0.05008 0.261576 -0.26263 -0.26263 0.067421 0.067421 -0.01884 0.368975 0.368975 0.064923 0.17459 0.071025 -0.02847 -0.02483 0.213109 0.271164 0.219599 0.188314 0.328395 0.130592 0.082289 0.191885 0.000506 0.11923 0.094991 0.014357 0.3263 0.132489 0.098634 0.181291 0.109441 0.004564 0.089697 0.225181 0.010702 0.066764 0.277809 0.070564 0.054331 0.033584 0.050417 0.346843 0.142036 0.045228 0.23576 0.052125 0.060641 -0.03811 0.202364 0.38295 0.254532 0.127039 0.187964 0.340673 0.520033 0.574523 -0.29403 0.001731 0.030778 -0.05326 -0.79508 -0.27022 0.109528 -0.86339 0.17277 -0.64967 -0.02381 1
HHWC MA B -0.01461 -0.21245 0.081836 -0.33649 -0.33649 0.098527 0.098527 0.037006 0.777184 0.777184 0.304283 0.33014 0.365485 0.314335 0.327619 0.339846 0.411843 0.429558 0.465864 0.351491 0.328009 0.297148 0.524817 0.367414 0.172716 0.385118 0.346591 0.413234 0.303255 0.32781 0.350724 0.403208 0.361718 0.340697 0.189833 0.107609 0.240556 0.244305 0.126266 0.061407 0.056974 0.125161 0.160968 0.196866 0.193844 0.200722 0.090735 0.120663 -0.1389 0.019486 0.433638 0.078164 0.347177 0.353897 0.252705 0.258513 0.325939 0.08406 -0.25445 0.063784 -0.39625 -0.32841 -0.13659 -0.21804 -0.36384 -0.234 -0.1858 -0.09742 0.491959 1
HHWC MA-B -0.01461 -0.21245 0.081836 -0.33649 -0.33649 0.098527 0.098527 0.037006 0.777184 0.777184 0.304283 0.33014 0.365485 0.314335 0.327619 0.339846 0.411843 0.429558 0.465864 0.351491 0.328009 0.297148 0.524817 0.367414 0.172716 0.385118 0.346591 0.413234 0.303255 0.32781 0.350724 0.403208 0.361718 0.340697 0.189833 0.107609 0.240556 0.244305 0.126266 0.061407 0.056974 0.125161 0.160968 0.196866 0.193844 0.200722 0.090735 0.120663 -0.1389 0.019486 0.433638 0.078164 0.347177 0.353897 0.252705 0.258513 0.325939 0.08406 -0.25445 0.063784 -0.39625 -0.32841 -0.13659 -0.21804 -0.36384 -0.234 -0.1858 -0.09742 0.491959 1 1
HHWC MA-p 0.311533 0.146595 0.547952 -0.23323 -0.23323 0.089189 0.089189 0.418857 0.157058 0.157058 0.010334 0.032068 -0.00292 0.004125 -0.16162 0.051588 0.029362 0.071234 0.040368 -0.04916 -0.04909 -0.1112 0.045911 0.023856 -0.05446 -0.06955 -0.0784 -0.00831 -0.03972 0.01576 0.011918 0.013777 0.013596 -0.14007 0.163181 -0.30703 -0.03609 0.241707 0.092585 -0.07179 0.057652 0.123206 0.320451 0.024401 -0.15256 0.178162 0.077392 0.069404 -0.16705 -0.10579 0.142818 -0.08793 -0.06783 -0.02432 -0.00517 0.26812 0.203104 -0.11791 0.03505 -0.1399 -0.01557 -0.2718 -0.2646 0.111823 -0.14663 -0.31615 -0.17787 0.071772 0.164467 0.035358 0.035358 1
HHWC MA-T -0.01365 0.01591 -0.20984 0.059009 0.059009 -0.14753 -0.14753 -0.09122 0.237097 0.237097 0.30849 0.428575 0.33697 0.507661 0.214838 0.188802 0.422421 0.237024 0.577366 -0.12619 0.530115 0.278088 0.296212 0.585056 0.018955 0.301422 0.323876 0.067085 0.208692 0.312648 0.430415 0.327079 0.563057 0.128029 -0.12046 0.069822 0.109254 -0.04094 -0.14718 0.287567 -0.18562 0.074814 -0.05118 0.007367 0.096434 -0.10687 -0.18438 0.169091 -0.44696 -0.40218 0.449602 -0.34648 0.350587 0.325762 0.207333 -0.22955 -0.06935 -0.08882 -0.18044 0.087995 0.299966 -0.33134 0.0664 0.251056 -0.39988 -0.08397 -0.37627 0.364407 0.174327 0.182417 0.182417 -0.27929 1
HHWC Anth -0.39704 -0.54533 -0.20284 -0.37895 -0.37895 0.291398 0.291398 -0.27471 0.56947 0.56947 0.62078 0.592573 0.654614 0.530114 0.661458 0.644628 0.632692 0.671569 0.502498 0.627461 -0.07204 0.551668 0.613165 0.263205 0.254835 0.686277 0.668106 0.690361 0.353776 0.627897 0.623843 0.668369 0.496813 0.648618 0.665379 0.496388 0.652199 0.681511 0.562069 0.52477 0.577669 0.584204 0.609815 0.697532 0.609314 0.671205 0.608716 0.646206 -0.23508 -0.13268 0.545625 -0.05981 0.710478 0.661378 0.312748 0.28864 0.379047 -0.18961 0.0118 -0.12839 0.191092 -0.50785 -0.32231 -0.45013 -0.43945 0.050561 -0.34849 -0.40908 0.279689 0.495109 0.495109 0.020896 0.287427 1
HHWC Col2B -0.48976 -0.57982 -0.26378 -0.31883 -0.31883 0.351714 0.351714 -0.2933 0.495903 0.495903 0.663695 0.605857 0.6853 0.564295 0.709286 0.678638 0.643858 0.697146 0.525045 0.665659 -0.07887 0.604673 0.630289 0.291301 0.297155 0.732898 0.711478 0.728166 0.397329 0.669257 0.644186 0.697388 0.529759 0.699329 0.704423 0.570595 0.694452 0.710739 0.622321 0.559206 0.62344 0.62305 0.633249 0.748884 0.665983 0.708596 0.663818 0.689015 -0.21219 -0.15392 0.547994 -0.08097 0.752655 0.698071 0.292629 0.247223 0.33723 -0.20352 0.023364 -0.17236 0.256082 -0.44951 -0.27858 -0.42264 -0.38253 0.06576 -0.33783 -0.44546 0.147168 0.395372 0.395372 -0.01126 0.318597 0.975114 1
HHWC tonne 0.071543 -0.02862 0.075836 -0.09778 -0.09778 -0.00661 -0.00661 0.383137 -0.28857 -0.28857 -0.45934 -0.49493 -0.45751 -0.55952 -0.53173 -0.42958 -0.47622 -0.46197 -0.59474 -0.53162 0.339543 -0.48403 -0.45172 -0.45886 -0.27551 -0.57227 -0.53955 -0.5732 -0.37627 -0.44318 -0.51941 -0.46887 -0.57065 -0.54382 -0.53746 -0.2652 -0.49917 -0.58551 -0.52157 -0.11135 -0.3504 -0.51475 -0.60003 -0.52611 -0.41943 -0.54866 -0.4482 -0.44646 -0.10565 -0.02923 -0.44416 -0.09011 -0.5539 -0.51139 0.098871 -0.15998 -0.07185 0.419483 0.489454 0.764233 -0.27927 0.464034 0.565571 0.44381 0.272738 -0.1203 0.445806 0.688919 0.036548 -0.22287 -0.22287 0.027516 -0.13426 -0.50609 -0.545 1
HHWC Pf TS -0.08304 -0.21787 0.46939 -0.24268 -0.24268 0.453304 0.453304 0.103696 0.295137 0.295137 0.343714 0.447029 0.343492 0.317545 0.257756 0.512317 0.509553 0.497273 0.403015 0.510564 -0.20941 0.273027 0.273451 0.110491 -0.06807 0.360689 0.316796 0.591271 0.004099 0.359853 0.446629 0.36632 0.300663 0.301246 0.677773 0.132254 0.419623 0.702738 0.447052 0.277952 0.439915 0.43038 0.792435 0.578534 0.322783 0.686141 0.512216 0.471427 -0.13635 -0.03724 0.528792 0.035048 0.406579 0.355214 -0.04171 0.710624 0.579707 -0.21283 -0.24063 -0.14712 0.148007 -0.71931 -0.54705 0.216315 -0.62832 -0.30973 -0.37292 -0.14756 0.544664 0.337965 0.337965 0.588055 0.086563 0.855606 0.770031 -0.2602 1
HHWC Pf TA 0.249195 0.278932 0.310631 0.05643 0.05643 -0.01724 -0.01724 0.223274 0.253337 0.253337 0.134522 0.236513 0.160004 0.341723 -0.0351 0.063272 0.257569 0.143075 0.483609 -0.25543 0.110191 0.245195 0.16014 0.428754 -0.18018 0.07494 0.105835 -0.06503 -0.01684 0.127969 0.247732 0.162753 0.394226 -0.14063 0.01378 0.15179 0.384787 0.157438 0.09763 -0.12586 0.338019 0.562239 0.244672 0.2682 0.309001 0.042754 0.281785 0.421447 -0.01789 0.022043 0.183968 0.047781 0.097534 0.088148 -0.11479 0.040847 -0.01749 -0.1728 -0.46826 0.0848 0.231848 -0.10353 -0.23209 0.168625 0.001334 -0.48078 0.093254 0.147603 0.071177 -0.03073 -0.03073 0.269823 0.400134 0.377215 0.321838 -0.23497 0.41853 1
HHWC Pf pH -0.51769 -0.4257 -0.46676 0.130767 0.130767 0.218838 0.218838 -0.16249 -0.2929 -0.2929 -0.0911 -0.25183 -0.11103 -0.35463 0.131816 -0.05194 -0.296 -0.11144 -0.54415 0.266455 0.127084 -0.26917 -0.12669 -0.50079 0.240262 -0.01732 -0.04696 0.068832 0.060164 -0.08078 -0.26683 -0.1162 -0.42602 0.237831 -0.13419 -0.04688 -0.41084 -0.26875 -0.19141 0.204825 -0.2954 -0.62556 -0.34519 -0.30811 -0.2808 -0.16193 -0.29449 -0.44315 -0.15927 -0.22373 -0.25285 -0.26236 -0.02395 -0.02994 0.326383 -0.01695 0.13328 0.305701 0.549062 0.241502 -0.16311 0.139526 0.48614 0.035806 -0.03393 0.427974 -0.1972 0.141649 -0.18011 -0.13717 -0.13717 -0.35447 -0.14928 -0.38473 -0.26218 0.474828 -0.40117 -0.85121 1
HHWC Pf Be 0.29812 -0.11025 0.444764 -0.62241 -0.62241 0.077904 0.077904 0.568849 0.639191 0.639191 -0.04105 -0.05213 0.070318 -0.09489 -0.02984 0.187881 0.08184 0.280823 0.178216 0.236171 0.411468 -0.07931 0.432551 0.1322 0.246468 0.074781 -0.02652 0.26937 0.2974 0.006584 -0.04471 0.139133 -0.0181 0.104633 0.084781 -0.19582 -0.07635 0.170596 -0.05142 -0.25114 -0.07073 0.050605 0.170672 -0.0342 -0.13198 0.102467 -0.07305 -0.05742 -0.18736 0.180422 0.162495 0.205868 0.030934 0.076377 0.480186 0.426898 0.57667 -0.00531 -0.22214 0.651898 -0.31603 -0.36131 0.012624 0.277961 -0.40376 -0.26728 -0.39467 0.261404 0.599174 0.808267 0.808267 0.315751 0.171241 0.193434 -0.01405 0.469637 0.207654 0.12358 -0.06548 1
HHWC Pf NH -0.44254 -0.15359 -0.22632 0.445231 0.445231 0.301725 0.301725 -0.12765 -0.04099 -0.04099 0.522762 0.556503 0.487351 0.559465 0.573241 0.348929 0.453014 0.344122 0.353246 0.082223 -0.02257 0.565893 0.339282 0.327402 0.123549 0.555059 0.568773 0.230931 0.236295 0.496034 0.56713 0.467707 0.512647 0.510211 0.25142 0.450734 0.473169 0.277896 0.260231 0.645685 0.334176 0.357304 0.249058 0.471509 0.492601 0.257988 0.353014 0.556357 -0.15521 -0.30292 0.40834 -0.25172 0.607443 0.579128 0.209468 -0.02472 0.073875 -0.0255 -0.18137 -0.1812 0.389348 -0.16985 0.096633 0.54426 -0.23288 -0.10674 -0.17384 0.221843 -0.19319 -0.305 -0.305 -0.12485 0.512646 0.383226 0.510609 -0.31725 0.340673 0.392498 -0.11728 -0.35067 1
HHWC Pf FA -0.48301 -0.27907 0.051861 0.316422 0.316422 0.593906 0.593906 0.121319 -0.12319 -0.12319 0.286937 0.279816 0.283557 0.337428 0.436688 0.186881 0.221423 0.213495 0.169561 0.075737 0.079696 0.532822 0.230067 0.154006 0.127052 0.372304 0.376828 0.147077 0.187172 0.274882 0.31552 0.277399 0.294711 0.401568 0.184274 0.425745 0.422907 0.179463 0.320324 0.384664 0.468646 0.353799 0.125372 0.409822 0.450038 0.184216 0.474776 0.449635 -0.09283 -0.25783 0.145495 -0.24211 0.37104 0.300632 0.102707 0.210152 0.223447 0.27641 -0.20303 0.163646 0.112459 0.026862 0.084374 0.431604 0.01027 -0.34295 -0.04205 0.199481 -0.34191 -0.38035 -0.38035 -0.01675 0.229463 0.085864 0.236304 -0.08171 0.29375 0.347622 -0.0088 -0.29411 0.788725 1
HHWC Pf YA -0.22972 -0.06554 0.20009 0.247913 0.247913 0.441072 0.441072 0.154503 -0.05576 -0.05576 0.29192 0.270444 0.280773 0.295843 0.493945 0.206155 0.111232 0.197301 0.067379 0.339645 -0.33801 0.488215 0.284547 0.104925 0.291054 0.442236 0.405601 0.3027 0.313156 0.260432 0.301439 0.277281 0.24479 0.534961 0.50613 0.406413 0.5038 0.498787 0.577041 0.421495 0.571477 0.561868 0.476806 0.58564 0.478914 0.505896 0.629291 0.602643 0.396044 0.352585 0.160192 0.377583 0.458196 0.49997 0.389006 0.420327 0.503358 -0.21341 -0.04479 0.073275 0.271949 -0.06372 0.256065 0.195935 -0.20372 0.008562 0.067185 0.099934 0.04726 -0.26131 -0.26131 -0.02241 -0.09645 0.020964 0.035857 0.048891 0.317328 0.359548 0.017173 -0.40861 0.875436 0.987487 1
DD-G (wine g -0.09679 -0.16817 0.078728 -0.175 -0.175 0.182958 0.182958 -0.14426 0.595397 0.595397 0.43335 0.566228 0.465069 0.545009 0.339072 0.464755 0.639264 0.525638 0.695235 0.432333 -0.04182 0.305609 0.403619 0.428387 -0.03133 0.443569 0.433968 0.531329 0.120583 0.441439 0.56335 0.478159 0.568252 0.320931 0.370582 0.418425 0.541155 0.441626 0.241307 0.003113 0.351118 0.443257 0.463364 0.476206 0.508251 0.385326 0.326125 0.351963 -0.12106 -0.04304 0.342898 0.003211 0.446705 0.411796 0.039823 0.339702 0.279411 -0.05387 -0.32014 -0.29621 -0.18139 -0.52888 -0.61546 -0.1313 -0.39051 -0.17918 -0.32703 -0.39691 0.434084 0.585743 0.585743 0.180494 0.186557 0.610657 0.57562 -0.59972 0.687458 0.411709 -0.53434 0.246706 0.065424 -0.07246 -0.13665 1
CC-G (wine g0.047471 -0.08992 0.219751 -0.23489 -0.23489 0.116478 0.116478 -0.10754 0.494067 0.494067 0.337411 0.560209 0.363449 0.507767 0.199308 0.402578 0.673685 0.450175 0.742096 0.349976 0.049551 0.339063 0.342438 0.498117 -0.03986 0.346348 0.320281 0.460702 0.123973 0.354906 0.567694 0.382889 0.56301 0.205785 0.331962 0.34124 0.485268 0.405595 0.200177 -0.0058 0.25024 0.418471 0.44738 0.420412 0.441869 0.347022 0.244756 0.329222 -0.1657 -0.0356 0.450428 0.025399 0.368569 0.351652 0.071392 0.320851 0.281059 -0.20016 -0.34781 -0.29796 -0.11729 -0.63728 -0.69769 -0.07264 -0.51018 -0.15482 -0.371 -0.35082 0.5652 0.535929 0.535929 0.194213 0.302137 0.530755 0.487402 -0.49505 0.745258 0.406457 -0.62812 0.266966 0.014256 -0.14277 -0.15307 0.896746 1
PPT-G (wine -0.05321 -0.11375 0.11433 -0.15191 -0.15191 0.163978 0.163978 -0.11698 0.634756 0.634756 0.49847 0.598682 0.532348 0.611097 0.435793 0.52795 0.664304 0.592992 0.760906 0.508446 -0.11207 0.374525 0.50039 0.520196 0.07158 0.540716 0.519002 0.610754 0.234418 0.503722 0.602869 0.550753 0.642759 0.427181 0.470863 0.409796 0.581437 0.55117 0.3565 0.033155 0.387548 0.527291 0.571436 0.546293 0.529818 0.487751 0.399378 0.429003 -0.03659 0.035974 0.441233 0.096537 0.538102 0.506367 0.066107 0.348944 0.299809 -0.17006 -0.35382 -0.33153 -0.06105 -0.55371 -0.59467 -0.18157 -0.41348 -0.17679 -0.3608 -0.42631 0.431579 0.594571 0.594571 0.226495 0.215233 0.650271 0.617882 -0.67259 0.70064 0.503739 -0.62409 0.303126 0.102894 -0.07172 -0.0555 0.977757 0.862962 1
PPO-G (wine 0.004084 -0.03597 0.158583 -0.09791 -0.09791 0.128831 0.128831 -0.12765 0.559868 0.559868 0.449117 0.60474 0.472989 0.617408 0.351456 0.473121 0.679618 0.53727 0.819868 0.444621 -0.02283 0.375528 0.429604 0.575369 0.007243 0.476656 0.456771 0.557939 0.187339 0.456812 0.609409 0.489053 0.666801 0.340922 0.39744 0.380254 0.549801 0.482515 0.283601 0.00449 0.318568 0.498844 0.528755 0.491192 0.498028 0.414899 0.324163 0.396447 -0.07934 -0.01528 0.46174 0.047497 0.484905 0.454269 0.045496 0.313899 0.262604 -0.23835 -0.41498 -0.32772 -0.02994 -0.59443 -0.64896 -0.1752 -0.44181 -0.19156 -0.39543 -0.39563 0.443475 0.54283 0.54283 0.216418 0.337991 0.589759 0.570162 -0.67298 0.715316 0.591214 -0.71075 0.26287 0.124387 -0.05669 -0.09875 0.951192 0.926453 0.965553 1
MM-G (wine -0.31033 -0.2396 -0.14511 0.001159 0.001159 0.261055 0.261055 -0.25589 0.495229 0.495229 0.439805 0.401202 0.4535 0.419434 0.499548 0.454395 0.416526 0.502783 0.487314 0.613797 -0.25632 0.36343 0.421642 0.244416 0.169376 0.526681 0.494068 0.626428 0.242986 0.435383 0.419482 0.468254 0.413087 0.516755 0.486564 0.550715 0.590968 0.531886 0.427537 0.105584 0.541867 0.522202 0.540919 0.590759 0.593383 0.497037 0.527402 0.450337 0.183511 0.181053 0.196468 0.209905 0.513697 0.478416 0.062831 0.349935 0.298902 -0.13066 -0.21032 -0.17498 -0.06084 -0.32145 -0.32836 -0.34791 -0.23159 0.005589 -0.28975 -0.48349 0.219039 0.439029 0.439029 -0.04824 -0.0834 0.613455 0.615443 -0.66324 0.40378 0.343969 -0.33763 0.092561 0.093205 -0.04588 0.123369 0.801916 0.528758 0.837605 0.736552 1
DD-AG (wine -0.02952 -0.06352 0.182728 -0.10073 -0.10073 0.18909 0.18909 -0.08455 0.57009 0.57009 0.436406 0.561955 0.461168 0.563438 0.382724 0.449128 0.592694 0.51457 0.696797 0.477365 -0.19269 0.358526 0.442547 0.469894 0.083459 0.484967 0.459772 0.558782 0.223036 0.434405 0.563808 0.478357 0.58996 0.386959 0.468726 0.392416 0.574444 0.56838 0.358843 0.053153 0.41821 0.54008 0.615639 0.547523 0.518354 0.48919 0.419669 0.446129 0.017066 0.086962 0.387226 0.140745 0.495021 0.481079 0.051626 0.398373 0.33017 -0.20752 -0.33756 -0.32155 -0.01224 -0.567 -0.59157 -0.15981 -0.42569 -0.19801 -0.36658 -0.40536 0.43797 0.51507 0.51507 0.365623 0.10539 0.627057 0.589821 -0.63769 0.765262 0.576543 -0.66389 0.254353 0.206791 0.020394 0.080009 0.944362 0.827883 0.971317 0.931284 0.828605 1
CC-AG(wine -0.21588 -0.11671 0.004546 0.056404 0.056404 0.251576 0.251576 -0.12168 0.367344 0.367344 0.36694 0.388646 0.3675 0.380667 0.382153 0.36628 0.387488 0.405712 0.415807 0.458888 -0.25673 0.301547 0.378384 0.246107 0.220631 0.433892 0.398256 0.483337 0.277187 0.358974 0.396388 0.383711 0.376203 0.413675 0.445728 0.42458 0.494482 0.529749 0.374727 0.226279 0.489649 0.496763 0.582387 0.525853 0.481691 0.463198 0.471502 0.472465 0.032807 0.075955 0.24344 0.11001 0.477256 0.481792 0.191716 0.313166 0.336297 -0.20673 0.066416 -0.13992 0.149784 -0.48605 -0.36122 -0.16818 -0.39111 -0.06668 -0.42351 -0.22059 0.276549 0.204487 0.204487 0.447962 -0.03206 0.570974 0.565197 -0.43204 0.653676 0.586301 -0.45538 0.072881 0.4751 0.270551 0.33968 0.654041 0.488463 0.693752 0.625105 0.723207 0.816723 1
PPT-AG (win -0.04281 -0.12889 0.165753 -0.18584 -0.18584 0.189989 0.189989 -0.12954 0.59762 0.59762 0.474332 0.594714 0.505586 0.579771 0.429653 0.51569 0.647528 0.573379 0.723059 0.542185 -0.17979 0.383312 0.478726 0.47165 0.09885 0.532418 0.502316 0.625474 0.241844 0.478589 0.599432 0.525019 0.605467 0.437031 0.519451 0.401996 0.584295 0.604082 0.38307 0.0942 0.40817 0.536379 0.635539 0.573502 0.528409 0.537348 0.423952 0.457574 -0.01741 0.072073 0.455096 0.134938 0.536908 0.508702 0.086151 0.436886 0.377087 -0.22089 -0.32788 -0.33772 -0.04251 -0.63543 -0.62885 -0.18232 -0.50065 -0.12562 -0.42032 -0.46218 0.530351 0.588016 0.588016 0.270733 0.160958 0.674376 0.630035 -0.66467 0.776153 0.412588 -0.56744 0.311841 0.096024 -0.08552 -0.00416 0.966451 0.874819 0.985923 0.947694 0.816119 0.972798 0.706758 1
PPO-AG (wi 0.019493 -0.0187 0.188169 -0.09233 -0.09233 0.136956 0.136956 -0.08401 0.564711 0.564711 0.515765 0.675279 0.537964 0.689525 0.414636 0.508203 0.713051 0.574973 0.834524 0.442143 -0.03229 0.390537 0.458169 0.59233 0.002322 0.530408 0.525902 0.568377 0.190578 0.517793 0.670977 0.547093 0.722993 0.381836 0.432837 0.329899 0.546387 0.529317 0.294307 0.096333 0.305222 0.506997 0.582533 0.502071 0.475309 0.452561 0.320458 0.435062 -0.14874 -0.10579 0.532751 -0.03437 0.544359 0.513583 0.088988 0.325646 0.293653 -0.23942 -0.3691 -0.36481 0.033416 -0.62994 -0.6115 -0.16848 -0.48215 -0.22421 -0.46791 -0.32639 0.429157 0.505268 0.505268 0.331048 0.388169 0.61723 0.595167 -0.70103 0.778884 0.594284 -0.6849 0.272232 0.23797 0.036017 -0.05025 0.91839 0.884005 0.948559 0.974866 0.700376 0.926174 0.65702 0.941692 1
MM-AG (wine -0.26325 -0.32993 -0.0358 -0.21437 -0.21437 0.2804 0.2804 -0.28514 0.474927 0.474927 0.463287 0.476984 0.481631 0.429445 0.509234 0.55069 0.535235 0.578603 0.524026 0.717769 -0.30533 0.411 0.46851 0.228714 0.234418 0.568989 0.512062 0.729376 0.298403 0.470489 0.499436 0.506518 0.422021 0.562064 0.650402 0.514805 0.609676 0.700181 0.517015 0.215708 0.549398 0.55892 0.717912 0.674023 0.590353 0.662399 0.571254 0.517965 0.039509 0.098883 0.393159 0.153611 0.571013 0.5303 0.15485 0.484817 0.448544 -0.25593 -0.09291 -0.32552 -0.00963 -0.57151 -0.50717 -0.28559 -0.46689 0.083203 -0.44586 -0.57316 0.481867 0.47149 0.47149 0.149576 -0.04789 0.737927 0.721597 -0.6727 0.694351 0.160107 -0.27975 0.155378 0.052276 -0.09788 0.0573 0.859002 0.695759 0.877283 0.789832 0.898727 0.871172 0.728333 0.909405 0.786709 1
DD-CG (wine -0.09979 -0.00595 -0.06026 0.110762 0.110762 0.044634 0.044634 -0.44609 0.089109 0.089109 0.011788 0.076896 -0.01628 0.016449 -0.00036 0.128238 0.174078 0.125675 0.241828 0.403812 -0.25685 0.037194 -0.04897 -0.04844 -0.08337 0.054916 0.00389 0.350126 -0.09178 0.022281 0.08491 0.000515 0.035415 0.073573 0.200437 0.337365 0.27039 0.211458 0.120511 -0.20416 0.275418 0.213623 0.314383 0.267657 0.306415 0.203334 0.225747 0.097606 0.207362 0.202444 -0.02824 0.200907 0.070745 0.035555 -0.13106 0.301677 0.16362 -0.27597 -0.08708 -0.25906 -0.14121 -0.36717 -0.57727 -0.32329 -0.22052 0.199931 -0.25653 -0.53363 0.341247 0.190915 0.190915 -0.0236 -0.25431 0.28523 0.277732 -0.5139 0.219889 0.137858 -0.27849 -0.17202 -0.24114 -0.28494 -0.12057 0.676469 0.600077 0.636791 0.65595 0.728479 0.646031 0.510063 0.639004 0.55291 0.696625 1
PPT-CG (win -0.02202 -0.11776 0.071976 -0.19612 -0.19612 0.072573 0.072573 -0.1558 0.550153 0.550153 0.413256 0.557147 0.436089 0.506491 0.272775 0.437977 0.623214 0.483454 0.629771 0.341733 -0.03295 0.172046 0.321417 0.370227 -0.12663 0.373813 0.384017 0.450232 0.017131 0.420301 0.532581 0.439937 0.520065 0.233604 0.290759 0.313991 0.429606 0.34794 0.118299 0.044256 0.238832 0.334053 0.379568 0.369248 0.396048 0.302594 0.20179 0.279927 -0.22515 -0.11922 0.350987 -0.07273 0.399058 0.364339 0.09562 0.246739 0.236816 -0.05922 -0.13008 -0.33355 -0.16114 -0.58281 -0.59805 -0.15347 -0.4586 -0.08946 -0.36852 -0.26617 0.482899 0.562762 0.562762 0.23555 0.22444 0.605836 0.546501 -0.50128 0.700473 0.305661 -0.46018 0.269313 0.004226 -0.21975 -0.17439 0.948399 0.89098 0.914394 0.904587 0.685026 0.881832 0.619802 0.920973 0.893246 0.790768 0.619497 1
PPO-CG (wi 0.112363 0.071758 0.129277 -0.07985 -0.07985 -0.03559 -0.03559 -0.10377 0.514391 0.514391 0.422536 0.564047 0.43338 0.564613 0.251929 0.414117 0.61288 0.469477 0.707073 0.277143 0.033025 0.151162 0.321158 0.48824 -0.1377 0.367606 0.382854 0.40844 0.033301 0.4264 0.533512 0.435777 0.596 0.202162 0.239376 0.191245 0.361641 0.313606 0.083565 -0.02509 0.138812 0.312904 0.374004 0.296229 0.30351 0.254152 0.123757 0.238902 -0.25323 -0.19799 0.421771 -0.14276 0.385505 0.358469 0.095798 0.153396 0.165687 -0.18468 -0.19364 -0.40306 -0.03148 -0.57106 -0.56874 -0.12798 -0.42428 -0.15054 -0.3993 -0.19798 0.379954 0.481425 0.481425 0.369035 0.353376 0.504223 0.471718 -0.58853 0.649865 0.56926 -0.64916 0.286308 0.10413 -0.15737 -0.18019 0.880452 0.839324 0.886043 0.927382 0.625496 0.862058 0.618113 0.864547 0.941922 0.675306 0.566949 0.922573 1
MM-CG (wine -0.0471 -0.13513 0.044129 -0.20827 -0.20827 0.073035 0.073035 -0.06729 0.517874 0.517874 0.455194 0.539225 0.482441 0.530699 0.331341 0.473904 0.605098 0.514929 0.605869 0.318162 0.006641 0.132928 0.368867 0.391679 -0.08285 0.415861 0.433191 0.439666 0.063226 0.463257 0.510136 0.485356 0.538139 0.277684 0.29178 0.276507 0.375936 0.338288 0.126486 0.110153 0.198463 0.291158 0.347237 0.341445 0.347284 0.301642 0.180004 0.269048 -0.31757 -0.22914 0.361232 -0.18251 0.441593 0.400761 0.147822 0.114319 0.162291 0.017184 0.084834 -0.33657 -0.07705 -0.53166 -0.48756 -0.17608 -0.41281 -0.11326 -0.39865 -0.19266 0.331982 0.508856 0.508856 0.340304 0.288195 0.612348 0.584909 -0.45047 0.706766 0.241734 -0.31906 0.286858 0.069826 -0.1576 -0.24746 0.847264 0.775032 0.820185 0.811464 0.582021 0.785136 0.612462 0.81706 0.834659 0.694659 0.444568 0.935583 0.90274 1
PPigmented -0.01593 0.050674 -0.0584 0.048048 0.048048 -0.05705 -0.05705 -0.2282 0.383728 0.383728 0.340091 0.305694 0.338672 0.269819 0.312771 0.402703 0.36317 0.408708 0.308778 0.396329 -0.26294 0.034887 0.340837 0.17807 0.183984 0.365507 0.332096 0.431686 0.220252 0.343381 0.284659 0.357849 0.269367 0.344122 0.335462 0.21957 0.241571 0.374765 0.200168 0.110062 0.223289 0.25132 0.418383 0.3126 0.24029 0.344175 0.227817 0.237481 0.001403 0.100688 0.282282 0.140321 0.40268 0.407244 0.325288 0.202096 0.319383 -0.25921 0.347084 -0.24718 0.098057 -0.58932 -0.36259 -0.03385 -0.52924 0.231815 -0.50244 -0.10347 0.464778 0.255887 0.255887 0.328473 -0.01645 0.405257 0.348307 -0.3535 0.48519 0.375308 -0.36128 0.233604 0.253291 -0.11832 0.198714 0.603841 0.450114 0.637495 0.556835 0.614205 0.712909 0.826259 0.660094 0.591816 0.640719 0.483256 0.662597 0.654727 0.658184 1
TTanthocyan -0.171 -0.18767 0.008788 -0.11101 -0.11101 0.214078 0.214078 -0.20257 0.576701 0.576701 0.48798 0.54774 0.510941 0.546503 0.463861 0.519376 0.598518 0.574838 0.670943 0.576946 -0.17195 0.370978 0.464213 0.400583 0.095844 0.543737 0.517022 0.643708 0.223305 0.490854 0.555255 0.527482 0.560177 0.467408 0.49747 0.486952 0.602269 0.564803 0.382839 0.090239 0.462429 0.533263 0.589216 0.584947 0.574348 0.512068 0.457945 0.45372 0.007887 0.056999 0.364313 0.107316 0.544492 0.507741 0.085874 0.370879 0.326584 -0.16957 -0.26688 -0.31567 -0.06329 -0.51965 -0.53108 -0.26316 -0.39274 -0.07931 -0.38481 -0.46572 0.414439 0.540604 0.540604 0.164822 0.12228 0.680539 0.661693 -0.69345 0.656674 0.424313 -0.504 0.210986 0.103469 -0.07425 -0.01259 0.957503 0.79116 0.97518 0.92218 0.924601 0.956399 0.748496 0.966449 0.901671 0.938129 0.721704 0.890125 0.841639 0.798912 0.672578 1
TTanthocyan -0.12746 -0.1145 -0.01551 -0.061 -0.061 0.13089 0.13089 -0.22898 0.552808 0.552808 0.473497 0.503155 0.489287 0.488911 0.446179 0.519136 0.560654 0.560789 0.591863 0.557675 -0.22016 0.276647 0.456885 0.351027 0.136655 0.522592 0.49116 0.618295 0.240752 0.476766 0.500659 0.508187 0.498461 0.460379 0.478518 0.427869 0.51802 0.541013 0.346649 0.105134 0.411826 0.47261 0.574612 0.532171 0.4977 0.492138 0.410326 0.410924 0.006128 0.078018 0.364073 0.128543 0.536977 0.512559 0.182211 0.338868 0.351081 -0.21708 -0.04209 -0.32813 -0.0091 -0.58552 -0.5106 -0.19959 -0.47324 0.028503 -0.45778 -0.36918 0.48581 0.480841 0.480841 0.255719 0.079623 0.634624 0.600015 -0.62452 0.661775 0.450814 -0.50374 0.241805 0.170672 -0.09866 0.072671 0.905439 0.729952 0.930539 0.862824 0.885917 0.945286 0.839758 0.932753 0.86128 0.905408 0.692937 0.879443 0.842053 0.812975 0.850528 0.961248 1
TTglucoside -0.1934 -0.18494 -0.01741 -0.07292 -0.07292 0.223958 0.223958 -0.20686 0.576597 0.576597 0.476489 0.523001 0.499188 0.533177 0.465439 0.499729 0.568637 0.558567 0.657939 0.573866 -0.17028 0.381598 0.45926 0.396173 0.102018 0.538259 0.511113 0.634623 0.227191 0.477811 0.534375 0.515597 0.548091 0.469175 0.479564 0.508671 0.610469 0.544937 0.386079 0.065297 0.477733 0.538675 0.565332 0.583481 0.588339 0.493722 0.468978 0.44927 0.060582 0.096849 0.323217 0.142019 0.532942 0.497264 0.061311 0.363854 0.30875 -0.15431 -0.3187 -0.27409 -0.07836 -0.46392 -0.49782 -0.27474 -0.34148 -0.08867 -0.3448 -0.47374 0.366502 0.535171 0.535171 0.093499 0.099651 0.652771 0.638877 -0.69589 0.582156 0.445081 -0.50606 0.190742 0.099693 -0.06111 0.01035 0.939748 0.751552 0.961835 0.903201 0.951944 0.940451 0.732468 0.943084 0.87029 0.923714 0.736297 0.848506 0.80345 0.74214 0.642685 0.993836 0.945732 1
TTacetylgluc -0.1683 -0.22815 0.055476 -0.17986 -0.17986 0.245397 0.245397 -0.21496 0.537997 0.537997 0.488879 0.556004 0.510876 0.527973 0.487234 0.547031 0.607963 0.591722 0.645465 0.645534 -0.24273 0.413665 0.484341 0.362676 0.169262 0.569996 0.527147 0.695247 0.276657 0.49363 0.569766 0.532433 0.535794 0.515724 0.599329 0.475529 0.617134 0.67096 0.463067 0.168561 0.497895 0.569547 0.701759 0.644028 0.578938 0.615158 0.515305 0.509868 0.000425 0.064861 0.437941 0.125305 0.576275 0.541481 0.12901 0.459977 0.416469 -0.2529 -0.21301 -0.35264 -0.00466 -0.60916 -0.56792 -0.24578 -0.4849 -0.03006 -0.45241 -0.51298 0.50151 0.513074 0.513074 0.247308 0.076179 0.725663 0.701394 -0.69764 0.767988 0.343398 -0.45961 0.216646 0.122882 -0.05483 0.043278 0.929623 0.795244 0.952437 0.892545 0.884358 0.949865 0.765125 0.972823 0.893885 0.976852 0.687456 0.869569 0.798304 0.775759 0.678397 0.97783 0.94766 0.958626 1
TTcoumaroy -0.0097 -0.0815 0.064901 -0.16842 -0.16842 0.047876 0.047876 -0.10793 0.522479 0.522479 0.441276 0.548689 0.462425 0.535068 0.304027 0.459713 0.615005 0.504444 0.643099 0.329541 -0.004 0.142761 0.347927 0.409256 -0.10487 0.400434 0.413827 0.44885 0.046073 0.448689 0.520247 0.466152 0.550036 0.256848 0.287529 0.275083 0.389961 0.342384 0.120538 0.058777 0.200904 0.310546 0.371689 0.345142 0.355438 0.298919 0.178938 0.266404 -0.28002 -0.19873 0.372156 -0.15026 0.424856 0.386474 0.122141 0.152497 0.178378 -0.0551 -0.01352 -0.37049 -0.08091 -0.55987 -0.54387 -0.17671 -0.42718 -0.10826 -0.40455 -0.22739 0.381789 0.514891 0.514891 0.338017 0.286453 0.596516 0.564296 -0.51426 0.713091 0.349418 -0.44784 0.274319 0.053832 -0.18749 -0.22704 0.896567 0.830024 0.875013 0.879671 0.63796 0.843608 0.637885 0.868432 0.891801 0.732095 0.542037 0.966303 0.953832 0.987316 0.679457 0.852113 0.858709 0.802527 0.822553 1
TTdelphinidi -0.0831 -0.13973 0.099341 -0.14841 -0.14841 0.182598 0.182598 -0.14711 0.580792 0.580792 0.425475 0.556742 0.453578 0.538686 0.342398 0.457011 0.622477 0.517589 0.691918 0.452371 -0.08888 0.313574 0.40224 0.42713 -0.00685 0.446657 0.431192 0.542614 0.13851 0.431443 0.555427 0.468139 0.563088 0.333377 0.395463 0.418656 0.550016 0.472389 0.269951 0.005813 0.372346 0.466885 0.504477 0.495458 0.513866 0.411403 0.351987 0.371612 -0.07588 -0.00168 0.34504 0.045339 0.452109 0.421381 0.035872 0.360338 0.293149 -0.10221 -0.32354 -0.31003 -0.14299 -0.54276 -0.62195 -0.14979 -0.40017 -0.17069 -0.34079 -0.4141 0.444404 0.564873 0.564873 0.220141 0.152559 0.614663 0.579496 -0.61953 0.704053 0.451703 -0.57026 0.23438 0.086919 -0.06255 -0.08912 0.996227 0.888504 0.984484 0.956111 0.824482 0.967142 0.702517 0.976592 0.925982 0.875427 0.700272 0.940501 0.883187 0.834625 0.639266 0.969795 0.927372 0.953512 0.946082 0.889519 1
TTcyanidin ( -0.01717 -0.10677 0.186555 -0.18317 -0.18317 0.164912 0.164912 -0.12295 0.51407 0.51407 0.381831 0.575503 0.403941 0.529156 0.269378 0.436621 0.670907 0.487217 0.736113 0.416795 -0.02624 0.365894 0.389103 0.485358 0.024845 0.407111 0.375681 0.516667 0.178021 0.394475 0.583867 0.424634 0.574568 0.283195 0.398114 0.400335 0.54034 0.482486 0.268143 0.055071 0.340824 0.484605 0.531678 0.493951 0.500345 0.415445 0.33139 0.402888 -0.13107 -0.0099 0.444427 0.050576 0.437345 0.424279 0.111021 0.353612 0.32618 -0.22361 -0.28933 -0.2959 -0.05915 -0.6553 -0.67351 -0.10367 -0.52512 -0.14599 -0.4176 -0.34867 0.553928 0.506105 0.506105 0.279953 0.25759 0.598977 0.560879 -0.53205 0.801789 0.504187 -0.64795 0.240264 0.150012 -0.03838 -0.05306 0.929686 0.972897 0.911714 0.947075 0.637635 0.914714 0.676999 0.925162 0.919729 0.77985 0.641305 0.91575 0.871732 0.816008 0.598611 0.86566 0.838219 0.828005 0.873511 0.869128 0.93558 1
TTpetunidin -0.0493 -0.11779 0.121608 -0.16284 -0.16284 0.163152 0.163152 -0.12322 0.626384 0.626384 0.491399 0.599512 0.524212 0.602094 0.425642 0.522968 0.663295 0.585657 0.749845 0.50604 -0.11956 0.363661 0.486631 0.503789 0.062095 0.530697 0.509683 0.606078 0.221058 0.496644 0.601634 0.541842 0.63151 0.417614 0.46991 0.404265 0.574977 0.549894 0.346086 0.045672 0.383108 0.518401 0.57328 0.542177 0.523532 0.486734 0.392035 0.426349 -0.04771 0.031144 0.440424 0.091541 0.531518 0.499963 0.072631 0.360331 0.311811 -0.17243 -0.33433 -0.33621 -0.06557 -0.57517 -0.60558 -0.18089 -0.43617 -0.16189 -0.37511 -0.42399 0.458638 0.595477 0.595477 0.237773 0.208054 0.656534 0.619596 -0.66335 0.721853 0.476601 -0.60723 0.305238 0.09531 -0.08596 -0.0562 0.981152 0.874159 0.998755 0.965212 0.82857 0.972455 0.696031 0.991405 0.950568 0.883628 0.640931 0.929414 0.891842 0.834922 0.648689 0.974779 0.934424 0.957296 0.957463 0.887697 0.987452 0.921763 1
TTpeonidin 0.025255 -0.01502 0.161999 -0.09502 -0.09502 0.105042 0.105042 -0.11621 0.560619 0.560619 0.464516 0.620638 0.486194 0.631802 0.352813 0.476856 0.684402 0.540933 0.814922 0.422191 -0.01588 0.346473 0.423241 0.571981 -0.01764 0.476084 0.46497 0.542655 0.164998 0.47049 0.617671 0.498754 0.675521 0.330993 0.383897 0.343395 0.52512 0.470673 0.256474 0.018922 0.290199 0.476296 0.521314 0.467626 0.467578 0.401614 0.294477 0.383652 -0.12364 -0.06464 0.476006 -0.00048 0.48723 0.456762 0.063515 0.293912 0.256504 -0.2328 -0.37529 -0.35325 -0.01721 -0.60527 -0.63582 -0.1682 -0.45277 -0.19405 -0.41609 -0.3536 0.437115 0.531435 0.531435 0.268938 0.356328 0.589025 0.566524 -0.67362 0.732549 0.59995 -0.70944 0.273661 0.147847 -0.05381 -0.1044 0.944941 0.915152 0.961354 0.995679 0.720155 0.930833 0.638735 0.944968 0.987314 0.780483 0.628132 0.91689 0.954432 0.84191 0.587549 0.916512 0.870238 0.891513 0.888812 0.905853 0.950123 0.941154 0.962516 1
TTmalvidin ( -0.28228 -0.26335 -0.10096 -0.08173 -0.08173 0.256856 0.256856 -0.25377 0.525238 0.525238 0.476224 0.465157 0.493838 0.46437 0.511059 0.510599 0.499211 0.555959 0.544341 0.638788 -0.24893 0.367072 0.453363 0.276557 0.161876 0.556041 0.522103 0.666983 0.247812 0.476155 0.479135 0.510456 0.459243 0.528551 0.532263 0.539476 0.604193 0.581794 0.436115 0.140672 0.531423 0.533299 0.593582 0.615449 0.597027 0.543711 0.52459 0.471409 0.090158 0.115588 0.281232 0.155248 0.551321 0.511633 0.101698 0.373915 0.336936 -0.15017 -0.15452 -0.25942 -0.05352 -0.4295 -0.41227 -0.32919 -0.32715 0.009798 -0.35924 -0.49483 0.329591 0.482327 0.482327 0.061154 -0.02334 0.684162 0.677626 -0.67912 0.541951 0.307861 -0.3435 0.137743 0.086231 -0.07548 0.059847 0.874284 0.638765 0.899259 0.807818 0.981557 0.886812 0.755937 0.892371 0.785785 0.954063 0.728402 0.79034 0.716605 0.705489 0.666589 0.970388 0.937972 0.977423 0.94972 0.750938 0.891915 0.739094 0.896776 0.798588 1
FFlavonol A1 -0.1904 -0.33708 0.10508 -0.32552 -0.32552 0.293055 0.293055 -0.22593 0.325663 0.325663 0.307298 0.274315 0.324207 0.228652 0.403195 0.496957 0.413116 0.498788 0.394741 0.734444 -0.41686 0.457279 0.463304 0.177592 0.429651 0.479943 0.365553 0.705732 0.443125 0.327165 0.334502 0.375491 0.252384 0.539008 0.727203 0.510372 0.598029 0.757889 0.645834 0.208864 0.648354 0.66053 0.763573 0.719208 0.581285 0.735989 0.689752 0.596001 0.142682 0.273103 0.37378 0.32718 0.48488 0.450325 0.214905 0.510996 0.499015 -0.428 -0.00852 -0.19997 0.00827 -0.57243 -0.59763 -0.26132 -0.42327 0.187419 -0.43879 -0.60692 0.410406 0.305078 0.305078 0.360705 -0.28245 0.639786 0.624029 -0.51135 0.69542 0.180569 -0.37695 0.166927 -0.03076 -0.05288 0.147145 0.648243 0.605463 0.681806 0.62019 0.673699 0.729598 0.710368 0.744748 0.607964 0.85002 0.608763 0.598151 0.476991 0.512718 0.582356 0.729764 0.735584 0.703819 0.817204 0.541328 0.681764 0.698929 0.692578 0.601999 0.739276 1
FFlavonol A2 -0.10941 -0.25374 0.184094 -0.30584 -0.30584 0.279786 0.279786 -0.11155 0.534253 0.534253 0.386556 0.444388 0.412732 0.359263 0.377108 0.529126 0.565607 0.560946 0.532183 0.632749 -0.1507 0.369125 0.494438 0.272586 0.266849 0.484793 0.405357 0.66567 0.341095 0.410114 0.470032 0.455224 0.382906 0.46082 0.605378 0.373062 0.506006 0.676805 0.454451 0.186521 0.447824 0.503042 0.70839 0.587071 0.467803 0.621194 0.480077 0.463513 -0.06519 0.090686 0.511458 0.161448 0.506895 0.498472 0.301901 0.56908 0.587511 -0.31419 -0.03681 -0.16964 -0.02369 -0.71591 -0.55547 -0.0755 -0.6317 -0.03618 -0.48466 -0.34416 0.664868 0.531847 0.531847 0.454139 0.021246 0.668676 0.61139 -0.40627 0.854617 0.343985 -0.43273 0.415699 0.086792 -0.03138 0.115265 0.794186 0.766957 0.814669 0.762003 0.658909 0.862999 0.783173 0.866362 0.771129 0.853122 0.537889 0.763085 0.669844 0.672668 0.703959 0.807042 0.835805 0.767472 0.880818 0.705622 0.818394 0.854436 0.826844 0.758557 0.752105 0.863998 1
((A) M-GS ( -0.11726 -0.22806 -0.06453 -0.25927 -0.25927 0.094569 0.094569 -0.13084 0.483384 0.483384 0.33272 0.181576 0.36618 0.252926 0.393625 0.486824 0.333538 0.520837 0.441921 0.620362 -0.2021 0.335669 0.535125 0.299768 0.403054 0.473271 0.372305 0.631123 0.459155 0.355658 0.233106 0.419204 0.30119 0.500239 0.550416 0.40315 0.477699 0.592549 0.539371 -0.03759 0.497588 0.562437 0.573019 0.556006 0.462471 0.56057 0.548473 0.432051 0.109708 0.185431 0.322892 0.231568 0.433795 0.402382 0.172967 0.224237 0.258925 -0.30649 -0.06092 -0.14861 -0.02782 -0.26176 -0.31916 -0.21997 -0.14403 0.034289 -0.22624 -0.46872 0.13711 0.401487 0.401487 0.2502 -0.10215 0.512251 0.524327 -0.52009 0.29562 0.405398 -0.44794 0.348173 -0.19119 -0.20344 -0.042 0.65316 0.449937 0.726315 0.628244 0.817487 0.714123 0.650762 0.689998 0.595047 0.778582 0.555957 0.522881 0.517308 0.465325 0.536436 0.771515 0.748148 0.789896 0.762033 0.510449 0.679276 0.551954 0.70974 0.611089 0.811981 0.742339 0.686898 1
QQ-GR (wine -0.50248 -0.35974 -0.18788 0.099745 0.099745 0.445923 0.445923 -0.2143 0.314347 0.314347 0.247563 0.257764 0.282583 0.24946 0.342392 0.320048 0.378033 0.345536 0.364082 0.38417 0.204733 0.2995 0.27139 0.176131 0.098693 0.342827 0.31891 0.410063 0.167494 0.272404 0.291879 0.297661 0.262408 0.341809 0.150971 0.539938 0.367943 0.158006 0.0952 0.335815 0.328561 0.259794 0.13819 0.331898 0.450031 0.152918 0.248073 0.323243 -0.11538 -0.03441 0.048088 -0.02825 0.40324 0.333861 0.202599 0.325217 0.351019 0.214091 0.146668 0.485561 -0.26046 -0.42125 -0.31574 -0.23141 -0.37802 -0.00537 -0.53289 0.03146 0.260855 0.277353 0.277353 -0.19619 0.274261 0.418509 0.409038 -0.07608 0.37379 -0.00791 0.184858 0.190763 0.169593 0.303469 -0.01591 0.446314 0.426093 0.387601 0.390014 0.365847 0.349312 0.371205 0.404977 0.363741 0.425954 0.317984 0.475439 0.306628 0.471784 0.346108 0.427774 0.432952 0.410033 0.421151 0.445108 0.428004 0.45776 0.400633 0.375779 0.419162 0.421358 0.437237 0.205843 1
QQ-GS (wine -0.08199 -0.18683 0.183604 -0.20849 -0.20849 0.259594 0.259594 0.158832 0.606419 0.606419 0.320992 0.435879 0.384855 0.428138 0.276408 0.390257 0.571566 0.453365 0.599924 0.272855 0.324441 0.235763 0.414654 0.441519 0.010652 0.359162 0.34647 0.386787 0.169852 0.351193 0.442046 0.408354 0.475539 0.251589 0.180763 0.262351 0.294945 0.245815 0.060279 0.17012 0.101481 0.204981 0.227291 0.254317 0.291037 0.193588 0.09012 0.221831 -0.26268 -0.09723 0.375067 -0.04721 0.404437 0.390526 0.27412 0.262325 0.339353 0.180638 0.035984 0.180242 -0.24409 -0.4497 -0.28956 -0.04502 -0.44177 -0.36531 -0.33239 0.157146 0.468311 0.641785 0.641785 0.203292 0.346267 0.481428 0.406768 0.012537 0.611784 0.190451 -0.21722 0.644044 -0.02547 -0.0548 -0.11891 0.602621 0.679188 0.574169 0.579699 0.256317 0.539457 0.39496 0.584359 0.581137 0.418008 0.127957 0.667546 0.553901 0.686553 0.40162 0.492952 0.499953 0.442184 0.50117 0.654949 0.580523 0.677529 0.587761 0.583243 0.372751 0.387451 0.654473 0.26521 0.675019 1
((B) M-GR ( -0.07547 -0.2142 0.017731 -0.2973 -0.2973 0.082167 0.082167 -0.30192 0.389769 0.389769 0.441366 0.411084 0.454461 0.366228 0.48069 0.606238 0.541581 0.60463 0.514628 0.730406 -0.34902 0.440977 0.57138 0.321408 0.479217 0.584494 0.476653 0.748331 0.527871 0.460866 0.453067 0.502616 0.395393 0.601669 0.750981 0.37184 0.524918 0.797978 0.631744 0.251504 0.496074 0.617078 0.816272 0.674383 0.479085 0.762891 0.587907 0.576538 -0.01267 0.123146 0.623102 0.209498 0.598057 0.5751 0.348059 0.395241 0.478314 -0.60691 0.066973 -0.39305 0.244054 -0.75025 -0.5748 -0.16004 -0.63248 0.294379 -0.58613 -0.51368 0.547862 0.321071 0.321071 0.360724 0.072426 0.673437 0.653853 -0.60638 0.747279 0.307938 -0.4609 0.264362 0.13186 -0.12658 0.161021 0.659594 0.637036 0.728985 0.683615 0.64361 0.756357 0.718471 0.781551 0.715725 0.843539 0.507589 0.641919 0.604221 0.578844 0.692897 0.746726 0.788818 0.708431 0.839282 0.614909 0.691988 0.727707 0.737931 0.686083 0.72643 0.901288 0.878082 0.748216 0.309405 0.392452 1
((C) K-GS (w -0.0631 -0.16129 -0.01678 -0.21925 -0.21925 0.03008 0.03008 -0.34396 0.147551 0.147551 0.169115 0.128673 0.175815 0.149474 0.258474 0.303378 0.207515 0.303049 0.292748 0.540233 -0.43382 0.292937 0.292265 0.145714 0.349379 0.318483 0.223116 0.500577 0.34354 0.176618 0.171221 0.213538 0.175942 0.378401 0.53112 0.303781 0.425364 0.562988 0.502015 0.050668 0.488261 0.53111 0.592538 0.513659 0.389231 0.539289 0.52628 0.438159 0.058623 0.116074 0.186761 0.142861 0.305675 0.253025 -0.02944 0.250298 0.176023 -0.44106 -0.08243 -0.39845 0.096766 -0.47832 -0.61387 -0.41366 -0.26363 0.306615 -0.46386 -0.7314 0.131783 0.127502 0.127502 0.318108 -0.24454 0.498469 0.525023 -0.74229 0.301476 0.032268 -0.23874 -0.10856 -0.2543 -0.21894 -0.19909 0.594304 0.494971 0.617167 0.592419 0.666173 0.621311 0.544221 0.647818 0.58637 0.762319 0.660761 0.555158 0.538821 0.528955 0.456219 0.691989 0.661747 0.673459 0.730579 0.565449 0.618255 0.561705 0.623047 0.589965 0.714416 0.787136 0.562041 0.689954 0.233348 0.050413 0.74778 1
((F) I-GS (w -0.04129 -0.19726 0.164432 -0.31184 -0.31184 0.165658 0.165658 -0.09417 0.499803 0.499803 0.394479 0.455485 0.430031 0.412071 0.349714 0.568791 0.653953 0.588795 0.636457 0.540931 0.005655 0.339929 0.51522 0.424591 0.24056 0.478027 0.403392 0.62387 0.35748 0.430905 0.483212 0.474959 0.46588 0.415221 0.509454 0.342032 0.43325 0.558369 0.361621 0.179092 0.31132 0.446749 0.568974 0.497932 0.409786 0.52069 0.353719 0.416351 -0.20822 -0.02351 0.576502 0.054815 0.515213 0.487647 0.352699 0.355638 0.450453 -0.28184 0.097874 -0.14291 -0.01284 -0.73264 -0.60002 -0.06532 -0.62965 0.000401 -0.55532 -0.21284 0.59034 0.472759 0.472759 0.382482 0.241324 0.603722 0.559595 -0.32654 0.795494 0.288859 -0.42265 0.458858 0.021819 -0.08975 -0.0678 0.725923 0.820954 0.730144 0.747748 0.430628 0.72779 0.616366 0.769223 0.75994 0.679146 0.406203 0.774514 0.709056 0.76552 0.632433 0.679075 0.718214 0.615205 0.740438 0.769623 0.729493 0.855775 0.746625 0.753593 0.566971 0.754827 0.881261 0.527846 0.582822 0.813167 0.804591 0.49262 1
((G) S-GS ( -0.05203 -0.1972 -0.00669 -0.30811 -0.30811 0.021593 0.021593 -0.36536 0.172044 0.172044 0.295938 0.230547 0.286551 0.14498 0.336196 0.491163 0.359726 0.457198 0.266344 0.657299 -0.41311 0.334066 0.43415 0.105715 0.514231 0.429543 0.306967 0.62902 0.489732 0.316901 0.274186 0.337355 0.160856 0.495414 0.712475 0.243456 0.38332 0.733912 0.610734 0.216023 0.456034 0.520517 0.765309 0.576831 0.338367 0.719485 0.553562 0.487677 -0.03665 0.090376 0.537917 0.164741 0.441273 0.425495 0.33324 0.372148 0.453169 -0.70136 0.170577 -0.42468 0.320646 -0.73537 -0.56339 -0.09769 -0.61138 0.458828 -0.57899 -0.5411 0.470242 0.091226 0.091226 0.434044 -0.07907 0.535733 0.533663 -0.54019 0.683179 0.220186 -0.35081 0.089275 0.132839 -0.07109 0.171719 0.457674 0.464456 0.517743 0.485662 0.477117 0.580142 0.641702 0.587677 0.526511 0.704851 0.459324 0.445981 0.436053 0.398939 0.615613 0.555033 0.623793 0.512925 0.675031 0.434648 0.49832 0.5618 0.52943 0.49232 0.554314 0.845697 0.759823 0.630995 0.147399 0.150813 0.938714 0.75875 0.665977 1
QQuercetin ( -0.09969 0.059308 -0.25303 0.224555 0.224555 -0.12469 -0.12469 -0.57162 -0.40651 -0.40651 -0.24803 -0.35566 -0.30633 -0.39561 -0.13532 -0.1358 -0.30834 -0.19969 -0.31971 0.201934 -0.41441 -0.05366 -0.23402 -0.37778 0.160625 -0.16458 -0.23787 0.053888 0.007668 -0.2477 -0.32141 -0.28913 -0.40036 -0.0081 0.089005 0.056162 -0.02689 0.021632 0.156178 -0.18876 0.188765 0.058796 0.077647 0.050293 0.006216 0.0769 0.186892 -0.01956 0.306512 0.231776 -0.25344 0.199874 -0.17902 -0.21624 -0.19652 0.080289 -0.03854 -0.44461 -0.00837 -0.14631 0.102592 -0.07121 -0.34527 -0.26978 0.083814 0.603069 -0.12056 -0.54573 -0.14294 -0.39949 -0.39949 -0.17624 -0.43693 -0.13268 -0.0815 -0.37441 -0.25145 -0.09008 0.025405 -0.49044 -0.15336 -0.07784 0.001011 -0.08398 -0.13831 -0.08123 -0.05331 0.214589 -0.04768 0.034805 -0.06903 -0.12409 0.121627 0.552784 -0.16131 -0.12012 -0.28138 0.027935 0.039559 0.038521 0.080363 0.038078 -0.19937 -0.04838 -0.10743 -0.08572 -0.07988 0.136759 0.236177 -0.10631 0.15985 -0.10551 -0.63608 0.133978 0.498435 -0.23561 0.325692 1
TTflavonols -0.19591 -0.29477 0.069954 -0.25298 -0.25298 0.285082 0.285082 -0.15388 0.567789 0.567789 0.402229 0.426664 0.444467 0.395463 0.427025 0.564865 0.603431 0.601019 0.613529 0.641977 -0.0287 0.398724 0.543163 0.368728 0.287245 0.527248 0.445059 0.692612 0.388493 0.435041 0.46487 0.491086 0.439506 0.501267 0.539412 0.462913 0.5209 0.596502 0.415753 0.209207 0.441523 0.511378 0.601612 0.575834 0.513825 0.55229 0.459199 0.478056 -0.11339 0.052064 0.467 0.116324 0.558614 0.521556 0.313421 0.456354 0.507352 -0.20946 0.048174 0.000717 -0.09554 -0.68208 -0.56488 -0.18476 -0.57798 -0.02047 -0.55457 -0.2841 0.587997 0.545591 0.545591 0.308961 0.165415 0.682158 0.638852 -0.38791 0.779798 0.299083 -0.36702 0.482774 0.002172 -0.05655 -0.02081 0.801415 0.786597 0.808186 0.778442 0.645798 0.808188 0.719605 0.839196 0.771397 0.81772 0.530484 0.797034 0.688962 0.750502 0.670109 0.803349 0.82057 0.763331 0.847362 0.763605 0.810214 0.854155 0.819535 0.77226 0.745087 0.838146 0.929372 0.681885 0.683302 0.786865 0.830141 0.578048 0.945763 0.662241 -0.13989 1
TTQ-glycosid -0.2311 -0.26015 0.071953 -0.12025 -0.12025 0.343178 0.343178 0.044677 0.554873 0.554873 0.32125 0.409626 0.380335 0.401087 0.320476 0.397041 0.550723 0.452333 0.566949 0.332026 0.309267 0.275881 0.398562 0.386095 0.041362 0.381787 0.364291 0.42502 0.182372 0.352001 0.42576 0.40282 0.440515 0.301934 0.184831 0.377117 0.342847 0.235298 0.076856 0.239686 0.186493 0.239657 0.214883 0.300587 0.367812 0.19497 0.150784 0.27364 -0.2333 -0.08354 0.293532 -0.04448 0.43575 0.401926 0.27135 0.304239 0.369926 0.206157 0.074344 0.292309 -0.26917 -0.47631 -0.32157 -0.11093 -0.45595 -0.27435 -0.4261 0.12776 0.437327 0.568529 0.568529 0.090571 0.349857 0.497836 0.43944 -0.01655 0.610196 0.150086 -0.11476 0.577326 0.034001 0.053452 -0.09508 0.596845 0.646576 0.555894 0.5608 0.313585 0.517246 0.417875 0.569321 0.552947 0.453488 0.202472 0.654715 0.513438 0.667523 0.414282 0.509497 0.516428 0.465954 0.513324 0.635112 0.574299 0.656094 0.570362 0.558589 0.417733 0.429343 0.632089 0.265866 0.838232 0.968156 0.395051 0.11644 0.798781 0.161482 -0.50593 0.813436 1
TTM-glycosi -0.10993 -0.23703 -0.04008 -0.288 -0.288 0.095996 0.095996 -0.19768 0.480264 0.480264 0.39021 0.271599 0.418669 0.30721 0.44735 0.557312 0.425325 0.581102 0.49361 0.695671 -0.2649 0.392186 0.579872 0.325293 0.45359 0.54012 0.430699 0.709549 0.510507 0.413345 0.322946 0.473212 0.351802 0.56534 0.652699 0.416662 0.522762 0.699047 0.60371 0.059756 0.527058 0.615165 0.691372 0.630307 0.496071 0.66407 0.595119 0.507877 0.074156 0.175147 0.445794 0.237922 0.51654 0.486147 0.243722 0.296674 0.350124 -0.42848 -0.02208 -0.24888 0.064698 -0.44739 -0.42764 -0.21288 -0.32232 0.126587 -0.36507 -0.51346 0.295128 0.398984 0.398984 0.313524 -0.051 0.598664 0.60056 -0.58117 0.479142 0.417496 -0.50163 0.358527 -0.10429 -0.20017 0.028826 0.694746 0.541523 0.771013 0.68519 0.80685 0.771719 0.713316 0.763133 0.672494 0.847892 0.572802 0.595413 0.578435 0.532486 0.62268 0.809477 0.807256 0.809437 0.834581 0.577209 0.724599 0.64578 0.762233 0.673762 0.831446 0.84185 0.794175 0.973521 0.253933 0.325038 0.880069 0.751465 0.655017 0.775055 0.160571 0.774068 0.326403 1
CCaffeic acid 0.108493 0.164249 0.095716 0.091774 0.091774 -0.06484 -0.06484 -0.26581 0.180771 0.180771 0.258496 0.3579 0.233759 0.385393 0.215126 0.261147 0.369257 0.290402 0.572016 0.377126 -0.18126 0.323359 0.228417 0.414704 0.117966 0.312957 0.267801 0.4137 0.211411 0.253447 0.373826 0.247396 0.436092 0.258768 0.35658 0.198331 0.387918 0.434259 0.304189 0.063799 0.286295 0.482693 0.543773 0.394177 0.322779 0.372494 0.312885 0.404431 0.020572 0.02507 0.400436 0.079947 0.340917 0.323126 0.035136 0.175506 0.151751 -0.63257 -0.31204 -0.34535 0.320351 -0.55782 -0.52632 -0.37883 -0.392 0.107204 -0.49566 -0.3772 0.235307 0.123751 0.123751 0.302023 0.283175 0.427371 0.443812 -0.71088 0.427787 0.64308 -0.67285 -0.02251 0.156734 -0.07256 0.068292 0.552893 0.594612 0.628087 0.730592 0.543591 0.65387 0.561356 0.627253 0.74344 0.561025 0.609791 0.554422 0.720798 0.48816 0.443613 0.640886 0.620733 0.626931 0.637598 0.581822 0.593192 0.650289 0.627281 0.741126 0.575434 0.543591 0.508568 0.518244 0.137055 0.130836 0.659441 0.689108 0.493547 0.615609 0.344878 0.499925 0.143208 0.598132 1
CCoumaric a -0.10654 -0.03302 -0.03484 0.072426 0.072426 0.092645 0.092645 -0.39932 0.16543 0.16543 0.23774 0.313751 0.217577 0.301435 0.249362 0.294388 0.373503 0.31663 0.528652 0.500224 -0.07517 0.419626 0.261968 0.322573 0.228767 0.342463 0.265775 0.503482 0.294277 0.24722 0.355273 0.243266 0.35209 0.335489 0.398852 0.317519 0.430022 0.465441 0.350545 0.158135 0.370715 0.499578 0.56136 0.456786 0.39775 0.412892 0.386197 0.450831 -0.03704 -0.01495 0.395295 0.038766 0.37578 0.342458 0.1173 0.325374 0.307823 -0.62806 -0.32391 -0.12589 0.249648 -0.63505 -0.5513 -0.32369 -0.48564 0.18052 -0.58027 -0.40266 0.331417 0.136188 0.136188 0.150828 0.362142 0.470182 0.501296 -0.65229 0.518318 0.579688 -0.50223 0.013815 0.225242 0.087665 0.086746 0.532525 0.585854 0.585076 0.687775 0.551412 0.600841 0.538253 0.593929 0.679477 0.598233 0.637109 0.488534 0.599649 0.387199 0.363833 0.619783 0.576014 0.613373 0.63751 0.481282 0.566639 0.636779 0.58399 0.68038 0.576143 0.604667 0.556776 0.536284 0.314485 0.164983 0.685866 0.682762 0.522539 0.657688 0.411633 0.573817 0.228651 0.620148 0.93177 1
SSPEC WTa -0.07508 -0.11859 0.045533 -0.14545 -0.14545 0.126178 0.126178 -0.19361 0.57616 0.57616 0.433651 0.447264 0.457621 0.459645 0.421151 0.52588 0.554878 0.578121 0.656645 0.605212 -0.12408 0.352909 0.528551 0.431489 0.250031 0.528124 0.459563 0.662499 0.363904 0.44945 0.468517 0.495764 0.503538 0.480345 0.521722 0.382367 0.520641 0.596984 0.423506 0.047215 0.420703 0.529804 0.62899 0.550958 0.480725 0.537892 0.449506 0.435916 -0.04142 0.048905 0.45043 0.11087 0.528239 0.503742 0.200088 0.354713 0.372249 -0.34416 -0.17332 -0.27657 0.014799 -0.60508 -0.5555 -0.21535 -0.46147 -0.02455 -0.46661 -0.42715 0.462548 0.52028 0.52028 0.391474 0.150882 0.639198 0.623818 -0.65969 0.687492 0.577264 -0.60928 0.3981 0.065957 -0.10533 -0.0232 0.884279 0.761191 0.930181 0.90149 0.844321 0.938126 0.808221 0.918279 0.890362 0.873555 0.675202 0.820987 0.851329 0.766065 0.738573 0.940154 0.943302 0.926756 0.929822 0.823923 0.90922 0.85621 0.926986 0.90254 0.895402 0.765808 0.855914 0.838471 0.364525 0.497666 0.828222 0.717828 0.756487 0.682952 0.067354 0.843328 0.491519 0.885479 0.731341 0.710906 1
SSPEC WTp 0.003622 -0.03353 0.106616 -0.11351 -0.11351 0.078397 0.078397 -0.18544 0.565688 0.565688 0.372997 0.384488 0.397042 0.403273 0.393873 0.480739 0.503574 0.534448 0.621785 0.595065 -0.14359 0.362762 0.531225 0.434824 0.309887 0.497904 0.414033 0.638328 0.413003 0.390255 0.415285 0.443981 0.459756 0.473296 0.504191 0.3294 0.483677 0.575741 0.427039 0.000229 0.398261 0.519549 0.607119 0.518188 0.436036 0.519599 0.436949 0.411344 0.026322 0.127943 0.42783 0.187729 0.492374 0.480373 0.225217 0.363021 0.391349 -0.39759 -0.20682 -0.26003 -0.03073 -0.62719 -0.60962 -0.2582 -0.45879 0.017033 -0.52049 -0.45243 0.495412 0.511596 0.511596 0.458155 0.017424 0.54444 0.515315 -0.67851 0.587815 0.576527 -0.69924 0.468524 -0.0427 -0.18566 -0.01742 0.806151 0.717047 0.862439 0.849605 0.770685 0.884951 0.76735 0.857853 0.839247 0.794381 0.666983 0.743711 0.807073 0.686752 0.743554 0.865396 0.892028 0.853104 0.858277 0.753496 0.838368 0.808145 0.859346 0.851405 0.814838 0.759995 0.810313 0.78293 0.319232 0.441912 0.804289 0.718862 0.732217 0.687438 0.15873 0.797669 0.434943 0.837481 0.741767 0.701311 0.962818 1
CColour den -0.16577 -0.09739 -0.01859 0.034571 0.034571 0.173022 0.173022 -0.31978 0.513533 0.513533 0.473109 0.551073 0.48183 0.490695 0.48059 0.49668 0.579648 0.53544 0.549968 0.572354 -0.23177 0.316353 0.422059 0.287054 0.121798 0.5318 0.510138 0.617598 0.21234 0.471753 0.546941 0.494504 0.48068 0.483565 0.469364 0.404436 0.501408 0.5262 0.308984 0.192859 0.381629 0.421948 0.56823 0.514618 0.477768 0.481897 0.374885 0.401541 0.002361 0.053004 0.373906 0.104583 0.559191 0.536265 0.227198 0.449908 0.458649 -0.2235 -0.07073 -0.29108 -0.05703 -0.66086 -0.56979 -0.18977 -0.5423 0.07513 -0.54476 -0.34136 0.54447 0.447368 0.447368 0.177492 0.010803 0.590094 0.531587 -0.64415 0.66735 0.312656 -0.4112 0.163488 0.290525 0.003979 0.174805 0.825182 0.685363 0.844282 0.786154 0.793675 0.875054 0.7826 0.876285 0.809669 0.851567 0.655798 0.808579 0.759456 0.708811 0.837202 0.874172 0.933151 0.854054 0.889033 0.761903 0.849533 0.785463 0.854226 0.796851 0.847767 0.710356 0.803818 0.570979 0.472008 0.465467 0.756169 0.586376 0.684283 0.614323 0.102651 0.773313 0.504192 0.669203 0.572257 0.554176 0.840608 0.844975 1
CColour Hue 0.395864 0.178192 0.272177 -0.23383 -0.23383 -0.24033 -0.24033 0.455092 -0.22023 -0.22023 -0.2835 -0.26229 -0.28665 -0.23931 -0.49239 -0.25688 -0.19571 -0.2809 -0.16648 -0.53224 0.293163 -0.2825 -0.23381 0.04251 -0.18735 -0.4184 -0.40415 -0.47074 -0.17216 -0.26831 -0.27361 -0.28644 -0.18262 -0.49728 -0.35816 -0.30978 -0.33903 -0.37657 -0.30011 -0.29292 -0.35918 -0.25748 -0.3988 -0.38252 -0.33789 -0.3631 -0.3569 -0.30639 -0.10169 -0.02726 -0.03874 -0.03285 -0.44126 -0.39288 -0.00873 -0.36129 -0.28009 0.047078 -0.12992 -0.0184 0.003028 0.398199 0.331881 0.583627 0.289687 -0.20937 0.556787 0.442175 -0.08286 -0.19542 -0.19542 0.319154 0.333103 -0.47527 -0.46063 0.664456 -0.08322 0.450913 -0.44265 0.362834 -0.12531 -0.0862 -0.13574 -0.41669 -0.18848 -0.42853 -0.34363 -0.65854 -0.43268 -0.4584 -0.46651 -0.3868 -0.64301 -0.50228 -0.37601 -0.30111 -0.33761 -0.44008 -0.55592 -0.55903 -0.56191 -0.57597 -0.35658 -0.43454 -0.28046 -0.43501 -0.35011 -0.65294 -0.46062 -0.34495 -0.33432 -0.4276 -0.0393 -0.42174 -0.59193 -0.19334 -0.37166 -0.39213 -0.38068 -0.17414 -0.38459 -0.35294 -0.4011 -0.45257 -0.47683 -0.68568 1
CChemical A 0.239338 0.157022 0.047368 -0.06974 -0.06974 -0.25363 -0.25363 0.297779 -0.22675 -0.22675 -0.35947 -0.42631 -0.37071 -0.48122 -0.49116 -0.32596 -0.37871 -0.3698 -0.53365 -0.54269 0.210504 -0.48298 -0.29085 -0.31106 -0.12019 -0.48894 -0.47263 -0.54559 -0.20487 -0.34735 -0.45496 -0.37 -0.47669 -0.4835 -0.45185 -0.38313 -0.52107 -0.50257 -0.40332 -0.24805 -0.40432 -0.48188 -0.53671 -0.51927 -0.48131 -0.46317 -0.43039 -0.46831 -0.07613 0.01588 -0.2511 -0.01817 -0.48668 -0.41356 0.123317 -0.32888 -0.18831 0.20906 0.501453 0.184921 -0.08094 0.374829 0.439624 0.598682 0.216891 -0.00136 0.471345 0.605412 0.075499 -0.25692 -0.25692 0.245801 -0.17604 -0.54763 -0.58409 0.833982 -0.25245 0.116763 0.013577 0.26626 -0.0034 -0.06317 0.139031 -0.55146 -0.45158 -0.5876 -0.60101 -0.6491 -0.51669 -0.29066 -0.59945 -0.62555 -0.67546 -0.51097 -0.47977 -0.48443 -0.43093 -0.13787 -0.65078 -0.51387 -0.65313 -0.65927 -0.4734 -0.55466 -0.45791 -0.58623 -0.59468 -0.66757 -0.48608 -0.34263 -0.42879 -0.34763 -0.10402 -0.4746 -0.70398 -0.29169 -0.36041 -0.29925 -0.41724 -0.19484 -0.47042 -0.62864 -0.65534 -0.54065 -0.51446 -0.53908 0.749061 1
CChemical A -0.15162 0.038877 -0.34057 0.272008 0.272008 -0.13434 -0.13434 -0.18186 -0.08551 -0.08551 -0.04226 -0.09212 -0.04296 -0.0944 0.072319 -0.06385 -0.11737 -0.08561 -0.19825 -0.01783 -0.07591 -0.10347 0.010271 -0.09953 0.217857 0.019265 0.007017 -0.05805 0.151929 -0.05002 -0.10188 -0.04386 -0.11453 0.09446 -0.10289 0.090241 -0.11928 -0.08819 -0.11922 0.289354 -0.05211 -0.12052 -0.08099 -0.06711 -0.03741 -0.10061 -0.08487 0.005927 -0.015 0.031034 -0.14538 0.01157 0.096474 0.134989 0.329971 -0.1944 0.019243 0.07327 0.584511 0.181903 0.097265 -0.10244 0.217636 0.026475 -0.19548 0.324162 -0.31936 0.342885 0.041784 -0.18242 -0.18242 -0.12573 0.014907 -0.0359 -0.06596 0.224276 -0.33121 -0.2187 0.367223 -0.09131 0.260585 0.01251 0.240929 -0.16736 -0.2294 -0.17882 -0.24718 -0.04126 -0.08921 0.323346 -0.14278 -0.19111 -0.03396 -0.10617 -0.04577 -0.11927 0.053849 0.498625 -0.10267 0.112791 -0.12503 -0.07543 -0.00514 -0.14985 -0.1078 -0.16333 -0.21749 -0.02898 0.034315 0.04312 -0.08845 0.33061 0.144604 0.095589 -0.08818 0.114932 0.110155 -0.08676 0.126835 0.21906 -0.03037 -0.17119 -0.16002 -0.05334 -0.01163 0.199838 -0.24053 0.267888 1
DDegree of I -0.18991 -0.11286 -0.03166 0.047033 0.047033 0.192249 0.192249 -0.3414 0.492549 0.492549 0.461262 0.545607 0.467826 0.477663 0.474197 0.477117 0.561892 0.514712 0.524875 0.569432 -0.24389 0.309753 0.387077 0.247733 0.088736 0.515774 0.500216 0.606832 0.172536 0.457825 0.539694 0.476566 0.459921 0.471025 0.457312 0.410431 0.501115 0.509765 0.294884 0.192692 0.384829 0.406619 0.553454 0.508186 0.480037 0.468981 0.370731 0.389348 0.015432 0.05199 0.33863 0.098748 0.541615 0.514016 0.190461 0.468974 0.45454 -0.19594 -0.09747 -0.28958 -0.08108 -0.64341 -0.57168 -0.21277 -0.52408 0.079595 -0.53185 -0.36672 0.532929 0.441329 0.441329 0.123061 -0.02313 0.585201 0.526817 -0.65728 0.647327 0.253704 -0.36351 0.115508 0.265209 0.000399 0.165062 0.823943 0.673938 0.835575 0.774298 0.805762 0.860057 0.749668 0.870035 0.794318 0.859229 0.67778 0.802205 0.738353 0.689529 0.800966 0.873662 0.91929 0.856797 0.887626 0.744701 0.84601 0.767099 0.846088 0.782582 0.855201 0.697883 0.777954 0.549571 0.474673 0.432345 0.728167 0.591387 0.643891 0.587511 0.136035 0.746221 0.480616 0.644233 0.554794 0.544573 0.815623 0.816171 0.995882 -0.72424 -0.57714 0.170392 1
TTotal Phen 0.099979 0.025984 0.222948 -0.1488 -0.1488 0.063608 0.063608 -0.16366 0.551789 0.551789 0.339244 0.384815 0.352204 0.344324 0.300035 0.458793 0.518973 0.504308 0.568045 0.526675 -0.1031 0.298923 0.462387 0.360408 0.194563 0.412951 0.341616 0.577096 0.295268 0.360165 0.406667 0.397271 0.395514 0.367927 0.463211 0.181086 0.392835 0.506489 0.371183 -0.13084 0.28914 0.405158 0.535457 0.419124 0.31879 0.473206 0.343962 0.274898 0.02455 0.123783 0.481829 0.190883 0.392077 0.386818 0.177736 0.432688 0.420392 -0.43341 -0.32196 -0.31731 -0.07707 -0.6415 -0.70417 -0.15191 -0.45968 -0.02735 -0.38476 -0.47074 0.489529 0.538468 0.538468 0.417616 -0.06649 0.441895 0.39157 -0.61883 0.607345 0.507828 -0.69532 0.39089 -0.06351 -0.15401 -0.02655 0.733315 0.717316 0.785327 0.802459 0.611508 0.804462 0.586686 0.78353 0.774362 0.650781 0.621045 0.655551 0.741093 0.542199 0.58948 0.741853 0.746829 0.733006 0.737631 0.632598 0.763143 0.760496 0.781299 0.796818 0.651306 0.641401 0.740715 0.614873 0.13047 0.364188 0.678117 0.544852 0.640008 0.593161 0.180274 0.655167 0.313445 0.673726 0.665912 0.618116 0.841657 0.910995 0.753881 -0.316 -0.39025 -0.25524 0.731089 1
TTotal Antho 0.054604 -0.03353 0.234128 -0.18306 -0.18306 0.132348 0.132348 -0.1432 0.565658 0.565658 0.416248 0.487037 0.428612 0.442065 0.34872 0.502061 0.587466 0.551744 0.625004 0.535756 -0.1332 0.345502 0.469175 0.379122 0.127675 0.461739 0.411612 0.60366 0.246081 0.430286 0.502059 0.462691 0.475982 0.387561 0.518185 0.215999 0.47175 0.571221 0.412511 -0.07991 0.34844 0.471762 0.604282 0.48676 0.382231 0.530222 0.399292 0.345453 -0.01909 0.054797 0.522156 0.126606 0.442521 0.424681 0.103235 0.463028 0.405709 -0.39513 -0.39508 -0.3857 -0.02519 -0.62585 -0.70542 -0.16662 -0.44135 -0.11113 -0.35055 -0.49471 0.456323 0.528378 0.528378 0.442889 -0.01312 0.541817 0.499587 -0.68081 0.746417 0.555385 -0.71897 0.310996 0.037627 -0.05212 -0.01291 0.810272 0.770601 0.860639 0.864944 0.67637 0.873114 0.61997 0.859587 0.85204 0.736394 0.622054 0.722445 0.785863 0.598672 0.551652 0.816365 0.785692 0.804938 0.821309 0.687013 0.836525 0.81426 0.856704 0.860372 0.724409 0.67411 0.784863 0.651737 0.130834 0.375635 0.716303 0.587049 0.650406 0.61447 0.129718 0.680409 0.322029 0.713267 0.695817 0.650647 0.871329 0.888949 0.768694 -0.34104 -0.48413 -0.35666 0.754047 0.968993 1
HHWC colou -0.34967 -0.37057 -0.21075 -0.18008 -0.18008 0.232786 0.232786 -0.30457 0.5365 0.5365 0.494123 0.443884 0.493937 0.327119 0.480271 0.559269 0.541908 0.586945 0.363991 0.573775 0.039371 0.352611 0.521683 0.130353 0.251601 0.529709 0.486831 0.611732 0.310533 0.512642 0.464449 0.523565 0.307511 0.513344 0.439658 0.4609 0.475167 0.432773 0.302717 0.245747 0.437742 0.368594 0.394458 0.492247 0.48451 0.440257 0.407404 0.377827 -0.25216 -0.16278 0.375149 -0.1135 0.529321 0.524835 0.575498 0.32602 0.540997 -0.17071 0.099831 -0.14434 -0.25847 -0.52144 -0.36891 -0.06807 -0.43944 0.196032 -0.47898 -0.22079 0.372156 0.423919 0.423919 0.222183 -0.06187 0.518315 0.499336 -0.4649 0.283683 0.112629 -0.06447 0.197205 0.275233 0.113366 0.086235 0.603689 0.488404 0.603915 0.570269 0.60349 0.640957 0.692409 0.615275 0.58752 0.641023 0.488313 0.583948 0.601898 0.583353 0.722327 0.654116 0.733965 0.633955 0.659586 0.61032 0.62208 0.595436 0.609299 0.586493 0.64911 0.60745 0.659499 0.511824 0.360592 0.352976 0.627506 0.498052 0.587813 0.577898 0.137076 0.639392 0.383243 0.582534 0.444696 0.461802 0.726518 0.784918 0.796338 -0.52235 -0.32297 0.248653 0.774793 0.714447 0.654662 1
HHWC Hue 0.163713 0.279438 0.406012 0.246434 0.246434 0.180282 0.180282 0.509436 -0.07183 -0.07183 0.049683 0.148362 0.073777 0.378232 0.04109 -0.09456 0.044155 -0.03905 0.361154 -0.23362 0.129073 0.101362 -0.04935 0.434931 -0.25649 0.031321 0.105394 -0.13975 -0.11988 0.028969 0.138224 0.043609 0.405724 -0.08464 -0.11336 -0.07292 0.051106 -0.04541 -0.02417 -0.10108 -0.11096 0.073095 -0.01386 -0.04316 0.002018 -0.10125 -0.08029 0.022463 0.126998 -0.06259 -0.03958 -0.0687 0.006774 -0.02867 -0.49611 -0.09175 -0.32194 0.302352 -0.35624 0.080615 0.183165 0.294075 0.090966 -0.07683 0.340604 -0.70978 0.132923 0.053473 -0.41218 -0.12433 -0.12433 0.068741 0.280689 -0.14451 -0.05706 -0.1132 0.035632 0.280797 -0.20415 -0.10639 0.129258 0.383698 -0.10204 -0.03737 -0.02868 0.000188 0.069536 -0.13633 -0.06253 -0.24267 -0.0647 0.11401 -0.21914 -0.29514 -0.12252 0.029834 -0.00989 -0.44198 -0.08152 -0.22259 -0.06974 -0.1345 -0.02656 -0.05603 -0.08849 -0.02131 0.073204 -0.14849 -0.34239 -0.29949 -0.14738 -0.07692 0.009284 -0.3433 -0.16544 -0.18519 -0.43219 -0.31106 -0.22328 -0.01924 -0.22377 -0.00752 -0.08539 -0.14305 -0.19268 -0.30641 0.185648 -0.22345 -0.47116 -0.29902 -0.18169 -0.08447 -0.46743 1
HHWC Chem0.018942 0.20982 0.100083 0.297503 0.297503 0.079335 0.079335 0.192647 0.165608 0.165608 0.36644 0.490942 0.386864 0.655707 0.332061 0.20746 0.386584 0.266804 0.590365 0.049796 0.046319 0.137372 0.212962 0.548166 -0.11966 0.352429 0.420086 0.175156 0.04574 0.342323 0.449982 0.357174 0.655986 0.208039 0.100853 0.105658 0.188979 0.205436 0.044885 0.087005 -0.07959 0.107803 0.254006 0.145475 0.160942 0.120662 -0.03039 0.115802 -0.07692 -0.25016 0.250782 -0.21883 0.363792 0.350533 -0.13767 -0.08708 -0.13636 0.162667 -0.08526 -0.24058 0.305838 -0.07061 -0.01494 0.097648 -0.04513 -0.50383 -0.12193 0.006854 -0.20321 0.083972 0.083972 0.057612 0.453702 0.185682 0.260301 -0.36517 0.165702 0.334131 -0.15566 -0.13924 0.553598 0.405684 0.034645 0.365951 0.245277 0.404984 0.407872 0.266418 0.386234 0.320557 0.344859 0.492206 0.219939 -0.05958 0.300407 0.450265 0.441551 0.226045 0.356996 0.337923 0.345479 0.31495 0.424206 0.360402 0.291829 0.388969 0.43784 0.296096 -0.08388 0.144121 0.148753 0.049375 0.265328 0.093154 0.000409 0.177259 -0.05449 -0.4305 0.152248 0.21286 0.138562 0.171569 0.070496 0.321547 0.23274 0.267326 -0.12322 -0.26725 0.008944 0.249373 0.128961 0.207702 0.119229 0.603362 1
HHWC Chem -0.15262 -0.02141 -0.14205 0.147547 0.147547 0.062087 0.062087 -0.14199 0.281754 0.281754 0.446734 0.543225 0.445159 0.571891 0.345975 0.366692 0.539131 0.407713 0.555196 0.216636 0.129638 0.150151 0.266616 0.382528 -0.1157 0.393721 0.439449 0.331986 0.02656 0.441741 0.509229 0.4287 0.558096 0.256697 0.132205 0.312626 0.293806 0.181382 -0.02066 0.122014 0.057511 0.136513 0.209188 0.229502 0.310887 0.141882 0.027106 0.150787 -0.31218 -0.40998 0.282297 -0.37618 0.404935 0.382132 0.230651 -0.00494 0.113359 0.06542 0.020897 -0.31725 -0.06758 -0.25981 -0.23557 0.181749 -0.18258 -0.16011 -0.28056 -0.03783 -0.04341 0.188057 0.188057 0.04969 0.32692 0.258257 0.307698 -0.46193 0.078402 0.218195 -0.05727 -0.17826 0.613018 0.356856 -0.04414 0.570303 0.447955 0.55491 0.57516 0.438235 0.543339 0.500685 0.511098 0.631424 0.42189 0.288149 0.547105 0.673724 0.637754 0.53669 0.551883 0.592153 0.529054 0.50487 0.649243 0.564865 0.510512 0.550527 0.610686 0.489935 0.175343 0.350256 0.278213 0.239149 0.320539 0.316598 0.241456 0.400892 0.204469 -0.14648 0.377822 0.318061 0.308208 0.347291 0.283551 0.55106 0.532543 0.604029 -0.32746 -0.32319 0.186767 0.585258 0.428622 0.427339 0.66097 0.100746 0.735257 1
HHWC Degr -0.23501 -0.1461 -0.26908 0.062567 0.062567 0.048728 0.048728 -0.26897 0.284049 0.284049 0.417845 0.497745 0.410303 0.44806 0.295278 0.368552 0.525544 0.394835 0.418937 0.20933 0.198708 0.108616 0.235279 0.218379 -0.11957 0.33982 0.381241 0.309211 -0.01203 0.421346 0.465133 0.396693 0.418263 0.219944 0.086237 0.312069 0.251019 0.110489 -0.09941 0.180787 0.064906 0.080483 0.125297 0.187702 0.284003 0.091099 -0.00268 0.127017 -0.46869 -0.51739 0.261519 -0.48765 0.36322 0.338197 0.381426 0.021633 0.2102 0.074285 0.122314 -0.24175 -0.21141 -0.31033 -0.25525 0.241765 -0.24 -0.00972 -0.32412 0.061738 0.040173 0.17414 0.17414 0.046666 0.270651 0.256805 0.277152 -0.35685 0.078329 0.094088 0.061168 -0.12241 0.554528 0.300347 -0.05396 0.532175 0.427003 0.487896 0.499347 0.384015 0.486877 0.500456 0.464873 0.559461 0.414655 0.298024 0.549029 0.622762 0.609894 0.585283 0.500542 0.573768 0.468564 0.4752 0.619307 0.523581 0.492779 0.492134 0.538804 0.447638 0.223125 0.387449 0.239557 0.326002 0.341139 0.353183 0.236217 0.443074 0.274174 -0.09357 0.421495 0.362758 0.293147 0.29632 0.281892 0.509896 0.502946 0.635762 -0.35602 -0.24398 0.321396 0.618398 0.396858 0.379408 0.751772 -0.14959 0.521231 0.944825 1
HHWC Total -0.1754 -0.33127 -0.14021 -0.32809 -0.32809 0.074387 0.074387 -0.28656 0.195482 0.195482 -0.06108 -0.24852 -0.06161 -0.40565 0.059852 0.133831 -0.11039 0.102706 -0.32108 0.35883 -0.16721 0.143434 0.201777 -0.36023 0.425406 0.053236 -0.05855 0.245416 0.297916 -0.03272 -0.1839 -0.00619 -0.40399 0.220112 0.279326 0.105196 0.113562 0.199322 0.325279 0.047996 0.377151 0.202311 0.1283 0.213601 0.113768 0.265692 0.379195 0.176952 0.130586 0.349149 0.004072 0.353694 0.040507 0.053145 0.303193 0.303766 0.385736 -0.30195 0.108908 0.195478 -0.21103 -0.25907 -0.19277 -0.34101 -0.2331 0.535725 -0.20612 -0.25584 0.357298 0.193519 0.193519 0.067919 -0.46922 0.206856 0.122266 -0.0018 0.066891 -0.1848 0.020736 0.299356 -0.46125 -0.36557 0.067075 -0.02263 -0.01002 -0.01301 -0.0739 0.156534 0.029103 0.125441 0.049722 -0.14015 0.202945 0.281659 -0.00877 -0.15389 -0.13881 0.175995 0.058632 0.107233 0.068368 0.111749 -0.11423 0.003075 0.024794 -0.00107 -0.10197 0.137586 0.466917 0.261534 0.241706 0.133434 -0.06276 0.315225 0.331542 0.14129 0.409533 0.46798 0.235244 -0.00111 0.281607 0.09233 0.189809 0.132137 0.234817 0.170325 -0.24837 0.001241 0.09389 0.174835 0.267433 0.186543 0.299791 -0.70713 -0.83304 -0.49966 -0.31333 1
HHWC Total -0.22617 -0.28778 -0.15114 -0.20167 -0.20167 0.135333 0.135333 -0.29153 0.430395 0.430395 0.165789 0.031933 0.165553 -0.10105 0.247739 0.306077 0.155314 0.3174 0.002669 0.484097 -0.01456 0.246629 0.379677 -0.11687 0.398287 0.270153 0.173653 0.428644 0.356382 0.192835 0.081896 0.218712 -0.09466 0.369429 0.314834 0.278005 0.273115 0.278984 0.283983 0.094801 0.406696 0.270997 0.23236 0.323049 0.283838 0.309533 0.379705 0.247713 0.005541 0.179507 0.133321 0.199733 0.253899 0.27714 0.515013 0.373871 0.54679 -0.26678 0.077026 0.148579 -0.34377 -0.44381 -0.28095 -0.23936 -0.39478 0.414121 -0.44898 -0.2368 0.476561 0.38314 0.38314 0.158718 -0.35359 0.285522 0.220683 -0.26217 0.020772 -0.0419 -0.00822 0.360206 -0.20368 -0.20263 0.090091 0.298421 0.229349 0.309862 0.269189 0.434989 0.36229 0.450351 0.343528 0.232277 0.421817 0.470168 0.27933 0.258238 0.203471 0.54479 0.38336 0.475403 0.388578 0.392946 0.247979 0.328827 0.31279 0.316275 0.263124 0.427867 0.542068 0.469686 0.417198 0.25007 0.115675 0.469307 0.450003 0.35168 0.501695 0.402686 0.444516 0.17035 0.460299 0.324486 0.37452 0.496855 0.635987 0.561374 -0.46217 -0.16164 0.231476 0.549183 0.616491 0.487418 0.792858 -0.66887 -0.40699 0.135 0.278579 0.756437 1
HHWC A420 -0.33077 -0.35649 -0.18862 -0.186 -0.186 0.221798 0.221798 -0.33352 0.500421 0.500421 0.429234 0.37469 0.428803 0.248039 0.4451 0.52326 0.487034 0.543355 0.30726 0.589541 -0.00628 0.345415 0.501354 0.083639 0.301706 0.492087 0.431937 0.60444 0.337289 0.45051 0.402985 0.465538 0.234416 0.504702 0.451292 0.435112 0.44842 0.436793 0.331047 0.219382 0.442225 0.358365 0.399559 0.483221 0.457301 0.450529 0.422606 0.360497 -0.19414 -0.08424 0.34253 -0.03851 0.492613 0.491808 0.547495 0.35333 0.547613 -0.21304 0.116517 -0.13371 -0.24841 -0.57008 -0.42557 -0.13496 -0.47768 0.267867 -0.52117 -0.29772 0.448609 0.415319 0.415319 0.220268 -0.14456 0.502029 0.476966 -0.46626 0.261313 0.035623 -0.03583 0.185381 0.178529 0.046738 0.066806 0.570337 0.481671 0.566383 0.53879 0.572781 0.608514 0.661413 0.589595 0.542666 0.626386 0.519822 0.55387 0.556802 0.545247 0.703988 0.621148 0.703703 0.600098 0.635203 0.573081 0.591081 0.581543 0.574253 0.549553 0.619433 0.632885 0.650887 0.480379 0.361893 0.32434 0.62637 0.533172 0.583749 0.601188 0.21375 0.631753 0.362519 0.559636 0.439947 0.464153 0.700842 0.782552 0.780109 -0.54546 -0.32201 0.249834 0.761051 0.726027 0.64924 0.987338 -0.51392 0.024855 0.578659 0.675139 0.399273 0.851473 1
HHWC Press -0.28695 -0.42011 0.023754 -0.31925 -0.31925 0.381616 0.381616 0.378047 0.556526 0.556526 0.513301 0.54094 0.554138 0.501506 0.421681 0.393817 0.495724 0.450829 0.341786 0.091443 0.316334 0.265087 0.388069 0.231638 -0.15417 0.412039 0.498992 0.227729 -0.00813 0.509806 0.521769 0.532085 0.447735 0.270168 0.169009 0.258604 0.339979 0.170345 0.09384 0.36336 0.1844 0.167283 0.064285 0.258312 0.31756 0.169977 0.156894 0.259658 -0.32977 -0.26882 0.288592 -0.23255 0.428509 0.436133 0.253839 -0.00592 0.12439 0.501049 0.092034 0.064426 -0.16716 0.026223 0.266597 -0.21196 -0.0929 -0.46417 0.015683 0.287407 0.09002 0.486373 0.486373 0.089085 0.234233 0.521099 0.486965 0.100041 0.313783 -0.0417 0.0943 0.272485 0.153642 0.108018 -0.02887 0.280593 0.256196 0.258627 0.205946 0.103715 0.210675 0.148212 0.251643 0.260445 0.184354 -0.26137 0.365403 0.246978 0.490775 0.042319 0.222061 0.173582 0.183648 0.216647 0.401598 0.245992 0.255366 0.267533 0.226819 0.183999 0.026178 0.230629 -0.00516 0.283577 0.626126 0.017783 -0.175 0.30906 -0.17949 -0.77428 0.293983 0.558998 0.002436 -0.16632 -0.22796 0.109654 0.000703 0.102924 0.004585 -0.0563 0.02101 0.094417 -0.06458 0.028625 0.118805 0.19021 0.311978 0.168074 0.13557 -0.19697 -0.1526 0.06672 1
HHWC Wine -0.34903 -0.26527 -0.24963 0.059672 0.059672 0.234956 0.234956 0.293175 -0.07467 -0.07467 -0.12593 -0.24178 -0.10985 -0.20646 -0.12721 -0.24974 -0.30958 -0.23677 -0.41619 -0.41824 0.468127 -0.21598 -0.24059 -0.32679 -0.3301 -0.25032 -0.14724 -0.41289 -0.35036 -0.13006 -0.26084 -0.14963 -0.27355 -0.25767 -0.49949 0.028816 -0.2179 -0.56773 -0.43377 0.017448 -0.15831 -0.39151 -0.67301 -0.35405 -0.12359 -0.51416 -0.28864 -0.31841 -0.18481 -0.3044 -0.56267 -0.38063 -0.29284 -0.29949 -0.02851 -0.24257 -0.2037 0.878384 0.122185 0.473818 -0.54778 0.72846 0.707166 0.194711 0.589329 -0.2885 0.402935 0.592032 -0.43787 -0.11214 -0.11214 -0.35468 -0.07087 -0.40091 -0.3606 0.523201 -0.59709 -0.45384 0.623278 -0.07731 -0.10993 0.252166 -0.1546 -0.39229 -0.54147 -0.48871 -0.54981 -0.29941 -0.55744 -0.52294 -0.54279 -0.56679 -0.47184 -0.44809 -0.41901 -0.49864 -0.31023 -0.47494 -0.44732 -0.49337 -0.41238 -0.52856 -0.38718 -0.4424 -0.58284 -0.49726 -0.55136 -0.36336 -0.63459 -0.6136 -0.41797 0.031413 -0.17851 -0.76153 -0.54106 -0.58212 -0.76836 -0.27239 -0.51486 -0.12263 -0.55922 -0.78172 -0.72397 -0.58571 -0.61473 -0.49713 0.123846 0.289232 0.099155 -0.46111 -0.65292 -0.66129 -0.29495 0.257612 0.045859 -0.04449 -0.03007 -0.29371 -0.2702 -0.32218 0.280484 1

APPENDIX 3B MV04 - R Values



BBerry Weig SSkin WeighSSeed Weig SSkin mass SSkin as a p SSeed mass SSeed as a pNNumber of BBrix Baume DDelphinidin CCyanindin gPPetunidin gPPeonidin gl MMalvidin gluDDelphinidin CCyanidin acPPetunidin aPPeonidin acMMalvidin ac DDelphinidin CCyanidin coPPetunidin c PPeonidin coMMalvidin co TTAnthocya TTGlucosideTTAcetylglucTTCoumaro TTDelphinid TTCyanidininTTPetunidin TTPeonidinsTTMalvinidin((A) Myricet QQuercetin gQQuercetin g((B) Myricet ((C) Kaempf((D) Isorham((E) Kaempf((F) Isorham((G) SyringeTTflavonols TTQ-Glycosi TTM-GlycosiTTK-Glycosi TTI-GlycosidCCaffeic acidCCoumaric aCCoumaric aTTcoumaric SSPEC TantSSPEC TpheSSkin tannin SSeed tanninTTotal TanniHHWC StreaHHWC BM HHHWC BM THHWC BM VHHWC BM BHHWC BM  BHHWC BM InHHWC BM SHHWC BM PHHWC BM CHHWC BM CHHWC  BuncHHWC MA BHHWC MA-BHHWC MA-pHHWC MA-THHWC Anth HHWC Col2BHHWC tonneHHWC Pf TSHHWC Pf TAHHWC Pf pHHHWC Pf BeHHWC Pf NHHHWC Pf FAHHWC Pf YADD-G (wine gCC-G (wine gPPT-G (winePPO-G (wineMM-G (wine DD-AG (wineCC-AG(wine PPT-AG (winPPO-AG (wi MM-AG (wineDD-CG (winePPT-CG (winPPO-CG (wi MM-CG (winePPigmented TTanthocyanTTanthocyanTTglucoside TTacetylglucTTcoumaroyTTdelphinidi TTcyanidin ( TTpetunidin TTpeonidin TTmalvidin ( FFlavonol A1FFlavonol A2((A) M-GS ( QQ-GR (wineQQ-GS (wine((B) M-GR ( ((C) K-GS (w((F) I-GS (w ((G) S-GS ( QQuercetin ( TTflavonols TTQ-glycosidTTM-glycosi CCaffeic acidCCoumaric aSSPEC WTaSSPEC WTpCColour den CColour HueCChemical ACChemical ADDegree of I TTotal Phen TTotal AnthoHHWC colouHHWC Hue HHWC ChemHHWC ChemHHWC Degr HHWC Total HHWC Total HHWC A420HHWC PressHHWC Wine 
BBerry Weig 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin Weigh 0.617754 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed Weig 0.390762 0.188383 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin mass 0.001785 0.332943 0.013132 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin as a p 0.001785 0.332943 0.013132 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed mass 0.493337 0.36451 0.012086 0.002252 0.002252 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed as a p0.493337 0.36451 0.012086 0.002252 0.002252 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
NNumber of 0.103086 0.02219 0.491587 0.032082 0.032082 0.065677 0.065677 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
BBrix 0.062012 0.149724 0.004482 0.119025 0.119025 0.08136 0.08136 0.013945 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
BBaume 0.062012 0.149724 0.004482 0.119025 0.119025 0.08136 0.08136 0.013945 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DDelphinidin 0.288679 0.235387 0.085414 0.018888 0.018888 0.178982 0.178982 0.00877 0.454795 0.454795 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCyanindin g 0.133848 0.102607 0.006113 0.003824 0.003824 0.159797 0.159797 0.000523 0.381276 0.381276 0.775049 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPetunidin g 0.262638 0.252428 0.066196 0.037963 0.037963 0.183064 0.183064 0.002062 0.53699 0.53699 0.979617 0.766329 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPeonidin gl 0.054231 0.020031 6.19E-05 0.003244 0.003244 0.097586 0.097586 0.004507 0.332795 0.332795 0.666938 0.862596 0.688773 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MMalvidin glu 0.348048 0.232414 0.081039 0.002634 0.002634 0.244181 0.244181 0.022555 0.362647 0.362647 0.790922 0.517491 0.819476 0.527713 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DDelphinidin 0.24658 0.301607 0.066641 0.098409 0.098409 0.153963 0.153963 0.024351 0.425794 0.425794 0.818801 0.488979 0.8318 0.375864 0.718408 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCyanidin ac 0.142895 0.164014 0.016637 0.042677 0.042677 0.130386 0.130386 0.010092 0.473891 0.473891 0.776944 0.835785 0.796591 0.689157 0.528345 0.735239 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPetunidin a 0.232697 0.286045 0.044159 0.092847 0.092847 0.179873 0.179873 0.008252 0.542716 0.542716 0.846521 0.554249 0.880859 0.460833 0.757734 0.976286 0.783956 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPeonidin ac 0.002159 0.00011 0.025546 0.000465 0.000465 0.043792 0.043792 0.003844 0.338193 0.338193 0.380957 0.581973 0.425991 0.755053 0.318577 0.308041 0.6366 0.401084 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MMalvidin ac 0.229326 0.212462 0.022769 0.027715 0.027715 0.207741 0.207741 0.088961 0.154231 0.154231 0.309642 0.138505 0.324078 0.097164 0.554577 0.571313 0.284218 0.5552 0.168072 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DDelphinidin 0.04472 0.054273 0.060258 0.006564 0.006564 0.00679 0.00679 0.007235 0.131277 0.131277 0.012048 0.016844 0.013871 0.006652 0.005204 0.000459 0.031783 0.005182 0.011623 0.085338 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCyanidin co 0.227926 0.233116 0.005923 0.024201 0.024201 0.288368 0.288368 0.002633 0.253587 0.253587 0.420152 0.424275 0.443786 0.45729 0.550693 0.319733 0.388434 0.378128 0.391058 0.294853 0.004959 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPetunidin c 0.133469 0.197921 0.030206 0.098095 0.098095 0.097577 0.097577 0.000492 0.596566 0.596566 0.6056 0.353217 0.682975 0.375722 0.718893 0.698025 0.520517 0.768955 0.373244 0.460047 0.006908 0.534677 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPeonidin co 0.027453 0.040237 0.042192 0.007139 0.007139 0.000219 0.000219 0.031295 0.214165 0.214165 0.193287 0.316274 0.233838 0.596294 0.186753 0.107686 0.305781 0.168966 0.773228 0.022485 0.009779 0.33479 0.33049 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MMalvidin co 0.029786 0.042031 0.018469 0.025441 0.025441 0.007639 0.007639 0.02667 0.03656 0.03656 0.032548 0.001682 0.048072 0.000585 0.223256 0.125793 0.008323 0.123038 0.017615 0.364206 0.064316 0.242496 0.440279 0.075739 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTAnthocya 0.271547 0.215545 0.052081 0.015056 0.015056 0.208641 0.208641 0.017282 0.437062 0.437062 0.831914 0.593589 0.866856 0.595977 0.958039 0.803886 0.661857 0.852958 0.454058 0.587401 0.001989 0.603408 0.820447 0.285426 0.251129 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTGlucoside 0.290035 0.207473 0.060066 0.005933 0.005933 0.218764 0.218764 0.008765 0.444312 0.444312 0.925537 0.728079 0.946069 0.718145 0.940639 0.763768 0.709939 0.818717 0.452328 0.418253 0.000263 0.550268 0.698197 0.272934 0.103917 0.951241 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTAcetylgluc 0.232559 0.230547 0.023544 0.040935 0.040935 0.214045 0.214045 0.056671 0.297258 0.297258 0.528774 0.317225 0.553566 0.261054 0.699489 0.777988 0.52239 0.781673 0.337311 0.931648 0.031427 0.392648 0.630658 0.101316 0.289287 0.774048 0.6245 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTCoumaro 0.031603 0.043452 0.010714 0.026011 0.026011 0.016636 0.016636 0.009725 0.142141 0.142141 0.129472 0.033007 0.165782 0.077057 0.360446 0.230787 0.09265 0.252555 0.148861 0.376811 0.01847 0.414696 0.653894 0.269 0.91731 0.427071 0.248307 0.379598 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTDelphinid 0.296014 0.262054 0.089677 0.030668 0.030668 0.18059 0.18059 0.010487 0.479711 0.479711 0.993079 0.740711 0.979676 0.624147 0.78635 0.868728 0.797672 0.8922 0.379691 0.343363 0.019143 0.412146 0.63977 0.182649 0.041372 0.838752 0.912816 0.570109 0.144161 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTCyanidinin 0.165088 0.139965 0.0077 0.009191 0.009191 0.194524 0.194524 0.001365 0.411387 0.411387 0.796671 0.98173 0.797018 0.864835 0.585091 0.53831 0.860312 0.608995 0.620081 0.192066 0.017556 0.5518 0.440865 0.355384 0.003371 0.67229 0.778839 0.387408 0.078834 0.769507 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTPetunidin 0.252669 0.262877 0.060705 0.053212 0.053212 0.179575 0.179575 0.002548 0.572312 0.572312 0.956472 0.710793 0.98882 0.642156 0.838254 0.87744 0.796859 0.928415 0.436817 0.388326 0.012013 0.466649 0.76723 0.24603 0.089411 0.902563 0.940725 0.623584 0.23131 0.968927 0.757037 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTPeonidins 0.01848 0.003548 0.004926 0.003651 0.003651 0.060334 0.060334 0.008509 0.338506 0.338506 0.563163 0.765314 0.598706 0.966086 0.459882 0.331547 0.65372 0.422521 0.867218 0.094346 0.008598 0.464531 0.402393 0.759105 0.008506 0.557222 0.634957 0.255672 0.126545 0.531539 0.785099 0.573664 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTMalvinidin 0.299681 0.22846 0.066431 0.011958 0.011958 0.209799 0.209799 0.042931 0.291741 0.291741 0.591295 0.315107 0.626494 0.321616 0.909418 0.683081 0.401506 0.703186 0.255282 0.757101 0.030203 0.544459 0.773393 0.151179 0.470574 0.904157 0.768193 0.826146 0.585143 0.607252 0.396775 0.687389 0.301452 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((A) Myricet 0.12023 0.213037 0.000387 0.121629 0.121629 0.19404 0.19404 0.014207 0.143842 0.143842 0.418007 0.254101 0.436401 0.208276 0.58761 0.611816 0.34755 0.580971 0.189707 0.755444 0.184645 0.430899 0.513724 0.0654 0.343828 0.644981 0.511489 0.779581 0.390108 0.434247 0.321236 0.488834 0.188458 0.72395 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQuercetin g 0.473721 0.426937 0.060643 0.016752 0.016752 0.41127 0.41127 0.009608 0.116228 0.116228 0.315561 0.272434 0.322414 0.243299 0.358446 0.297588 0.304757 0.311877 0.203602 0.295088 0.000909 0.496378 0.219743 0.067495 0.044757 0.373123 0.362192 0.353794 0.093457 0.316618 0.34205 0.323067 0.214415 0.332968 0.288582 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQuercetin g 0.26223 0.324727 0.001647 0.061946 0.061946 0.373938 0.373938 4.21E-05 0.291648 0.291648 0.504283 0.532663 0.530089 0.514891 0.514628 0.409094 0.493251 0.462941 0.409642 0.313919 0.008037 0.76005 0.408327 0.223552 0.065482 0.572362 0.574837 0.436714 0.167527 0.489632 0.627114 0.53019 0.477289 0.450404 0.49621 0.761474 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((B) Myricet 0.061374 0.131251 0.016412 0.094017 0.094017 0.173594 0.173594 0.003357 0.157126 0.157126 0.354519 0.279481 0.38439 0.269606 0.535657 0.484631 0.327565 0.490411 0.280459 0.683023 0.188545 0.478965 0.494691 0.140074 0.34793 0.612289 0.478667 0.711419 0.422723 0.360807 0.348347 0.432571 0.26608 0.669853 0.944494 0.260972 0.521886 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((C) Kaemp 0.115996 0.161974 2.84E-05 0.070731 0.070731 0.178925 0.178925 0.005748 0.114453 0.114453 0.316193 0.144753 0.338656 0.163878 0.552063 0.458582 0.210398 0.44414 0.151172 0.622121 0.180547 0.531507 0.550051 0.106087 0.512211 0.589504 0.440096 0.626146 0.561005 0.325241 0.218629 0.39529 0.164655 0.715775 0.883667 0.276141 0.487208 0.838968 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((D) Isorham0.315178 0.275117 0.09644 0.006385 0.006385 0.174858 0.174858 0.049162 0.049721 0.049721 0.307182 0.283533 0.280702 0.221799 0.355903 0.150804 0.142673 0.146186 0.041637 0.090739 0.016185 0.393227 0.137643 0.025631 0.043283 0.301374 0.347767 0.120565 0.074869 0.285329 0.316094 0.251448 0.153881 0.269511 0.175772 0.243754 0.298671 0.184454 0.133631 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((E) Kaemp 0.34676 0.450323 0.006689 0.101108 0.101108 0.445783 0.445783 0.000697 0.155028 0.155028 0.301828 0.201602 0.313477 0.160178 0.38085 0.314909 0.203279 0.324569 0.093942 0.346542 0.04461 0.559964 0.288694 0.022308 0.124107 0.387532 0.350134 0.374309 0.161187 0.299713 0.274531 0.327799 0.125828 0.399523 0.530103 0.694964 0.814917 0.49572 0.56786 0.260283 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((F) Isorham 0.094034 0.17667 0.007755 0.0842 0.0842 0.219193 0.219193 0.003505 0.210107 0.210107 0.347335 0.325256 0.381151 0.377437 0.408197 0.334428 0.326968 0.373288 0.360241 0.299137 0.05382 0.70816 0.42269 0.274031 0.177364 0.486911 0.431024 0.392789 0.300803 0.339461 0.419302 0.40429 0.388429 0.426277 0.570782 0.545066 0.86255 0.627852 0.636054 0.204621 0.799725 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((G) Syringe 0.015696 0.037577 0.06022 0.034325 0.034325 0.134678 0.134678 0.001849 0.071283 0.071283 0.215524 0.223801 0.230401 0.216628 0.353675 0.316462 0.238866 0.322012 0.274087 0.60131 0.258501 0.332954 0.286111 0.114119 0.237214 0.426465 0.316999 0.59164 0.282223 0.215805 0.269116 0.26193 0.22061 0.477074 0.812036 0.17983 0.400474 0.925397 0.665884 0.11795 0.373059 0.522041 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTflavonols 0.254814 0.334317 0.001448 0.08628 0.08628 0.354402 0.354402 0.005219 0.216658 0.216658 0.499445 0.411018 0.522581 0.379101 0.619061 0.541984 0.44489 0.558568 0.319937 0.578736 0.072048 0.702429 0.499041 0.147298 0.209655 0.677829 0.601219 0.664053 0.309559 0.499915 0.507983 0.551383 0.348799 0.656437 0.801956 0.669647 0.881707 0.79858 0.755019 0.304763 0.83017 0.855077 0.656567 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTQ-Glycosi 0.360591 0.387157 0.015874 0.043259 0.043259 0.413736 0.413736 0.001947 0.226448 0.226448 0.451762 0.446407 0.470311 0.420878 0.478532 0.386334 0.439966 0.42545 0.340197 0.326272 0.004649 0.690981 0.347862 0.160644 0.060485 0.520022 0.51618 0.428955 0.144408 0.443613 0.536595 0.470693 0.384111 0.427823 0.433671 0.907421 0.960111 0.434248 0.422176 0.29417 0.815971 0.775312 0.32225 0.845733 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTM-Glycos 0.108817 0.198142 0.001589 0.117261 0.117261 0.191806 0.191806 0.01174 0.147499 0.147499 0.409367 0.260904 0.4302 0.220869 0.58278 0.592252 0.346755 0.5685 0.206874 0.748144 0.186945 0.443333 0.514544 0.077723 0.347527 0.644343 0.509668 0.77332 0.399411 0.423775 0.328942 0.482279 0.2035 0.719909 0.998094 0.285804 0.505178 0.962772 0.882811 0.178873 0.528146 0.586073 0.839508 0.808179 0.437484 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTK-Glycosi 0.269273 0.357146 0.002407 0.099903 0.099903 0.365377 0.365377 0.002474 0.156272 0.156272 0.349341 0.201124 0.367518 0.183584 0.507825 0.420781 0.234102 0.421648 0.131461 0.510848 0.101432 0.622424 0.438067 0.055813 0.285434 0.528296 0.43804 0.53346 0.336092 0.352043 0.284787 0.402756 0.160237 0.588371 0.754248 0.567863 0.761076 0.710413 0.82938 0.230777 0.917399 0.829188 0.548415 0.907075 0.725338 0.752435 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTI-Glycosid 0.19301 0.26666 0.001524 0.066397 0.066397 0.267323 0.267323 0.000947 0.194413 0.194413 0.436393 0.406928 0.454586 0.424103 0.510724 0.352545 0.342112 0.381333 0.298729 0.289903 0.019346 0.784501 0.415456 0.221312 0.165018 0.554422 0.527362 0.381549 0.28086 0.42023 0.503325 0.460921 0.397796 0.488062 0.554804 0.573503 0.858481 0.604692 0.576563 0.501617 0.785957 0.902467 0.479141 0.856168 0.78664 0.568665 0.79038 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCaffeic acid 0.034734 0.154473 0.132367 0.158277 0.158277 0.00643 0.00643 0.033167 0.066375 0.066375 0.049915 0.062653 0.054075 0.010354 0.000117 0.038581 0.095676 0.040411 0.000333 0.02986 0.396397 0.004051 0.008856 0.008985 0.061131 0.000757 0.008905 0.003616 0.034491 0.061605 0.048042 0.046916 0.00297 0.010723 0.028666 0.012777 0.004077 0.038991 0.094296 0.043571 0.017438 0.027546 0.067184 0.021427 0.007397 0.030712 0.047188 0.003397 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCoumaric a 0.055075 0.078989 0.164964 0.020299 0.020299 0.003278 0.003278 0.050161 0.007711 0.007711 0.05038 0.069503 0.042532 0.025596 2.58E-06 0.013664 0.062352 0.014247 3.45E-05 0.052622 0.35135 0.010592 0.002157 0.014432 0.156049 3.33E-06 0.010829 0.015469 0.109831 0.054114 0.047097 0.027994 0.007823 0.020771 0.061021 0.019514 0.012682 0.074496 0.141964 0.047533 0.044093 0.065621 0.093182 0.045023 0.016202 0.063948 0.088014 0.015985 0.853822 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCoumaric a 0.003016 0.02679 0.000602 0.069096 0.069096 0.001158 0.001158 0.027374 0.222422 0.222422 0.460194 0.379747 0.458078 0.332847 0.388847 0.546708 0.532877 0.550412 0.371693 0.317027 0.00386 0.261736 0.517146 0.257862 0.160394 0.51193 0.447014 0.464566 0.289183 0.488409 0.417417 0.50214 0.354083 0.411585 0.395377 0.020498 0.135426 0.389223 0.287176 0.111384 0.029574 0.144451 0.304506 0.23231 0.082837 0.397606 0.117202 0.174492 0.04794 0.022724 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTcoumaric 0.052842 0.068617 0.16602 0.011722 0.011722 0.003912 0.003912 0.041604 0.000601 0.000601 0.018101 0.033356 0.013531 0.006916 0.007505 0.000304 0.023422 0.000384 0.005955 0.095342 0.349342 0.030219 0.021027 0.036378 0.206245 0.009878 0.000199 0.047835 0.166877 0.019603 0.017272 0.005274 6.95E-05 0.054396 0.112605 0.025859 0.026919 0.1304 0.206245 0.03063 0.055614 0.096663 0.147435 0.078579 0.028216 0.11678 0.120224 0.034159 0.818546 0.981837 0.00026 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSPEC Tant 0.293942 0.201441 0.063028 0.004312 0.004312 0.21184 0.21184 0.028812 0.407454 0.407454 0.825331 0.636188 0.852656 0.619828 0.939874 0.771957 0.684419 0.814917 0.465839 0.56428 0.001548 0.593081 0.754673 0.278392 0.216907 0.977479 0.944124 0.74832 0.382748 0.827625 0.708442 0.877218 0.573151 0.870472 0.61905 0.382443 0.571665 0.599343 0.545445 0.362208 0.380609 0.477998 0.439591 0.671612 0.524088 0.620647 0.50487 0.574606 0.002651 0.000541 0.491818 0.005194 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSPEC Tphe 0.2621 0.175163 0.048402 0.003486 0.003486 0.206739 0.206739 0.011526 0.434165 0.434165 0.80461 0.650276 0.825369 0.614243 0.892076 0.710068 0.655475 0.759422 0.446562 0.502783 0.000475 0.617912 0.756928 0.293522 0.233335 0.94186 0.909385 0.679468 0.405554 0.799894 0.721461 0.84801 0.570761 0.828868 0.591981 0.362313 0.568004 0.589918 0.535907 0.370691 0.373653 0.479744 0.436647 0.655239 0.512201 0.596654 0.495825 0.579851 0.000468 0.000478 0.475212 0.013476 0.970202 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin tannin 0.147605 0.314639 0.086785 0.181941 0.181941 0.057246 0.057246 0.007654 0.208332 0.208332 0.263228 0.118248 0.26943 0.034916 0.224284 0.355418 0.209071 0.338855 0.015266 0.183425 0.094321 0.134333 0.306934 0.000556 0.128212 0.252896 0.217069 0.234303 0.152184 0.299082 0.143673 0.297819 0.023524 0.249709 0.162415 0.152083 0.117033 0.110198 0.086607 0.223367 0.132063 0.08361 0.046027 0.16746 0.138836 0.15332 0.127455 0.155542 0.150376 0.044069 0.240665 0.021155 0.252613 0.285606 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed tannin 0.063 0.090836 0.144874 0.021255 0.021255 0.457297 0.457297 0.004783 0.067975 0.067975 0.027993 0.056606 0.033994 0.011172 0.076537 0.071272 0.053905 0.083397 0.028347 0.290569 0.022839 0.111412 0.034895 0.008515 0.022334 0.081386 0.053485 0.229283 0.017512 0.032687 0.071093 0.041975 0.006208 0.118813 0.252122 0.093542 0.163333 0.288422 0.147515 0.057315 0.232313 0.13829 0.350816 0.235849 0.14202 0.260846 0.22163 0.143037 0.025777 0.054083 0.0179 0.064239 0.085039 0.083802 0.042618 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTotal Tann 0.149466 0.265024 0.019828 0.107482 0.107482 0.406356 0.406356 6.96E-05 0.185512 0.185512 0.150696 0.126845 0.163432 0.030813 0.203923 0.25648 0.167561 0.266199 0.036559 0.395354 0.001653 0.1943 0.179663 0.003415 0.087532 0.223768 0.17061 0.373507 0.089444 0.172774 0.156753 0.187878 0.019045 0.267037 0.345465 0.186101 0.232402 0.334472 0.195798 0.178647 0.305028 0.185392 0.314565 0.334485 0.227292 0.346357 0.29213 0.238964 0.005539 0.005017 0.123345 0.014286 0.228226 0.242322 0.442663 0.753112 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Strea 0.069957 0.043224 0.00313 0.002379 0.002379 0.092285 0.092285 0.151022 0.019742 0.019742 0.001403 5.38E-05 3.6E-05 0.000132 0.010954 0.037553 0.007967 0.020401 0.030768 0.1864 0.190105 0.031385 0.035771 0.029449 0.242085 0.036527 0.003773 0.138174 0.199774 0.002278 0.001953 0.002413 0.002684 0.079706 0.231667 0.00337 0.006455 0.251045 0.202127 0.0025 0.011254 0.081982 0.330312 0.078769 0.000692 0.237193 0.069284 0.059613 0.046602 0.084442 0.242194 0.130321 0.039773 0.04316 0.028811 0.022794 0.040557 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM H 0.028535 0.00811 0.137907 0.000608 0.000608 0.024188 0.024188 0.065052 0.053436 0.053436 7.51E-05 0.075758 0.000676 0.119424 0.003568 0.030899 0.021148 0.005398 0.213829 0.031939 0.006603 0.202992 0.005987 0.230026 0.004836 0.000688 0.001614 0.009535 0.005186 0.001286 0.092663 0.000327 0.168385 0.010358 0.002655 0.017306 0.1493 0.007094 0.001654 0.015551 0.031553 0.147796 0.012074 0.032271 0.085268 0.000755 0.017803 0.064836 0.019863 0.022226 0.0008 0.021469 0.000562 0.000118 0.09822 0.054374 0.000306 0.000207 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM T 0.067334 0.051886 0.001584 0.001559 0.001559 0.158542 0.158542 0.10597 0.016365 0.016365 0.065258 0.084636 0.036564 0.074901 0.00745 0.053719 0.080027 0.032303 0.038355 0.008702 0.165751 0.00305 0.002626 0.023452 0.004722 0.026276 0.03199 0.026204 0.001299 0.054692 0.064875 0.031858 0.063873 0.004055 0.077461 0.022472 0.000385 0.067855 0.037363 0.012727 0.018615 4.94E-05 0.075354 0.008145 0.002677 0.076538 3.69E-05 0.001423 3.58E-05 0.010534 0.211324 0.001878 0.019792 0.018132 0.02366 0.089163 0.095116 0.150858 0.005464 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM V 0.032419 0.149965 5.74E-05 0.093479 0.093479 0.059032 0.059032 0.028888 0.095775 0.095775 0.010637 0.006658 0.00605 0.030057 0.037102 0.007107 0.000102 0.001206 0.015145 0.022946 0.220886 0.006205 0.007912 0.057382 0.109953 0.03821 0.026228 0.018571 0.095731 0.00641 0.006103 0.00554 0.034811 0.056583 0.115552 0.024796 0.0006 0.141867 0.145089 0.035745 0.000987 0.023001 0.199133 0.024656 0.006319 0.121203 0.022256 0.035336 0.077766 0.04185 0.131055 0.066054 0.058484 0.060664 0.023259 0.022985 0.037591 0.442243 0.035338 0.128184 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM B 0.00072 0.002198 0.010991 0.008958 0.008958 0.009759 0.009759 0.106163 0.100724 0.100724 0.085772 0.147454 0.091643 0.067996 0.09625 0.18273 0.228282 0.181276 0.19168 0.290677 0.012042 0.078768 0.161935 0.065671 0.140253 0.164934 0.101192 0.304983 0.167746 0.099628 0.158568 0.115689 0.087089 0.17183 0.240955 0.007197 0.059191 0.296208 0.11963 0.059072 0.033367 0.082407 0.36658 0.138556 0.03496 0.252803 0.070071 0.100148 0.024122 0.000606 0.359436 0.01116 0.204515 0.198605 0.08559 0.282904 0.312348 0.342623 5.7E-05 0.024318 0.069325 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM  B0.022284 0.008863 0.039069 0.007904 0.007904 0.001552 0.001552 0.123916 0.01762 0.01762 0.001048 0.036254 0.003242 0.02358 0.000583 0.039212 0.118309 0.039428 0.165628 0.096876 0.084798 0.01283 0.016993 0.051146 0.006176 0.014996 0.003293 0.104835 0.013293 0.002574 0.041819 0.007821 0.043515 0.010822 0.092532 0.003413 0.050486 0.117856 0.049175 0.053222 0.027426 0.081931 0.170101 0.064522 0.027081 0.097775 0.039756 0.02354 0.003418 0.001447 0.039237 0.004273 0.02085 0.007157 0.055114 0.116113 0.021559 0.150079 0.085466 0.095264 0.000582 0.396087 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM In 0.021512 8.94E-06 0.009344 0.032397 0.032397 0.003547 0.003547 0.033089 0.026704 0.026704 0.00829 0.000644 0.009376 0.010418 0.079302 0.004594 7.72E-06 0.009166 0.015249 0.085021 0.026589 0.059325 0.021451 0.002424 0.015195 0.04574 0.039571 0.057866 0.01699 0.006467 0.003458 0.011007 0.009833 0.080472 0.039638 0.00757 0.036323 0.040955 0.084187 0.016946 0.055168 0.046723 0.039252 0.04285 0.023975 0.04022 0.073996 0.04848 0.075027 0.04823 0.000154 0.05078 0.055757 0.042244 0.054984 0.000175 0.016277 0.002822 0.011229 0.003971 0.021977 0.003602 0.009549 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM S 0.008582 0.010453 0.003479 0.007339 0.007339 0.020896 0.020896 0.056867 0.102185 0.102185 0.103087 0.148752 0.101825 0.05538 0.106283 0.172392 0.193585 0.167842 0.1225 0.243053 8.8E-05 0.082558 0.161805 0.041023 0.146921 0.165281 0.109029 0.255685 0.169385 0.116799 0.157333 0.122484 0.064846 0.173652 0.189767 0.009691 0.038561 0.229025 0.087472 0.132359 0.017329 0.039287 0.270675 0.106471 0.02661 0.198372 0.044657 0.08161 0.016563 0.002989 0.402963 0.019881 0.203673 0.226318 0.194749 0.253781 0.373917 0.256911 0.007919 0.005876 0.069407 0.865572 0.107102 0.000184 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM P 0.026667 0.03371 0.30661 0.010643 0.010643 0.106478 0.106478 0.470685 0.055553 0.055553 9.3E-05 0.047558 0.001402 0.130647 0.005429 0.036521 0.008118 0.006203 0.143374 0.101432 0.097234 0.008806 0.004039 0.152094 0.187722 0.004309 0.000694 0.047131 0.074831 0.000891 0.038679 7.17E-05 0.147923 0.047349 0.055853 0.000628 0.015641 0.011879 0.04191 0.016029 0.003543 0.002766 0.004305 0.00448 0.004643 0.045763 0.016114 4.5E-07 8.46E-05 0.013737 0.022788 0.019506 0.004767 0.002627 0.124521 0.01142 0.008772 0.3747 0.222958 0.062278 0.064968 0.09284 0.007901 0.000567 0.106552 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM C 0.030392 0.000714 0.000473 0.020605 0.020605 0.027721 0.027721 0.035461 0.065101 0.065101 0.074967 0.076685 0.078529 0.049935 0.133768 0.129528 0.115593 0.139294 0.132946 0.255155 6.33E-06 0.093136 0.159246 0.056653 0.180945 0.170914 0.11011 0.251367 0.204182 0.085303 0.091915 0.099216 0.065022 0.20761 0.128262 0.020493 0.035722 0.165335 0.07804 0.078209 0.028879 0.061184 0.216767 0.091196 0.031231 0.135859 0.05176 0.088063 0.005678 0.000492 0.165727 0.005975 0.207314 0.202083 0.075157 0.134373 0.177624 0.131295 0.019058 0.023591 0.037937 0.65322 0.139577 0.06661 0.603863 0.073059 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC BM C 0.000734 0.022066 0.004541 0.046853 0.046853 0.003072 0.003072 0.121456 0.000644 0.000644 0.001579 0.001626 0.003408 0.004581 0.050622 0.037925 0.011324 0.030635 0.04285 0.30212 0.386091 0.100161 0.045237 0.010004 0.170356 0.066061 0.022225 0.212525 0.135601 0.001748 0.008786 0.009236 0.009174 0.135179 0.35993 0.074594 0.151096 0.377043 0.375009 0.004422 0.187228 0.207246 0.380634 0.266492 0.125868 0.366155 0.286812 0.120391 0.151483 0.159354 0.01633 0.179562 0.048776 0.032007 0.069348 0.08682 0.009366 0.249726 0.075927 0.196936 0.052491 0.096623 0.35885 0.101446 0.012875 0.070621 0.018139 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC  Bunc 0.016585 0.002508 0.068422 0.068972 0.068972 0.004546 0.004546 0.000355 0.136142 0.136142 0.004215 0.030482 0.005045 0.00081 0.000617 0.045415 0.07353 0.048224 0.035462 0.107843 0.017054 0.006771 0.03682 2.56E-07 0.014216 0.009023 0.000206 0.106472 0.017553 0.009729 0.032867 0.011977 2.08E-05 0.008045 0.050707 0.000115 0.004457 0.077178 0.004979 0.002952 0.001128 0.002542 0.1203 0.020174 0.002046 0.055583 0.002717 0.003677 0.001452 0.040951 0.146651 0.064786 0.016139 0.035331 0.116058 0.270434 0.330076 0.086454 3E-06 0.000947 0.002836 0.632147 0.073017 0.011996 0.745449 0.029849 0.422076 0.000567 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC MA B 0.000213 0.045133 0.006697 0.113226 0.113226 0.009708 0.009708 0.001369 0.604014 0.604014 0.092588 0.108992 0.133579 0.098807 0.107334 0.115495 0.169615 0.18452 0.217029 0.123546 0.10759 0.088297 0.275433 0.134993 0.029831 0.148316 0.120125 0.170762 0.091964 0.107459 0.123007 0.162577 0.13084 0.116074 0.036037 0.01158 0.057867 0.059685 0.015943 0.003771 0.003246 0.015665 0.025911 0.038756 0.037575 0.040289 0.008233 0.01456 0.019294 0.00038 0.188042 0.00611 0.120532 0.125243 0.06386 0.066829 0.106236 0.007066 0.064746 0.004068 0.157014 0.107852 0.018656 0.047539 0.132381 0.054757 0.03452 0.009491 0.242023 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC MA-B 0.000213 0.045133 0.006697 0.113226 0.113226 0.009708 0.009708 0.001369 0.604014 0.604014 0.092588 0.108992 0.133579 0.098807 0.107334 0.115495 0.169615 0.18452 0.217029 0.123546 0.10759 0.088297 0.275433 0.134993 0.029831 0.148316 0.120125 0.170762 0.091964 0.107459 0.123007 0.162577 0.13084 0.116074 0.036037 0.01158 0.057867 0.059685 0.015943 0.003771 0.003246 0.015665 0.025911 0.038756 0.037575 0.040289 0.008233 0.01456 0.019294 0.00038 0.188042 0.00611 0.120532 0.125243 0.06386 0.066829 0.106236 0.007066 0.064746 0.004068 0.157014 0.107852 0.018656 0.047539 0.132381 0.054757 0.03452 0.009491 0.242023 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC MA-p 0.097053 0.02149 0.300251 0.054396 0.054396 0.007955 0.007955 0.175441 0.024667 0.024667 0.000107 0.001028 8.55E-06 1.7E-05 0.026121 0.002661 0.000862 0.005074 0.00163 0.002417 0.00241 0.012366 0.002108 0.000569 0.002965 0.004838 0.006146 6.9E-05 0.001577 0.000248 0.000142 0.00019 0.000185 0.01962 0.026628 0.094268 0.001303 0.058422 0.008572 0.005154 0.003324 0.01518 0.102689 0.000595 0.023274 0.031742 0.00599 0.004817 0.027906 0.011192 0.020397 0.007732 0.004601 0.000591 2.68E-05 0.071888 0.041251 0.013903 0.001229 0.019573 0.000242 0.073875 0.070011 0.012504 0.0215 0.099951 0.031638 0.005151 0.027049 0.00125 0.00125 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC MA-T 0.000186 0.000253 0.044032 0.003482 0.003482 0.021766 0.021766 0.008321 0.056215 0.056215 0.095166 0.183677 0.113549 0.257719 0.046155 0.035646 0.178439 0.05618 0.333351 0.015923 0.281022 0.077333 0.087741 0.342291 0.000359 0.090855 0.104895 0.0045 0.043552 0.097749 0.185257 0.106981 0.317033 0.016392 0.014511 0.004875 0.011936 0.001676 0.021663 0.082695 0.034454 0.005597 0.002619 5.43E-05 0.009299 0.01142 0.033995 0.028592 0.199774 0.161746 0.202142 0.120047 0.122911 0.106121 0.042987 0.052694 0.00481 0.007889 0.03256 0.007743 0.08998 0.109784 0.004409 0.063029 0.159904 0.00705 0.141578 0.132793 0.03039 0.033276 0.033276 0.078002 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Anth 0.157638 0.297387 0.041145 0.1436 0.1436 0.084913 0.084913 0.075466 0.324296 0.324296 0.385368 0.351143 0.42852 0.281021 0.437526 0.415545 0.400299 0.451004 0.252504 0.393707 0.005189 0.304338 0.375971 0.069277 0.064941 0.470976 0.446366 0.476598 0.125158 0.394255 0.38918 0.446717 0.246823 0.420705 0.44273 0.246402 0.425363 0.464458 0.315922 0.275383 0.333701 0.341294 0.371874 0.486551 0.371263 0.450516 0.370535 0.417583 0.055265 0.017604 0.297707 0.003577 0.504778 0.437421 0.097811 0.083313 0.143677 0.035953 0.000139 0.016484 0.036516 0.257908 0.103883 0.202616 0.193117 0.002556 0.121448 0.167342 0.078226 0.245133 0.245133 0.000437 0.082615 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Col2B0.239869 0.336191 0.069582 0.101653 0.101653 0.123703 0.123703 0.086026 0.24592 0.24592 0.440491 0.367063 0.469636 0.318429 0.503087 0.460549 0.414553 0.486012 0.275672 0.443101 0.00622 0.36563 0.397264 0.084857 0.088301 0.537139 0.5062 0.530225 0.15787 0.447904 0.414976 0.48635 0.280644 0.489062 0.496212 0.325579 0.482263 0.50515 0.387283 0.312711 0.388678 0.388191 0.401005 0.560828 0.443534 0.502108 0.440654 0.474741 0.045026 0.023692 0.300298 0.006557 0.566489 0.487304 0.085632 0.061119 0.113724 0.041419 0.000546 0.029707 0.065578 0.202058 0.077606 0.178625 0.146329 0.004324 0.114131 0.198434 0.021659 0.156319 0.156319 0.000127 0.101504 0.950847 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC tonne 0.005118 0.000819 0.005751 0.00956 0.00956 4.37E-05 4.37E-05 0.146794 0.083272 0.083272 0.210994 0.244954 0.209316 0.31306 0.282736 0.18454 0.226789 0.213415 0.353719 0.282618 0.115289 0.234286 0.204055 0.210549 0.075906 0.327492 0.291111 0.328561 0.14158 0.19641 0.269791 0.219839 0.325647 0.295735 0.288867 0.070329 0.249174 0.342826 0.272032 0.012399 0.122781 0.264964 0.360031 0.276795 0.175925 0.301026 0.200887 0.199322 0.011162 0.000854 0.197282 0.008121 0.306804 0.261518 0.009775 0.025593 0.005163 0.175966 0.239565 0.584052 0.07799 0.215328 0.319871 0.196967 0.074386 0.014472 0.198743 0.47461 0.001336 0.049673 0.049673 0.000757 0.018025 0.25613 0.29702 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Pf TS 0.006896 0.047469 0.220327 0.058895 0.058895 0.205485 0.205485 0.010753 0.087106 0.087106 0.118139 0.199835 0.117987 0.100835 0.066438 0.262469 0.259644 0.24728 0.162421 0.260675 0.043854 0.074544 0.074776 0.012208 0.004633 0.130097 0.10036 0.349601 1.68E-05 0.129494 0.199477 0.13419 0.090398 0.090749 0.459376 0.017491 0.176083 0.49384 0.199855 0.077257 0.193525 0.185227 0.627954 0.334702 0.104189 0.47079 0.262365 0.222243 0.018591 0.001387 0.279621 0.001228 0.165306 0.126177 0.00174 0.504987 0.33606 0.045295 0.057902 0.021644 0.021906 0.517406 0.299267 0.046792 0.394783 0.095933 0.139071 0.021775 0.296659 0.11422 0.11422 0.345808 0.007493 0.732061 0.592948 0.067702 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Pf TA 0.062098 0.077803 0.096492 0.003184 0.003184 0.000297 0.000297 0.049851 0.064179 0.064179 0.018096 0.055938 0.025601 0.116774 0.001232 0.004003 0.066342 0.02047 0.233877 0.065243 0.012142 0.06012 0.025645 0.18383 0.032465 0.005616 0.011201 0.004229 0.000283 0.016376 0.061371 0.026489 0.155414 0.019777 0.00019 0.02304 0.148061 0.024787 0.009532 0.015842 0.114257 0.316113 0.059864 0.071931 0.095481 0.001828 0.079403 0.177617 0.00032 0.000486 0.033844 0.002283 0.009513 0.00777 0.013178 0.001668 0.000306 0.029859 0.21927 0.007191 0.053753 0.010719 0.053866 0.028434 1.78E-06 0.231147 0.008696 0.021787 0.005066 0.000944 0.000944 0.072804 0.160108 0.142291 0.10358 0.055213 0.175168 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Pf pH 0.268001 0.181223 0.217864 0.0171 0.0171 0.04789 0.04789 0.026404 0.085788 0.085788 0.0083 0.063417 0.012328 0.12576 0.017375 0.002698 0.087617 0.012418 0.296095 0.070998 0.01615 0.072453 0.016049 0.250793 0.057726 0.0003 0.002205 0.004738 0.00362 0.006525 0.071198 0.013503 0.18149 0.056564 0.018008 0.002198 0.168791 0.072224 0.03664 0.041953 0.087263 0.391327 0.119159 0.094929 0.078847 0.026221 0.086727 0.196384 0.025367 0.050053 0.063935 0.068833 0.000574 0.000896 0.106526 0.000287 0.017764 0.093453 0.301469 0.058323 0.026606 0.019467 0.236332 0.001282 0.001151 0.183162 0.038889 0.020065 0.032438 0.018815 0.018815 0.125646 0.022286 0.148014 0.068737 0.225462 0.160939 0.724561 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Pf Be 0.088876 0.012154 0.197815 0.387393 0.387393 0.006069 0.006069 0.323589 0.408565 0.408565 0.001686 0.002717 0.004945 0.009004 0.000891 0.035299 0.006698 0.078862 0.031761 0.055777 0.169306 0.00629 0.1871 0.017477 0.060746 0.005592 0.000703 0.07256 0.088447 4.33E-05 0.001999 0.019358 0.000328 0.010948 0.007188 0.038346 0.005829 0.029103 0.002644 0.063072 0.005002 0.002561 0.029129 0.00117 0.017419 0.010499 0.005336 0.003297 0.035106 0.032552 0.026405 0.042382 0.000957 0.005833 0.230579 0.182242 0.332549 2.82E-05 0.049345 0.424971 0.099877 0.130547 0.000159 0.077262 0.163024 0.071438 0.155763 0.068332 0.35901 0.653295 0.653295 0.099699 0.029324 0.037417 0.000197 0.220559 0.04312 0.015272 0.004287 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Pf NH0.195841 0.02359 0.051219 0.198231 0.198231 0.091038 0.091038 0.016294 0.00168 0.00168 0.27328 0.309695 0.237511 0.313001 0.328605 0.121751 0.205222 0.11842 0.124783 0.006761 0.000509 0.320235 0.115112 0.107192 0.015264 0.308091 0.323502 0.053329 0.055835 0.24605 0.321637 0.21875 0.262807 0.260315 0.063212 0.203161 0.223888 0.077226 0.06772 0.416909 0.111674 0.127666 0.06203 0.22232 0.242656 0.066558 0.124619 0.309533 0.02409 0.091761 0.166741 0.063362 0.368987 0.335389 0.043877 0.000611 0.005457 0.000651 0.032896 0.032834 0.151592 0.028851 0.009338 0.296219 0.054232 0.011394 0.030222 0.049214 0.037323 0.093024 0.093024 0.015588 0.262806 0.146862 0.260722 0.100644 0.116058 0.154055 0.013754 0.122967 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Pf FA 0.233303 0.077881 0.00269 0.100123 0.100123 0.352724 0.352724 0.014718 0.015176 0.015176 0.082333 0.078297 0.080405 0.113858 0.190696 0.034925 0.049028 0.04558 0.028751 0.005736 0.006351 0.2839 0.052931 0.023718 0.016142 0.13861 0.141999 0.021632 0.035034 0.07556 0.099553 0.07695 0.086855 0.161257 0.033957 0.181259 0.178851 0.032207 0.102607 0.147967 0.219629 0.125174 0.015718 0.167954 0.202534 0.033935 0.225412 0.202172 0.008618 0.066475 0.021169 0.058616 0.137671 0.09038 0.010549 0.044164 0.049928 0.076402 0.041219 0.02678 0.012647 0.000722 0.007119 0.186282 0.000105 0.117616 0.001768 0.039793 0.116901 0.144662 0.144662 0.000281 0.052653 0.007373 0.055839 0.006676 0.086289 0.120841 7.75E-05 0.086501 0.622087 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
HHWC Pf YA 0.052769 0.004296 0.040036 0.061461 0.061461 0.194544 0.194544 0.023871 0.003109 0.003109 0.085217 0.07314 0.078833 0.087523 0.243982 0.0425 0.012373 0.038928 0.00454 0.115359 0.114249 0.238354 0.080967 0.011009 0.084712 0.195573 0.164513 0.091627 0.098067 0.067825 0.090865 0.076885 0.059922 0.286184 0.256167 0.165172 0.253814 0.248788 0.332976 0.177658 0.326586 0.315696 0.227344 0.342975 0.229358 0.255931 0.396007 0.363179 0.156851 0.124316 0.025661 0.142569 0.209944 0.24997 0.151326 0.176675 0.253369 0.045543 0.002006 0.005369 0.073956 0.00406 0.065569 0.038391 0.041503 7.33E-05 0.004514 0.009987 0.002234 0.068284 0.068284 0.000502 0.009302 0.000439 0.001286 0.00239 0.100697 0.129275 0.000295 0.166964 0.766388 0.97513 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DD-G (wine g0.009367 0.028282 0.006198 0.030624 0.030624 0.033474 0.033474 0.02081 0.354497 0.354497 0.187792 0.320614 0.216289 0.297034 0.11497 0.215997 0.408659 0.276295 0.483352 0.186912 0.001749 0.093397 0.162909 0.183516 0.000981 0.196754 0.188328 0.282311 0.01454 0.194868 0.317364 0.228636 0.32291 0.102997 0.137331 0.175079 0.292849 0.195034 0.058229 9.69E-06 0.123284 0.196477 0.214706 0.226772 0.258319 0.148476 0.106357 0.123878 0.014656 0.001853 0.117579 1.03E-05 0.199546 0.169576 0.001586 0.115398 0.07807 0.002902 0.102488 0.087738 0.032904 0.27971 0.378788 0.017239 0.152494 0.032106 0.106949 0.157537 0.188429 0.343095 0.343095 0.032578 0.034804 0.372902 0.331338 0.359669 0.472598 0.169504 0.28552 0.060864 0.00428 0.005251 0.018673 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CC-G (wine g0.002253 0.008085 0.048291 0.055173 0.055173 0.013567 0.013567 0.011564 0.244102 0.244102 0.113846 0.313835 0.132095 0.257828 0.039724 0.162069 0.453851 0.202658 0.550706 0.122483 0.002455 0.114963 0.117264 0.248121 0.001589 0.119957 0.10258 0.212247 0.015369 0.125958 0.322276 0.146604 0.31698 0.042347 0.110199 0.116445 0.235485 0.164508 0.040071 3.37E-05 0.06262 0.175118 0.200149 0.176746 0.195248 0.120424 0.059905 0.108387 0.027457 0.001267 0.202885 0.000645 0.135843 0.123659 0.005097 0.102945 0.078994 0.040065 0.120974 0.088782 0.013757 0.406124 0.486769 0.005276 0.26028 0.023968 0.137639 0.123073 0.319451 0.28722 0.28722 0.037719 0.091287 0.281701 0.237561 0.245078 0.555409 0.165207 0.394536 0.071271 0.000203 0.020384 0.023431 0.804154 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPT-G (wine 0.002831 0.012939 0.013071 0.023078 0.023078 0.026889 0.026889 0.013685 0.402915 0.402915 0.248472 0.35842 0.283395 0.373439 0.189916 0.278731 0.441299 0.351639 0.578978 0.258517 0.012559 0.140269 0.25039 0.270604 0.005124 0.292374 0.269363 0.37302 0.054952 0.253736 0.363451 0.303329 0.413139 0.182483 0.221712 0.167933 0.338069 0.303788 0.127092 0.001099 0.150194 0.278036 0.326539 0.298436 0.280707 0.237902 0.159503 0.184043 0.001339 0.001294 0.194686 0.009319 0.289553 0.256408 0.00437 0.121762 0.089886 0.02892 0.12519 0.109915 0.003727 0.306595 0.35363 0.032966 0.17097 0.031256 0.130177 0.181737 0.18626 0.353515 0.353515 0.0513 0.046325 0.422852 0.381779 0.452383 0.490897 0.253753 0.389493 0.091886 0.010587 0.005144 0.00308 0.956009 0.744703 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPO-G (wine 1.67E-05 0.001294 0.025149 0.009586 0.009586 0.016598 0.016598 0.016295 0.313453 0.313453 0.201706 0.365711 0.223719 0.381193 0.123521 0.223844 0.461881 0.288659 0.672183 0.197688 0.000521 0.141021 0.18456 0.33105 5.25E-05 0.227201 0.20864 0.311296 0.035096 0.208678 0.371379 0.239172 0.444624 0.116228 0.157959 0.144593 0.302281 0.23282 0.08043 2.02E-05 0.101486 0.248845 0.279582 0.24127 0.248032 0.172141 0.105082 0.15717 0.006294 0.000233 0.213204 0.002256 0.235133 0.20636 0.00207 0.098532 0.068961 0.056812 0.17221 0.107402 0.000896 0.353347 0.421145 0.030695 0.195195 0.036694 0.156366 0.156525 0.196671 0.294665 0.294665 0.046837 0.114238 0.347816 0.325084 0.4529 0.511677 0.349534 0.505169 0.069101 0.015472 0.003214 0.009752 0.904767 0.858316 0.932293 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MM-G (wine 0.096304 0.057407 0.021056 1.34E-06 1.34E-06 0.06815 0.06815 0.065481 0.245251 0.245251 0.193429 0.160963 0.205662 0.175925 0.249548 0.206475 0.173494 0.252791 0.237475 0.376747 0.065699 0.132081 0.177782 0.059739 0.028688 0.277392 0.244103 0.392412 0.059042 0.189559 0.175965 0.219262 0.17064 0.267036 0.236745 0.303287 0.349243 0.282902 0.182788 0.011148 0.29362 0.272694 0.292593 0.348996 0.352103 0.247046 0.278153 0.202804 0.033676 0.03278 0.0386 0.04406 0.263884 0.228882 0.003948 0.122455 0.089343 0.017073 0.044233 0.030619 0.003701 0.103328 0.107817 0.121045 0.053636 3.12E-05 0.083954 0.233764 0.047978 0.192746 0.192746 0.002327 0.006955 0.376327 0.37877 0.439887 0.163038 0.118314 0.113992 0.008568 0.008687 0.002105 0.01522 0.643069 0.279585 0.701583 0.542509 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DD-AG (wine 0.000872 0.004035 0.033389 0.010147 0.010147 0.035755 0.035755 0.007148 0.325002 0.325002 0.190451 0.315793 0.212676 0.317463 0.146478 0.201716 0.351286 0.264782 0.485526 0.227877 0.037131 0.128541 0.195848 0.220801 0.006965 0.235193 0.21139 0.312237 0.049745 0.188707 0.31788 0.228825 0.348053 0.149737 0.219704 0.15399 0.329986 0.323056 0.128768 0.002825 0.1749 0.291686 0.379011 0.299782 0.268691 0.239307 0.176122 0.199031 0.000291 0.007562 0.149944 0.019809 0.245046 0.231437 0.002665 0.158701 0.109012 0.043063 0.113945 0.103396 0.00015 0.321493 0.349954 0.025538 0.181215 0.039209 0.134378 0.164315 0.191818 0.265297 0.265297 0.13368 0.011107 0.393201 0.347889 0.406651 0.585625 0.332402 0.440745 0.064696 0.042763 0.000416 0.006401 0.89182 0.68539 0.943457 0.86729 0.686586 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CC-AG(wine 0.046606 0.013621 2.07E-05 0.003181 0.003181 0.063291 0.063291 0.014807 0.134941 0.134941 0.134645 0.151046 0.135056 0.144907 0.146041 0.134161 0.150147 0.164602 0.172896 0.210578 0.065909 0.090931 0.143175 0.060569 0.048678 0.188262 0.158608 0.233615 0.076833 0.128862 0.157123 0.147234 0.141529 0.171127 0.198674 0.180268 0.244513 0.280634 0.14042 0.051202 0.239757 0.246773 0.339174 0.276522 0.232026 0.214552 0.222314 0.223223 0.001076 0.005769 0.059263 0.012102 0.227773 0.232123 0.036755 0.098073 0.113096 0.042737 0.004411 0.019577 0.022435 0.236242 0.130483 0.028285 0.152971 0.004446 0.179362 0.048658 0.076479 0.041815 0.041815 0.20067 0.001028 0.326012 0.319447 0.186659 0.427292 0.343749 0.207375 0.005312 0.22572 0.073198 0.115382 0.427769 0.238596 0.481292 0.390756 0.523028 0.667036 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPT-AG (win 0.001832 0.016614 0.027474 0.034537 0.034537 0.036096 0.036096 0.01678 0.35715 0.35715 0.224991 0.353684 0.255617 0.336134 0.184601 0.265937 0.419293 0.328764 0.522815 0.293965 0.032325 0.146928 0.229178 0.222454 0.009771 0.283469 0.252322 0.391218 0.058489 0.229047 0.359318 0.275645 0.36659 0.190996 0.26983 0.161601 0.341401 0.364915 0.146742 0.008874 0.166602 0.287703 0.40391 0.328905 0.279216 0.288743 0.179735 0.209374 0.000303 0.005195 0.207113 0.018208 0.28827 0.258778 0.007422 0.19087 0.142195 0.048791 0.107508 0.114051 0.001807 0.403777 0.395451 0.03324 0.250647 0.015779 0.176666 0.213613 0.281273 0.345763 0.345763 0.073296 0.025907 0.454783 0.396944 0.441782 0.602414 0.170229 0.321991 0.097245 0.009221 0.007314 1.73E-05 0.934028 0.765309 0.972045 0.898125 0.666051 0.946335 0.499508 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPO-AG (wi 0.00038 0.00035 0.035408 0.008525 0.008525 0.018757 0.018757 0.007057 0.318899 0.318899 0.266014 0.456002 0.289405 0.475444 0.171923 0.25827 0.508442 0.330594 0.69643 0.195491 0.001042 0.152519 0.209919 0.350854 5.39E-06 0.281333 0.276573 0.323053 0.03632 0.26811 0.45021 0.299311 0.522719 0.145799 0.187348 0.108833 0.298539 0.280177 0.086617 0.00928 0.09316 0.257046 0.339345 0.252076 0.225918 0.204811 0.102693 0.189279 0.022125 0.011192 0.283824 0.001182 0.296327 0.263768 0.007919 0.106045 0.086232 0.057324 0.136237 0.133085 0.001117 0.396828 0.373932 0.028387 0.232468 0.050271 0.218938 0.106533 0.184175 0.255296 0.255296 0.109593 0.150675 0.380973 0.354224 0.491446 0.60666 0.353174 0.469087 0.07411 0.05663 0.001297 0.002525 0.84344 0.781465 0.899764 0.950364 0.490527 0.857799 0.431676 0.886784 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MM-AG (wine 0.069302 0.108855 0.001282 0.045956 0.045956 0.078624 0.078624 0.081307 0.225555 0.225555 0.214635 0.227514 0.231968 0.184423 0.25932 0.303259 0.286476 0.334781 0.274603 0.515192 0.093229 0.168921 0.219502 0.05231 0.054952 0.323749 0.262208 0.531989 0.089045 0.22136 0.249436 0.256561 0.178102 0.315916 0.423023 0.265024 0.371705 0.490253 0.267305 0.04653 0.301839 0.312391 0.515398 0.454307 0.348517 0.438772 0.326331 0.268288 0.001561 0.009778 0.154574 0.023596 0.326056 0.281218 0.023979 0.235048 0.201192 0.0655 0.008632 0.105961 9.27E-05 0.32662 0.257221 0.081559 0.21799 0.006923 0.198795 0.328517 0.232196 0.222303 0.222303 0.022373 0.002294 0.544536 0.520702 0.452526 0.482123 0.025634 0.078257 0.024142 0.002733 0.00958 0.003283 0.737885 0.48408 0.769625 0.623835 0.80771 0.758941 0.530469 0.827018 0.618911 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DD-CG (wine 0.009958 3.54E-05 0.003632 0.012268 0.012268 0.001992 0.001992 0.198999 0.00794 0.00794 0.000139 0.005913 0.000265 0.000271 1.27E-07 0.016445 0.030303 0.015794 0.058481 0.163065 0.065971 0.001383 0.002398 0.002347 0.00695 0.003016 1.51E-05 0.122588 0.008424 0.000496 0.00721 2.65E-07 0.001254 0.005413 0.040175 0.113815 0.073111 0.044715 0.014523 0.041683 0.075855 0.045635 0.098837 0.07164 0.09389 0.041345 0.050962 0.009527 0.042999 0.040984 0.000798 0.040364 0.005005 0.001264 0.017177 0.091009 0.026771 0.076159 0.007583 0.067114 0.01994 0.134813 0.333242 0.104517 0.04863 0.039972 0.065806 0.284762 0.11645 0.036448 0.036448 0.000557 0.064675 0.081356 0.077135 0.26409 0.048351 0.019005 0.077555 0.029591 0.058147 0.081194 0.014537 0.45761 0.360093 0.405503 0.430271 0.530682 0.417356 0.260164 0.408327 0.305709 0.485287 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPT-CG (win 0.000485 0.013867 0.005181 0.038463 0.038463 0.005267 0.005267 0.024274 0.302668 0.302668 0.17078 0.310412 0.190173 0.256533 0.074406 0.191824 0.388396 0.233728 0.396611 0.116781 0.001086 0.0296 0.103309 0.137068 0.016035 0.139736 0.147469 0.202708 0.000293 0.176653 0.283642 0.193544 0.270468 0.054571 0.084541 0.09859 0.184561 0.121062 0.013995 0.001959 0.05704 0.111592 0.144072 0.136344 0.156854 0.091563 0.040719 0.078359 0.050693 0.014213 0.123192 0.00529 0.159247 0.132743 0.009143 0.06088 0.056082 0.003507 0.01692 0.111253 0.025966 0.339664 0.357666 0.023554 0.210316 0.008003 0.135803 0.070845 0.233191 0.316702 0.316702 0.055484 0.050373 0.367037 0.298663 0.251282 0.490663 0.093429 0.211762 0.072529 1.79E-05 0.048292 0.030411 0.899461 0.793846 0.836116 0.818278 0.46926 0.777628 0.384155 0.848192 0.797889 0.625314 0.383777 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPO-CG (wi 0.012625 0.005149 0.016712 0.006377 0.006377 0.001267 0.001267 0.010769 0.264598 0.264598 0.178536 0.318149 0.187818 0.318788 0.063468 0.171493 0.375622 0.220408 0.499952 0.076808 0.001091 0.02285 0.103143 0.238378 0.01896 0.135134 0.146577 0.166824 0.001109 0.181817 0.284635 0.189902 0.355216 0.040869 0.057301 0.036575 0.130784 0.098349 0.006983 0.00063 0.019269 0.097909 0.139879 0.087752 0.092119 0.064593 0.015316 0.057074 0.064125 0.039201 0.177891 0.020379 0.148614 0.1285 0.009177 0.02353 0.027452 0.034105 0.037498 0.162456 0.000991 0.326112 0.32346 0.016378 0.18001 0.022663 0.159444 0.039196 0.144365 0.231771 0.231771 0.136186 0.124875 0.254241 0.222518 0.346371 0.422325 0.324057 0.421405 0.081972 0.010843 0.024766 0.032467 0.775196 0.704465 0.785072 0.860038 0.391245 0.743144 0.382064 0.747441 0.887217 0.456038 0.321431 0.851141 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MM-CG (wine 0.002219 0.01826 0.001947 0.043376 0.043376 0.005334 0.005334 0.004527 0.268194 0.268194 0.207201 0.290763 0.232749 0.281641 0.109787 0.224585 0.366144 0.265152 0.367077 0.101227 4.41E-05 0.01767 0.136063 0.153413 0.006865 0.17294 0.187654 0.193306 0.003998 0.214607 0.260238 0.23557 0.289594 0.077108 0.085135 0.076456 0.141328 0.114439 0.015999 0.012134 0.039388 0.084773 0.120573 0.116585 0.120606 0.090988 0.032402 0.072387 0.10085 0.052503 0.130489 0.03331 0.195004 0.16061 0.021851 0.013069 0.026338 0.000295 0.007197 0.113282 0.005937 0.28266 0.237713 0.031004 0.170414 0.012827 0.158922 0.037118 0.110212 0.258934 0.258934 0.115807 0.083057 0.37497 0.342119 0.20292 0.499518 0.058435 0.101801 0.082287 0.004876 0.024839 0.061236 0.717856 0.600675 0.672703 0.658474 0.338749 0.616438 0.37511 0.667587 0.696655 0.482551 0.197641 0.875315 0.81494 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPigmented 0.000254 0.002568 0.003411 0.002309 0.002309 0.003255 0.003255 0.052073 0.147247 0.147247 0.115662 0.093449 0.114699 0.072802 0.097825 0.16217 0.131892 0.167042 0.095344 0.157076 0.06914 0.001217 0.11617 0.031709 0.03385 0.133596 0.110288 0.186353 0.048511 0.117911 0.081031 0.128056 0.072559 0.11842 0.112534 0.048211 0.058356 0.140449 0.040067 0.012114 0.049858 0.063162 0.175044 0.097719 0.057739 0.118456 0.051901 0.056397 1.97E-06 0.010138 0.079683 0.01969 0.162151 0.165848 0.105812 0.040843 0.102006 0.067188 0.120467 0.0611 0.009615 0.347292 0.131472 0.001146 0.280093 0.053738 0.252449 0.010707 0.216019 0.065478 0.065478 0.107894 0.000271 0.164233 0.121318 0.124965 0.235409 0.140856 0.130522 0.054571 0.064156 0.013999 0.039487 0.364624 0.202602 0.406399 0.310065 0.377248 0.508239 0.682704 0.435724 0.350246 0.41052 0.233536 0.439034 0.428668 0.433206 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTanthocyan 0.029241 0.03522 7.72E-05 0.012324 0.012324 0.045829 0.045829 0.041035 0.332585 0.332585 0.238124 0.300019 0.261061 0.298665 0.215167 0.269751 0.358224 0.330439 0.450165 0.332866 0.029568 0.137625 0.215493 0.160466 0.009186 0.29565 0.267312 0.414361 0.049865 0.240938 0.308308 0.278237 0.313799 0.21847 0.247477 0.237122 0.362728 0.319003 0.146566 0.008143 0.21384 0.284369 0.347175 0.342163 0.329876 0.262214 0.209713 0.205862 6.22E-05 0.003249 0.132724 0.011517 0.296472 0.257801 0.007374 0.137551 0.106657 0.028756 0.071225 0.099649 0.004005 0.270031 0.282045 0.069252 0.154245 0.00629 0.14808 0.216891 0.17176 0.292253 0.292253 0.027166 0.014952 0.463133 0.437837 0.480869 0.43122 0.180042 0.254012 0.044515 0.010706 0.005514 0.000159 0.916811 0.625934 0.950975 0.850415 0.854888 0.9147 0.560246 0.934024 0.813011 0.880086 0.520857 0.792322 0.708356 0.638261 0.452361 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTanthocyan 0.016247 0.01311 0.000241 0.00372 0.00372 0.017132 0.017132 0.05243 0.305596 0.305596 0.2242 0.253165 0.239402 0.239034 0.199076 0.269502 0.314333 0.314485 0.350302 0.311002 0.048471 0.076534 0.208744 0.12322 0.018675 0.273103 0.241238 0.382289 0.057961 0.227306 0.25066 0.258254 0.248463 0.211949 0.228979 0.183072 0.268345 0.292695 0.120166 0.011053 0.169601 0.22336 0.330179 0.283206 0.247705 0.2422 0.168368 0.168858 3.75E-05 0.006087 0.132549 0.016523 0.288344 0.262717 0.033201 0.114831 0.123258 0.047123 0.001771 0.10767 8.28E-05 0.34283 0.260708 0.039837 0.223955 0.000812 0.209565 0.136295 0.236012 0.231208 0.231208 0.065392 0.00634 0.402747 0.360018 0.390023 0.437947 0.203233 0.253756 0.058469 0.029129 0.009733 0.005281 0.81982 0.53283 0.865902 0.744465 0.784849 0.893566 0.705193 0.870029 0.741804 0.819764 0.480162 0.773419 0.709053 0.660928 0.723398 0.923998 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTglucoside 0.037404 0.034201 0.000303 0.005318 0.005318 0.050157 0.050157 0.042792 0.332464 0.332464 0.227042 0.27353 0.249188 0.284278 0.216634 0.249729 0.323348 0.311998 0.432883 0.329322 0.028994 0.145617 0.210919 0.156953 0.010408 0.289723 0.261236 0.402746 0.051616 0.228303 0.285556 0.26584 0.300403 0.220125 0.229982 0.258746 0.372673 0.296956 0.149057 0.004264 0.228229 0.290171 0.3196 0.34045 0.346143 0.243762 0.21994 0.201843 0.00367 0.00938 0.104469 0.020169 0.284027 0.247271 0.003759 0.13239 0.095327 0.023812 0.101567 0.075123 0.00614 0.215226 0.247822 0.075481 0.116606 0.007862 0.118888 0.224431 0.134324 0.286408 0.286408 0.008742 0.00993 0.42611 0.408164 0.484259 0.338905 0.198097 0.256093 0.036383 0.009939 0.003735 0.000107 0.883127 0.56483 0.925127 0.815772 0.906198 0.884448 0.536509 0.889408 0.757405 0.853248 0.542134 0.719963 0.645532 0.550772 0.413044 0.98771 0.894408 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTacetylgluc 0.028324 0.052053 0.003078 0.032349 0.032349 0.06022 0.06022 0.046208 0.289441 0.289441 0.239002 0.30914 0.260995 0.278756 0.237397 0.299243 0.369619 0.350135 0.416626 0.416715 0.058916 0.171118 0.234587 0.131534 0.02865 0.324895 0.277884 0.483368 0.076539 0.24367 0.324634 0.283485 0.287075 0.265971 0.359196 0.226128 0.380854 0.450188 0.214431 0.028413 0.247899 0.324384 0.492465 0.414772 0.335169 0.378419 0.26554 0.259966 1.8E-07 0.004207 0.191792 0.015701 0.332093 0.293201 0.016644 0.211579 0.173447 0.06396 0.045372 0.124353 2.17E-05 0.371074 0.322529 0.060407 0.235129 0.000903 0.204676 0.263151 0.251512 0.263245 0.263245 0.061161 0.005803 0.526587 0.491954 0.4867 0.589805 0.117922 0.211245 0.046936 0.0151 0.003006 0.001873 0.8642 0.632412 0.907136 0.796636 0.78209 0.902243 0.585416 0.946386 0.79903 0.95424 0.472596 0.75615 0.637289 0.601802 0.460223 0.956151 0.898059 0.918963 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTcoumaroy 9.41E-05 0.006642 0.004212 0.028364 0.028364 0.002292 0.002292 0.011649 0.272985 0.272985 0.194725 0.30106 0.213837 0.286297 0.092432 0.211336 0.378231 0.254464 0.413577 0.108597 1.6E-05 0.020381 0.121053 0.167491 0.010998 0.160347 0.171253 0.201466 0.002123 0.201322 0.270656 0.217298 0.30254 0.065971 0.082673 0.07567 0.15207 0.117226 0.014529 0.003455 0.040362 0.096439 0.138153 0.119123 0.126337 0.089353 0.032019 0.070971 0.078413 0.039493 0.1385 0.02258 0.180503 0.149362 0.014918 0.023255 0.031819 0.003037 0.000183 0.137266 0.006546 0.313454 0.29579 0.031226 0.182486 0.01172 0.163658 0.051706 0.145763 0.265113 0.265113 0.114255 0.082056 0.355831 0.31843 0.264465 0.508499 0.122093 0.200559 0.075251 0.002898 0.035153 0.051545 0.803833 0.68894 0.765648 0.773821 0.406993 0.711675 0.406898 0.754175 0.79531 0.535962 0.293804 0.933742 0.909796 0.974793 0.461662 0.726097 0.737381 0.64405 0.676594 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTdelphinidi 0.006905 0.019524 0.009869 0.022027 0.022027 0.033342 0.033342 0.02164 0.337319 0.337319 0.181029 0.309962 0.205733 0.290183 0.117237 0.208859 0.387478 0.267898 0.47875 0.204639 0.0079 0.098329 0.161797 0.18244 4.69E-05 0.199503 0.185927 0.29443 0.019185 0.186143 0.308499 0.219154 0.317068 0.11114 0.156391 0.175273 0.302517 0.223151 0.072873 3.38E-05 0.138642 0.217982 0.254498 0.245479 0.264058 0.169253 0.123895 0.138096 0.005757 2.82E-06 0.119053 0.002056 0.204403 0.177562 0.001287 0.129844 0.085936 0.010447 0.10468 0.096116 0.020447 0.294586 0.386816 0.022436 0.160136 0.029137 0.116135 0.171481 0.197495 0.319081 0.319081 0.048462 0.023274 0.377811 0.335816 0.383816 0.495691 0.204035 0.325196 0.054934 0.007555 0.003913 0.007942 0.992469 0.789439 0.969208 0.914147 0.679771 0.935363 0.493529 0.953732 0.857443 0.766372 0.49038 0.884542 0.780019 0.6966 0.408661 0.940502 0.860019 0.909185 0.895072 0.791243 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTcyanidin ( 0.000295 0.0114 0.034803 0.033552 0.033552 0.027196 0.027196 0.015116 0.264268 0.264268 0.145795 0.331203 0.163168 0.280006 0.072565 0.190638 0.450116 0.23738 0.541862 0.173718 0.000688 0.133879 0.151402 0.235572 0.000617 0.165739 0.141136 0.266944 0.031691 0.155611 0.340901 0.180314 0.330128 0.080199 0.158495 0.160268 0.291967 0.232793 0.071901 0.003033 0.116161 0.234842 0.282682 0.243987 0.250345 0.172595 0.109819 0.162318 0.017179 9.8E-05 0.197516 0.002558 0.19127 0.180012 0.012326 0.125042 0.106393 0.050002 0.083712 0.087559 0.003498 0.42942 0.453622 0.010747 0.275752 0.021313 0.174388 0.12157 0.306836 0.256142 0.256142 0.078374 0.066353 0.358773 0.314586 0.283073 0.642866 0.254205 0.41984 0.057727 0.022503 0.001473 0.002815 0.864317 0.946529 0.831223 0.89695 0.406578 0.836702 0.458327 0.855925 0.845902 0.608166 0.411272 0.838598 0.759917 0.665868 0.358335 0.749367 0.70261 0.685592 0.763022 0.755383 0.875311 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTpetunidin 0.002431 0.013874 0.014788 0.026515 0.026515 0.026619 0.026619 0.015184 0.392356 0.392356 0.241473 0.359415 0.274798 0.362517 0.181171 0.273496 0.439961 0.342994 0.562267 0.256076 0.014295 0.13225 0.23681 0.253803 0.003856 0.281639 0.259776 0.367331 0.048867 0.246655 0.361964 0.293593 0.398805 0.174401 0.220815 0.163431 0.330599 0.302383 0.119776 0.002086 0.146772 0.26874 0.32865 0.293956 0.274085 0.23691 0.153692 0.181773 0.002276 0.00097 0.193973 0.00838 0.282512 0.249963 0.005275 0.129838 0.097226 0.029733 0.111777 0.113038 0.004299 0.330821 0.366732 0.032721 0.190241 0.026209 0.140706 0.179771 0.210349 0.354593 0.354593 0.056536 0.043286 0.431037 0.383899 0.440037 0.521071 0.227149 0.368733 0.093171 0.009084 0.007389 0.003158 0.962659 0.764155 0.997511 0.931633 0.686529 0.945669 0.484459 0.982885 0.90358 0.780798 0.410793 0.86381 0.795383 0.697095 0.420797 0.950194 0.873149 0.916415 0.916736 0.788006 0.975062 0.849646 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTpeonidin 0.000638 0.000225 0.026244 0.009029 0.009029 0.011034 0.011034 0.013504 0.314294 0.314294 0.215775 0.385192 0.236385 0.399174 0.124477 0.227391 0.468406 0.292608 0.664097 0.178245 0.000252 0.120044 0.179133 0.327162 0.000311 0.226656 0.216197 0.294474 0.027224 0.22136 0.381518 0.248755 0.456328 0.109557 0.147377 0.11792 0.275751 0.221533 0.065779 0.000358 0.084216 0.226857 0.271768 0.218674 0.21863 0.161294 0.086717 0.147189 0.015288 0.004178 0.226582 2.35E-07 0.237393 0.208632 0.004034 0.086384 0.065795 0.054194 0.14084 0.124787 0.000296 0.366347 0.404267 0.028291 0.205002 0.037657 0.173131 0.125036 0.191069 0.282423 0.282423 0.072328 0.12697 0.34695 0.32095 0.453768 0.536629 0.35994 0.503307 0.07489 0.021859 0.002896 0.010899 0.892914 0.837503 0.924202 0.991376 0.518623 0.866449 0.407982 0.892965 0.974789 0.609153 0.39455 0.840687 0.91094 0.708813 0.345214 0.839994 0.757314 0.794796 0.789987 0.820569 0.902734 0.885771 0.926436 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTmalvidin ( 0.07968 0.069351 0.010193 0.006679 0.006679 0.065975 0.065975 0.064397 0.275875 0.275875 0.226789 0.216371 0.243876 0.21564 0.261181 0.260712 0.249212 0.30909 0.296307 0.40805 0.061968 0.134742 0.205538 0.076484 0.026204 0.309181 0.272591 0.444867 0.061411 0.226723 0.229571 0.260566 0.210904 0.279366 0.283304 0.291035 0.36505 0.338484 0.190196 0.019789 0.282411 0.284408 0.35234 0.378777 0.356441 0.295621 0.275194 0.222227 0.008129 0.013361 0.079092 0.024102 0.303955 0.261768 0.010343 0.139813 0.113526 0.02255 0.023877 0.067298 0.002864 0.18447 0.169966 0.108365 0.107029 9.6E-05 0.129057 0.244857 0.10863 0.232639 0.232639 0.00374 0.000545 0.468078 0.459177 0.461208 0.293711 0.094778 0.117993 0.018973 0.007436 0.005697 0.003582 0.764373 0.408021 0.808666 0.652571 0.963455 0.786435 0.571441 0.796325 0.617458 0.910235 0.53057 0.624638 0.513523 0.497715 0.444341 0.941652 0.879791 0.955355 0.901969 0.563908 0.795512 0.54626 0.804208 0.637742 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
FFlavonol A1 0.036253 0.113625 0.011042 0.105966 0.105966 0.085881 0.085881 0.051046 0.106056 0.106056 0.094432 0.075249 0.10511 0.052282 0.162566 0.246967 0.170664 0.24879 0.15582 0.539407 0.173774 0.209104 0.21465 0.031539 0.1846 0.230346 0.133629 0.498058 0.19636 0.107037 0.111891 0.140994 0.063698 0.29053 0.528824 0.26048 0.357639 0.574396 0.417102 0.043624 0.420362 0.436299 0.583044 0.51726 0.337892 0.54168 0.475758 0.355217 0.020358 0.074585 0.139711 0.107047 0.235109 0.202793 0.046184 0.261116 0.249016 0.183188 7.26E-05 0.039987 6.84E-05 0.327672 0.357163 0.068286 0.17916 0.035126 0.192533 0.368356 0.168433 0.093073 0.093073 0.130108 0.079778 0.409326 0.389412 0.261478 0.483609 0.032605 0.142094 0.027865 0.000946 0.002796 0.021652 0.420219 0.366586 0.46486 0.384635 0.453871 0.532314 0.504623 0.55465 0.36962 0.722534 0.370593 0.357785 0.22752 0.262879 0.339138 0.532556 0.541083 0.495362 0.667822 0.293036 0.464802 0.488502 0.479665 0.362403 0.546529 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
FFlavonol A2 0.01197 0.064385 0.03389 0.093537 0.093537 0.07828 0.07828 0.012443 0.285426 0.285426 0.149425 0.197481 0.170347 0.12907 0.142211 0.279975 0.319912 0.314661 0.283219 0.400372 0.022712 0.136253 0.244469 0.074303 0.071208 0.235024 0.164314 0.443116 0.116346 0.168194 0.22093 0.207229 0.146617 0.212355 0.366482 0.139176 0.256043 0.458064 0.206526 0.03479 0.200547 0.253051 0.501816 0.344652 0.218839 0.385882 0.230474 0.214844 0.00425 0.008224 0.26159 0.026065 0.256942 0.248475 0.091144 0.323853 0.345169 0.098717 0.001355 0.028779 0.000561 0.51253 0.308544 0.005701 0.399049 0.001309 0.234894 0.118446 0.44205 0.282861 0.282861 0.206242 0.000451 0.447128 0.373798 0.165055 0.730369 0.118325 0.187252 0.172806 0.007533 0.000984 0.013286 0.630732 0.588223 0.663686 0.580649 0.434161 0.744768 0.613361 0.750582 0.59464 0.727817 0.289325 0.582298 0.448691 0.452482 0.495558 0.651317 0.698571 0.589013 0.775841 0.497902 0.669769 0.73006 0.68367 0.575409 0.565662 0.746493 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((A) M-GS ( 0.013749 0.052011 0.004164 0.06722 0.06722 0.008943 0.008943 0.01712 0.23366 0.23366 0.110703 0.03297 0.134088 0.063971 0.154941 0.236998 0.111247 0.271271 0.195294 0.384849 0.040844 0.112674 0.286359 0.089861 0.162453 0.223985 0.138611 0.398316 0.210823 0.126492 0.054339 0.175732 0.090715 0.250239 0.302958 0.16253 0.228197 0.351114 0.290921 0.001413 0.247594 0.316335 0.32835 0.309143 0.21388 0.314239 0.300822 0.186668 0.012036 0.034385 0.104259 0.053624 0.188178 0.161911 0.029918 0.050282 0.067042 0.093938 0.003711 0.022084 0.000774 0.068517 0.10186 0.048386 0.020744 0.001176 0.051182 0.219696 0.018799 0.161192 0.161192 0.0626 0.010435 0.262401 0.274919 0.270494 0.087391 0.164348 0.200649 0.121224 0.036554 0.041387 0.001764 0.426618 0.202443 0.527533 0.39469 0.668284 0.509972 0.423491 0.476097 0.354081 0.606189 0.309089 0.273404 0.267607 0.216528 0.287764 0.595235 0.559726 0.623935 0.580695 0.260559 0.461416 0.304654 0.503731 0.37343 0.659314 0.551067 0.47183 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQ-GR (wine 0.252483 0.12941 0.035298 0.009949 0.009949 0.198848 0.198848 0.045925 0.098814 0.098814 0.061287 0.066442 0.079853 0.06223 0.117232 0.102431 0.142909 0.119395 0.132556 0.147587 0.041916 0.0897 0.073652 0.031022 0.00974 0.11753 0.101703 0.168151 0.028054 0.074204 0.085193 0.088602 0.068858 0.116833 0.022792 0.291533 0.135382 0.024966 0.009063 0.112772 0.107952 0.067493 0.019096 0.110156 0.202528 0.023384 0.06154 0.104486 0.013313 0.001184 0.002312 0.000798 0.162602 0.111463 0.041047 0.105766 0.123214 0.045835 0.021511 0.23577 0.06784 0.177452 0.099693 0.053552 0.142896 2.88E-05 0.283973 0.00099 0.068046 0.076924 0.076924 0.038489 0.075219 0.175149 0.167312 0.005788 0.139719 6.25E-05 0.034173 0.036391 0.028762 0.092093 0.000253 0.199196 0.181555 0.150234 0.152111 0.133844 0.122019 0.137793 0.164006 0.132307 0.181437 0.101114 0.226043 0.094021 0.22258 0.119791 0.18299 0.187447 0.168127 0.177368 0.198121 0.183187 0.209544 0.160507 0.14121 0.175697 0.177542 0.191176 0.042371 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQ-GS (wine 0.006723 0.034904 0.033711 0.04347 0.04347 0.067389 0.067389 0.025228 0.367744 0.367744 0.103036 0.189991 0.148113 0.183302 0.076402 0.152301 0.326688 0.20554 0.359909 0.07445 0.105262 0.055584 0.171938 0.194939 0.000113 0.128997 0.120041 0.149604 0.02885 0.123336 0.195404 0.166753 0.226137 0.063297 0.032675 0.068828 0.086993 0.060425 0.003634 0.028941 0.010298 0.042017 0.051661 0.064677 0.084703 0.037476 0.008122 0.049209 0.068999 0.009453 0.140675 0.002229 0.16357 0.15251 0.075142 0.068814 0.11516 0.03263 0.001295 0.032487 0.059582 0.202234 0.083845 0.002027 0.195162 0.13345 0.110485 0.024695 0.219316 0.411888 0.411888 0.041328 0.119901 0.231773 0.16546 0.000157 0.374279 0.036271 0.047183 0.414792 0.000649 0.003003 0.014139 0.363152 0.461297 0.329671 0.336051 0.065699 0.291014 0.155993 0.341475 0.33772 0.174731 0.016373 0.445618 0.306807 0.471355 0.161299 0.243002 0.249953 0.195527 0.251172 0.428958 0.337007 0.459046 0.345463 0.340173 0.138943 0.150119 0.428334 0.070337 0.455651 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((B) M-GR ( 0.005696 0.045882 0.000314 0.088387 0.088387 0.006751 0.006751 0.091156 0.15192 0.15192 0.194804 0.16899 0.206534 0.134123 0.231063 0.367524 0.29331 0.365577 0.264842 0.533493 0.121817 0.194461 0.326476 0.103303 0.229649 0.341633 0.227198 0.559999 0.278647 0.212397 0.205269 0.252623 0.156336 0.362006 0.563972 0.138265 0.275539 0.636768 0.399101 0.063254 0.246089 0.380785 0.666299 0.454792 0.229523 0.582002 0.345634 0.332396 0.00016 0.015165 0.388256 0.04389 0.357673 0.33074 0.121145 0.156216 0.228784 0.368341 0.004485 0.154486 0.059562 0.562876 0.330398 0.025612 0.400031 0.086659 0.343553 0.263863 0.300153 0.103087 0.103087 0.130122 0.005246 0.453517 0.427524 0.367695 0.558426 0.094826 0.212429 0.069887 0.017387 0.016022 0.025928 0.435065 0.405815 0.531419 0.467329 0.414233 0.572076 0.5162 0.610822 0.512262 0.711557 0.257646 0.41206 0.365083 0.33506 0.480107 0.5576 0.622234 0.501875 0.704395 0.378113 0.478848 0.529558 0.544543 0.470709 0.5277 0.81232 0.771029 0.559827 0.095731 0.154019 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((C) K-GS (w0.003981 0.026015 0.000282 0.048071 0.048071 0.000905 0.000905 0.118306 0.021771 0.021771 0.0286 0.016557 0.030911 0.022342 0.066809 0.092038 0.043063 0.091839 0.085701 0.291852 0.188201 0.085812 0.085419 0.021233 0.122066 0.101431 0.049781 0.250577 0.11802 0.031194 0.029317 0.045599 0.030955 0.143187 0.282088 0.092283 0.180935 0.316955 0.252019 0.002567 0.238399 0.282078 0.351101 0.263845 0.1515 0.290833 0.276971 0.191983 0.003437 0.013473 0.03488 0.020409 0.093437 0.064022 0.000867 0.062649 0.030984 0.194537 0.006794 0.15876 0.009364 0.228788 0.376832 0.171115 0.069501 0.094013 0.215164 0.534948 0.017367 0.016257 0.016257 0.101193 0.059798 0.248471 0.275649 0.551002 0.090888 0.001041 0.056998 0.011784 0.064669 0.047935 0.039638 0.353198 0.244996 0.380895 0.35096 0.443786 0.386028 0.296177 0.419668 0.34383 0.581131 0.436605 0.308201 0.290328 0.279793 0.208136 0.478849 0.437909 0.453547 0.533745 0.319732 0.382239 0.315512 0.388188 0.348059 0.51039 0.619583 0.31589 0.476036 0.054451 0.002541 0.559175 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((F) I-GS (w 0.001705 0.038911 0.027038 0.097242 0.097242 0.027443 0.027443 0.008867 0.249803 0.249803 0.155614 0.207467 0.184927 0.169802 0.1223 0.323524 0.427655 0.346679 0.405077 0.292606 3.2E-05 0.115551 0.265452 0.180277 0.057869 0.22851 0.162725 0.389213 0.127792 0.18568 0.233494 0.225586 0.217045 0.172409 0.259543 0.116986 0.187706 0.311776 0.13077 0.032074 0.09692 0.199585 0.323731 0.247936 0.167925 0.271118 0.125117 0.173348 0.043356 0.000553 0.332355 0.003005 0.265445 0.2378 0.124396 0.126479 0.202908 0.079436 0.009579 0.020424 0.000165 0.536766 0.360029 0.004266 0.396464 1.61E-07 0.308382 0.045301 0.348502 0.223501 0.223501 0.146292 0.058237 0.36448 0.313146 0.106625 0.632811 0.08344 0.178631 0.21055 0.000476 0.008055 0.004597 0.526964 0.673965 0.53311 0.559127 0.18544 0.529678 0.379906 0.591705 0.577509 0.461239 0.165001 0.599871 0.502761 0.586021 0.399971 0.461143 0.515832 0.378477 0.548249 0.59232 0.532161 0.73235 0.557448 0.567902 0.321456 0.569764 0.776622 0.278622 0.339682 0.66124 0.647366 0.242675 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((G) S-GS ( 0.002707 0.038887 4.47E-05 0.09493 0.09493 0.000466 0.000466 0.13349 0.029599 0.029599 0.08758 0.053152 0.082112 0.021019 0.113027 0.241241 0.129403 0.20903 0.070939 0.432042 0.170657 0.1116 0.188486 0.011176 0.264433 0.184507 0.094229 0.395666 0.239837 0.100426 0.075178 0.113808 0.025875 0.245435 0.507621 0.059271 0.146934 0.538627 0.372996 0.046666 0.207967 0.270938 0.585699 0.332734 0.114492 0.517658 0.306431 0.237829 0.001343 0.008168 0.289354 0.02714 0.194722 0.181046 0.111049 0.138494 0.205362 0.491911 0.029096 0.180351 0.102814 0.540764 0.317404 0.009543 0.37378 0.210523 0.335226 0.292793 0.221127 0.008322 0.008322 0.188394 0.006251 0.28701 0.284796 0.291809 0.466734 0.048482 0.123071 0.00797 0.017646 0.005054 0.029487 0.209466 0.215719 0.268058 0.235867 0.22764 0.336565 0.411782 0.345365 0.277214 0.496816 0.210978 0.198899 0.190142 0.159152 0.378979 0.308061 0.389117 0.263093 0.455667 0.188919 0.248323 0.315619 0.280296 0.242379 0.307264 0.715204 0.57733 0.398154 0.021726 0.022745 0.881183 0.575702 0.443525 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQuercetin ( 0.009937 0.003517 0.064024 0.050425 0.050425 0.015549 0.015549 0.326747 0.16525 0.16525 0.061517 0.126491 0.093836 0.156504 0.018311 0.018443 0.095074 0.039874 0.102212 0.040777 0.171739 0.002879 0.054764 0.142715 0.0258 0.027087 0.056584 0.002904 5.88E-05 0.061356 0.103301 0.083596 0.160287 6.57E-05 0.007922 0.003154 0.000723 0.000468 0.024392 0.035631 0.035632 0.003457 0.006029 0.002529 3.86E-05 0.005914 0.034928 0.000383 0.09395 0.05372 0.064231 0.03995 0.03205 0.046761 0.038619 0.006446 0.001485 0.197677 7.01E-05 0.021408 0.010525 0.005071 0.119213 0.072783 0.007025 0.363692 0.014534 0.297818 0.020433 0.159595 0.159595 0.031062 0.190907 0.017603 0.006643 0.140185 0.063228 0.008115 0.000645 0.240528 0.023519 0.006059 1.02E-06 0.007052 0.019129 0.006599 0.002842 0.046049 0.002274 0.001211 0.004766 0.015399 0.014793 0.305571 0.02602 0.01443 0.079174 0.00078 0.001565 0.001484 0.006458 0.00145 0.039747 0.002341 0.011542 0.007348 0.006381 0.018703 0.055779 0.011302 0.025552 0.011133 0.404596 0.01795 0.248437 0.055512 0.106075 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTflavonols 0.038382 0.08689 0.004894 0.063999 0.063999 0.081272 0.081272 0.023679 0.322384 0.322384 0.161788 0.182042 0.197551 0.156391 0.182351 0.319072 0.364129 0.361224 0.376418 0.412134 0.000824 0.158981 0.295026 0.13596 0.08251 0.27799 0.198078 0.479711 0.150927 0.189261 0.216104 0.241166 0.193166 0.251268 0.290965 0.214288 0.271337 0.355814 0.172851 0.043768 0.194942 0.261507 0.361937 0.331585 0.264016 0.305024 0.210863 0.228537 0.012856 0.002711 0.218089 0.013531 0.31205 0.272021 0.098233 0.208259 0.257406 0.043874 0.002321 5.14E-07 0.009128 0.465231 0.319084 0.034135 0.334056 0.000419 0.307544 0.080714 0.345741 0.297669 0.297669 0.095457 0.027362 0.465339 0.408132 0.150474 0.608085 0.08945 0.134703 0.23307 4.72E-06 0.003198 0.000433 0.642265 0.618734 0.653165 0.605972 0.417055 0.653167 0.517831 0.70425 0.595054 0.668666 0.281414 0.635263 0.474668 0.563253 0.449046 0.64537 0.673336 0.582674 0.718022 0.583092 0.656447 0.72958 0.671637 0.596386 0.555155 0.702489 0.863733 0.464967 0.466902 0.619156 0.689133 0.334139 0.894468 0.438564 0.019569 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTQ-glycosid0.053407 0.067679 0.005177 0.014461 0.014461 0.117771 0.117771 0.001996 0.307885 0.307885 0.103202 0.167794 0.144655 0.160871 0.102705 0.157641 0.303296 0.204605 0.321431 0.110241 0.095646 0.07611 0.158852 0.149069 0.001711 0.145762 0.132708 0.180642 0.03326 0.123905 0.181271 0.162264 0.194053 0.091164 0.034162 0.142217 0.117544 0.055365 0.005907 0.057449 0.034779 0.057435 0.046175 0.090353 0.135286 0.038013 0.022736 0.074879 0.054428 0.006979 0.086161 0.001978 0.189878 0.161545 0.073631 0.092561 0.136845 0.042501 0.005527 0.085445 0.072452 0.226875 0.103406 0.012306 0.207886 0.075266 0.181563 0.016323 0.191255 0.323226 0.323226 0.008203 0.1224 0.24784 0.193107 0.000274 0.372339 0.022526 0.013171 0.333306 0.001156 0.002857 0.009041 0.356224 0.41806 0.309018 0.314496 0.098336 0.267543 0.174619 0.324126 0.305751 0.205651 0.040995 0.428651 0.263618 0.445586 0.17163 0.259587 0.266698 0.217113 0.263501 0.403367 0.32982 0.43046 0.325312 0.312022 0.174501 0.184336 0.399536 0.070685 0.702632 0.937325 0.156066 0.013558 0.638052 0.026077 0.255969 0.661678 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTM-glycosi 0.012084 0.056183 0.001606 0.082943 0.082943 0.009215 0.009215 0.039076 0.230654 0.230654 0.152264 0.073766 0.175284 0.094378 0.200122 0.310597 0.180901 0.33768 0.24365 0.483958 0.070174 0.15381 0.336251 0.105815 0.205744 0.29173 0.185502 0.503459 0.260617 0.170854 0.104294 0.223929 0.123765 0.319609 0.426016 0.173607 0.27328 0.488667 0.364465 0.003571 0.27779 0.378428 0.477995 0.397287 0.246087 0.440988 0.354167 0.257939 0.005499 0.030676 0.198732 0.056607 0.266814 0.236339 0.0594 0.088015 0.122587 0.183594 0.000488 0.061944 0.004186 0.200154 0.182872 0.045316 0.10389 0.016024 0.13328 0.263644 0.087101 0.159189 0.159189 0.098297 0.002601 0.358399 0.360672 0.337759 0.229577 0.174303 0.251631 0.128542 0.010877 0.040067 0.000831 0.482672 0.293248 0.594462 0.469485 0.651007 0.59555 0.50882 0.582372 0.452248 0.718921 0.328102 0.354517 0.334587 0.283542 0.38773 0.655252 0.651663 0.655189 0.696526 0.33317 0.525044 0.417032 0.581 0.453956 0.691303 0.708712 0.630714 0.947743 0.064482 0.10565 0.774521 0.5647 0.429047 0.60071 0.025783 0.599182 0.106539 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCaffeic acid 0.011771 0.026978 0.009162 0.008423 0.008423 0.004204 0.004204 0.070656 0.032678 0.032678 0.06682 0.128092 0.054643 0.148528 0.046279 0.068198 0.136351 0.084333 0.327202 0.142224 0.032855 0.104561 0.052174 0.171979 0.013916 0.097942 0.071717 0.171147 0.044694 0.064235 0.139746 0.061205 0.190176 0.066961 0.127149 0.039335 0.15048 0.188581 0.092531 0.00407 0.081965 0.232993 0.295689 0.155376 0.104186 0.138752 0.097897 0.163564 0.000423 0.000629 0.160349 0.006392 0.116224 0.10441 0.001235 0.030802 0.023028 0.400141 0.097368 0.119266 0.102624 0.31116 0.277015 0.14351 0.153661 0.011493 0.245679 0.14228 0.05537 0.015314 0.015314 0.091218 0.080188 0.182646 0.196969 0.505356 0.183002 0.413552 0.452722 0.000507 0.024566 0.005265 0.004664 0.305691 0.353564 0.394493 0.533765 0.295491 0.427545 0.31512 0.393446 0.552704 0.314749 0.371845 0.307383 0.51955 0.2383 0.196793 0.410735 0.385309 0.393042 0.406532 0.338517 0.351877 0.422875 0.393481 0.549268 0.331124 0.295492 0.258641 0.268577 0.018784 0.017118 0.434862 0.47487 0.243588 0.378974 0.118941 0.249925 0.020508 0.357761 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCoumaric a 0.01135 0.00109 0.001214 0.005245 0.005245 0.008583 0.008583 0.159458 0.027367 0.027367 0.05652 0.09844 0.04734 0.090863 0.062181 0.086664 0.139504 0.100254 0.279473 0.250224 0.005651 0.176086 0.068627 0.104053 0.052334 0.117281 0.070636 0.253494 0.086599 0.061118 0.126219 0.059178 0.123967 0.112553 0.159083 0.100818 0.184919 0.216636 0.122882 0.025007 0.13743 0.249578 0.315125 0.208653 0.158205 0.17048 0.149148 0.203249 0.001372 0.000224 0.156258 0.001503 0.141211 0.117277 0.013759 0.105868 0.094755 0.39446 0.104918 0.015848 0.062324 0.403292 0.303933 0.104778 0.235845 0.032588 0.336714 0.162134 0.109837 0.018547 0.018547 0.022749 0.131147 0.221071 0.251297 0.42548 0.268654 0.336038 0.252234 0.000191 0.050734 0.007685 0.007525 0.283583 0.343225 0.342314 0.473034 0.304055 0.361009 0.289716 0.352752 0.461689 0.357882 0.405908 0.238665 0.359578 0.149923 0.132375 0.384131 0.331792 0.376227 0.406419 0.231632 0.32108 0.405488 0.341045 0.462917 0.331941 0.365622 0.309999 0.287601 0.098901 0.027219 0.470412 0.466163 0.273047 0.432554 0.169442 0.329266 0.052281 0.384584 0.868195 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSPEC WTa 0.005637 0.014063 0.002073 0.021155 0.021155 0.015921 0.015921 0.037487 0.331961 0.331961 0.188053 0.200045 0.209417 0.211273 0.177368 0.27655 0.30789 0.334224 0.431183 0.366281 0.015397 0.124545 0.279366 0.186183 0.062516 0.278915 0.211198 0.438905 0.132426 0.202005 0.219508 0.245782 0.25355 0.230731 0.272194 0.146204 0.271067 0.35639 0.179358 0.002229 0.176991 0.280693 0.395628 0.303555 0.231096 0.289328 0.202056 0.190023 0.001715 0.002392 0.202887 0.012292 0.279037 0.253756 0.040035 0.125821 0.138569 0.118448 0.030041 0.076491 0.000219 0.366121 0.308578 0.046377 0.212954 0.000603 0.217725 0.182461 0.213951 0.270691 0.270691 0.153252 0.022765 0.408574 0.389149 0.43519 0.472646 0.333234 0.371218 0.158484 0.00435 0.011095 0.000538 0.781949 0.579412 0.865236 0.812684 0.712878 0.880081 0.653221 0.843237 0.792745 0.763099 0.455898 0.67402 0.724761 0.586855 0.54549 0.88389 0.889818 0.858877 0.864569 0.678849 0.826681 0.733095 0.859303 0.814579 0.801745 0.586462 0.732588 0.703034 0.132878 0.247671 0.685952 0.515276 0.572273 0.466423 0.004537 0.711201 0.241591 0.784072 0.534859 0.505387 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSPEC WTp 1.31E-05 0.001124 0.011367 0.012885 0.012885 0.006146 0.006146 0.03439 0.320003 0.320003 0.139127 0.147831 0.157643 0.162629 0.155136 0.23111 0.253587 0.285634 0.386616 0.354102 0.020619 0.131596 0.282199 0.189072 0.09603 0.247908 0.171423 0.407462 0.170571 0.152299 0.172462 0.197119 0.211375 0.224009 0.254209 0.108505 0.233943 0.331478 0.182362 5.25E-08 0.158611 0.269931 0.368594 0.268519 0.190128 0.269983 0.190924 0.169204 0.000693 0.016369 0.183038 0.035242 0.242432 0.230758 0.050723 0.131784 0.153154 0.158081 0.042773 0.067615 0.000944 0.393364 0.371639 0.066668 0.21049 0.00029 0.270911 0.204692 0.245433 0.261731 0.261731 0.209906 0.000304 0.296415 0.26555 0.460381 0.345527 0.332383 0.488939 0.219515 0.001823 0.034469 0.000303 0.649879 0.514156 0.743802 0.721828 0.593955 0.783138 0.588826 0.735911 0.704335 0.631041 0.444866 0.553105 0.651368 0.471629 0.552873 0.748911 0.795713 0.727787 0.73664 0.567756 0.702861 0.653099 0.738475 0.72489 0.663961 0.577592 0.656608 0.61298 0.101909 0.195286 0.646881 0.516763 0.536141 0.472571 0.025195 0.636276 0.189175 0.701374 0.550219 0.491837 0.927018 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CColour den 0.02748 0.009486 0.000346 0.001195 0.001195 0.029937 0.029937 0.102257 0.263716 0.263716 0.223832 0.303682 0.23216 0.240781 0.230966 0.246691 0.335992 0.286697 0.302464 0.327589 0.053719 0.100079 0.178134 0.0824 0.014835 0.282811 0.26024 0.381427 0.045088 0.222551 0.299145 0.244534 0.231053 0.233835 0.220303 0.163569 0.25141 0.276887 0.095471 0.037195 0.145641 0.17804 0.322886 0.264832 0.228262 0.232225 0.140539 0.161235 5.57E-06 0.002809 0.139806 0.010938 0.312695 0.287581 0.051619 0.202418 0.210359 0.049954 0.005003 0.08473 0.003252 0.436732 0.324666 0.036011 0.294089 0.005644 0.296768 0.116527 0.296447 0.200138 0.200138 0.031503 0.000117 0.348211 0.282585 0.41493 0.445356 0.097754 0.169089 0.026728 0.084405 1.58E-05 0.030557 0.680925 0.469722 0.712812 0.618038 0.629921 0.76572 0.612463 0.767875 0.655564 0.725166 0.430072 0.6538 0.576773 0.502413 0.700908 0.764176 0.870771 0.729407 0.79038 0.580497 0.721707 0.616952 0.729701 0.634972 0.71871 0.504606 0.646123 0.326017 0.222791 0.216659 0.571791 0.343837 0.468243 0.377392 0.010537 0.598013 0.254209 0.447833 0.327478 0.307111 0.706621 0.713982 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CColour Hue 0.156708 0.031752 0.07408 0.054676 0.054676 0.057757 0.057757 0.207108 0.048503 0.048503 0.080371 0.068794 0.082171 0.057271 0.242448 0.06599 0.038302 0.078906 0.027716 0.283274 0.085945 0.079807 0.054666 0.001807 0.035102 0.175059 0.163336 0.221592 0.029639 0.07199 0.074864 0.082049 0.033348 0.247287 0.128276 0.095963 0.114938 0.141807 0.090068 0.085803 0.129013 0.066296 0.159044 0.146319 0.114172 0.131838 0.12738 0.093876 0.010341 0.000743 0.001501 0.001079 0.194712 0.154355 7.62E-05 0.130531 0.078451 0.002216 0.016879 0.000339 9.17E-06 0.158563 0.110145 0.340621 0.083919 0.043834 0.310012 0.195519 0.006865 0.03819 0.03819 0.101859 0.110958 0.225885 0.212176 0.441502 0.006925 0.203322 0.195938 0.131648 0.015702 0.00743 0.018425 0.173627 0.035526 0.183637 0.118084 0.433681 0.187214 0.210132 0.217629 0.149615 0.413467 0.252285 0.141385 0.090669 0.113978 0.193674 0.309048 0.312519 0.315741 0.331745 0.127147 0.188826 0.078655 0.189233 0.122577 0.426336 0.21217 0.118988 0.11177 0.182846 0.001545 0.177868 0.350384 0.03738 0.138129 0.153769 0.144918 0.030325 0.147912 0.124565 0.160879 0.204824 0.227367 0.470159 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CChemical A 0.057283 0.024656 0.002244 0.004863 0.004863 0.064329 0.064329 0.088673 0.051414 0.051414 0.129221 0.181738 0.137429 0.231574 0.241235 0.106251 0.143419 0.136754 0.284784 0.294516 0.044312 0.23327 0.084595 0.096761 0.014446 0.239066 0.223381 0.297673 0.041973 0.120654 0.206987 0.136898 0.227231 0.233775 0.204167 0.14679 0.271514 0.25258 0.162668 0.061529 0.163477 0.232211 0.288052 0.269645 0.231655 0.21453 0.185235 0.219314 0.005796 0.000252 0.06305 0.00033 0.236856 0.171029 0.015207 0.108161 0.03546 0.043706 0.251455 0.034196 0.006552 0.140497 0.193269 0.358421 0.047042 1.85E-06 0.222166 0.366524 0.0057 0.066008 0.066008 0.060418 0.03099 0.299897 0.341163 0.695526 0.06373 0.013634 0.000184 0.070894 1.16E-05 0.003991 0.01933 0.304112 0.203922 0.345268 0.361218 0.421334 0.266968 0.084482 0.359336 0.391312 0.456247 0.261089 0.23018 0.234676 0.185703 0.019009 0.423517 0.264059 0.426574 0.43463 0.224109 0.307648 0.209682 0.343662 0.353646 0.44565 0.23627 0.117393 0.18386 0.120846 0.01082 0.225241 0.495594 0.085081 0.129898 0.089552 0.174088 0.037962 0.221292 0.395187 0.429471 0.292305 0.26467 0.290604 0.561092 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CChemical A 0.02299 0.001511 0.115986 0.073988 0.073988 0.018047 0.018047 0.033072 0.007312 0.007312 0.001786 0.008487 0.001846 0.008911 0.00523 0.004076 0.013777 0.007329 0.039304 0.000318 0.005762 0.010706 0.000105 0.009906 0.047461 0.000371 4.92E-05 0.00337 0.023082 0.002502 0.010379 0.001924 0.013117 0.008923 0.010587 0.008143 0.014229 0.007778 0.014214 0.083725 0.002716 0.014524 0.00656 0.004503 0.0014 0.010122 0.007203 3.51E-05 0.000225 0.000963 0.021134 0.000134 0.009307 0.018222 0.108881 0.03779 0.00037 0.005369 0.341654 0.033089 0.009461 0.010495 0.047365 0.000701 0.038211 0.105081 0.101988 0.11757 0.001746 0.033278 0.033278 0.015808 0.000222 0.001289 0.00435 0.0503 0.109697 0.04783 0.134853 0.008338 0.067904 0.000157 0.058047 0.028008 0.052624 0.031975 0.061099 0.001702 0.007959 0.104553 0.020385 0.036523 0.001153 0.011272 0.002095 0.014225 0.0029 0.248627 0.01054 0.012722 0.015632 0.00569 2.64E-05 0.022455 0.011621 0.026677 0.047303 0.00084 0.001177 0.001859 0.007824 0.109303 0.02091 0.009137 0.007776 0.013209 0.012134 0.007528 0.016087 0.047987 0.000922 0.029306 0.025606 0.002845 0.000135 0.039935 0.057853 0.071764 1 0 0 0 0 0 0 0 0 0 0 0 0 0
DDegree of I 0.036066 0.012738 0.001002 0.002212 0.002212 0.03696 0.03696 0.116553 0.242604 0.242604 0.212763 0.297687 0.218861 0.228162 0.224863 0.22764 0.315723 0.264929 0.275493 0.324253 0.059483 0.095947 0.149829 0.061372 0.007874 0.266023 0.250216 0.368245 0.029769 0.209603 0.29127 0.227115 0.211527 0.221865 0.209134 0.168454 0.251116 0.25986 0.086956 0.03713 0.148094 0.165339 0.306311 0.258253 0.230435 0.219943 0.137441 0.151592 0.000238 0.002703 0.11467 0.009751 0.293347 0.264212 0.036275 0.219936 0.206606 0.038393 0.009501 0.083859 0.006574 0.413978 0.326822 0.045272 0.274664 0.006335 0.282868 0.134486 0.284014 0.194771 0.194771 0.015144 0.000535 0.34246 0.277536 0.432021 0.419033 0.064366 0.132142 0.013342 0.070336 1.59E-07 0.027245 0.678882 0.454192 0.698186 0.599538 0.649252 0.739698 0.562001 0.756962 0.63094 0.738275 0.459385 0.643532 0.545165 0.475451 0.641546 0.763285 0.845094 0.734101 0.787879 0.55458 0.715732 0.588441 0.715864 0.612434 0.731368 0.487041 0.605213 0.302028 0.225314 0.186923 0.530228 0.349739 0.414595 0.345169 0.018505 0.556846 0.230991 0.415036 0.307796 0.29656 0.66524 0.666135 0.991781 0.524531 0.333085 0.029033 1 0 0 0 0 0 0 0 0 0 0 0 0
TTotal Phen 0.009996 0.000675 0.049706 0.022142 0.022142 0.004046 0.004046 0.026785 0.304471 0.304471 0.115087 0.148082 0.124048 0.118559 0.090021 0.210491 0.269333 0.254327 0.322676 0.277387 0.010629 0.089355 0.213802 0.129894 0.037855 0.170528 0.116701 0.33304 0.087183 0.129719 0.165378 0.157824 0.156431 0.135371 0.214565 0.032792 0.15432 0.256531 0.137777 0.017118 0.083602 0.164153 0.286715 0.175665 0.101627 0.223923 0.11831 0.075569 0.000603 0.015322 0.232159 0.036436 0.153724 0.149628 0.03159 0.187219 0.17673 0.187841 0.103661 0.100682 0.00594 0.411519 0.495856 0.023076 0.211301 0.000748 0.148042 0.221595 0.239639 0.289948 0.289948 0.174403 0.004421 0.195271 0.153327 0.382952 0.368868 0.257889 0.48347 0.152795 0.004034 0.023718 0.000705 0.537751 0.514543 0.616739 0.643941 0.373942 0.647159 0.3442 0.613919 0.599637 0.423517 0.385697 0.429747 0.549219 0.29398 0.347487 0.550347 0.557754 0.537298 0.5441 0.400181 0.582388 0.578355 0.610428 0.634919 0.4242 0.411396 0.548659 0.378069 0.017022 0.132633 0.459843 0.296864 0.409611 0.35184 0.032499 0.429244 0.098248 0.453906 0.443439 0.382067 0.708387 0.829913 0.568336 0.099857 0.152298 0.065147 0.534491 1 0 0 0 0 0 0 0 0 0 0 0
TTotal Antho 0.002982 0.001124 0.054816 0.033511 0.033511 0.017516 0.017516 0.020505 0.319969 0.319969 0.173262 0.237205 0.183708 0.195422 0.121605 0.252065 0.345117 0.304422 0.39063 0.287035 0.017741 0.119371 0.220125 0.143734 0.016301 0.213203 0.169424 0.364405 0.060556 0.185146 0.252064 0.214083 0.226559 0.150204 0.268516 0.046656 0.222548 0.326293 0.170165 0.006386 0.121411 0.222559 0.365156 0.236935 0.146101 0.281135 0.159434 0.119338 0.000364 0.003003 0.272647 0.016029 0.195825 0.180354 0.010657 0.214395 0.1646 0.156126 0.156084 0.148763 0.000635 0.391691 0.497612 0.027761 0.194788 0.01235 0.122888 0.244742 0.208231 0.279184 0.279184 0.19615 0.000172 0.293565 0.249587 0.463509 0.557139 0.308452 0.516916 0.096718 0.001416 0.002716 0.000167 0.65654 0.593827 0.7407 0.748129 0.457477 0.762328 0.384363 0.73889 0.725972 0.542276 0.386952 0.521927 0.61758 0.358408 0.30432 0.666453 0.617312 0.647925 0.674549 0.471987 0.699774 0.663019 0.733942 0.740239 0.524769 0.454425 0.616009 0.424761 0.017118 0.141101 0.51309 0.344627 0.423029 0.377573 0.016827 0.462956 0.103703 0.50875 0.484161 0.423342 0.759215 0.790231 0.590891 0.116306 0.23438 0.127209 0.568587 0.938948 1 0 0 0 0 0 0 0 0 0 0
HHWC colou 0.12227 0.137321 0.044415 0.03243 0.03243 0.054189 0.054189 0.092763 0.287832 0.287832 0.244158 0.197033 0.243973 0.107007 0.23066 0.312782 0.293664 0.344504 0.132489 0.329218 0.00155 0.124335 0.272154 0.016992 0.063303 0.280592 0.237004 0.374216 0.096431 0.262801 0.215712 0.27412 0.094563 0.263522 0.193299 0.212429 0.225783 0.187292 0.091638 0.060391 0.191618 0.135862 0.155597 0.242307 0.23475 0.193826 0.165978 0.142753 0.063586 0.026499 0.140737 0.012883 0.280181 0.275452 0.331198 0.106289 0.292677 0.029141 0.009966 0.020833 0.066808 0.271904 0.136094 0.004634 0.19311 0.038429 0.229425 0.048749 0.1385 0.179707 0.179707 0.049365 0.003828 0.26865 0.249337 0.216134 0.080476 0.012685 0.004156 0.03889 0.075753 0.012852 0.007436 0.36444 0.238538 0.364714 0.325206 0.3642 0.410826 0.47943 0.378563 0.34518 0.41091 0.238449 0.340995 0.362282 0.340301 0.521756 0.427868 0.538704 0.401899 0.435054 0.37249 0.386983 0.354544 0.371245 0.343974 0.421344 0.368996 0.434938 0.261964 0.130026 0.124592 0.393764 0.248056 0.345525 0.333966 0.01879 0.408822 0.146875 0.339346 0.197754 0.213261 0.527829 0.616096 0.634155 0.272854 0.104311 0.061828 0.600305 0.510435 0.428582 1 0 0 0 0 0 0 0 0 0
HHWC Hue 0.026802 0.078086 0.164846 0.06073 0.06073 0.032502 0.032502 0.259525 0.00516 0.00516 0.002468 0.022011 0.005443 0.143059 0.001688 0.008942 0.00195 0.001525 0.130432 0.05458 0.01666 0.010274 0.002435 0.189165 0.065789 0.000981 0.011108 0.019529 0.014371 0.000839 0.019106 0.001902 0.164612 0.007164 0.012849 0.005318 0.002612 0.002062 0.000584 0.010218 0.012312 0.005343 0.000192 0.001863 4.07E-06 0.010251 0.006446 0.000505 0.016129 0.003917 0.001566 0.004719 4.59E-05 0.000822 0.246123 0.008419 0.103645 0.091417 0.126907 0.006499 0.033549 0.08648 0.008275 0.005903 0.116011 0.503786 0.017669 0.002859 0.169889 0.015459 0.015459 0.004725 0.078786 0.020882 0.003256 0.012814 0.00127 0.078847 0.041678 0.01132 0.016708 0.147224 0.010413 0.001396 0.000822 3.54E-08 0.004835 0.018587 0.00391 0.05889 0.004187 0.012998 0.048022 0.087107 0.015011 0.00089 9.79E-05 0.195349 0.006646 0.049547 0.004864 0.018091 0.000706 0.003139 0.007831 0.000454 0.005359 0.022051 0.117234 0.089694 0.02172 0.005916 8.62E-05 0.117856 0.027371 0.034295 0.186792 0.096761 0.049853 0.00037 0.050072 5.66E-05 0.007291 0.020462 0.037127 0.093886 0.034465 0.049931 0.221996 0.089414 0.033011 0.007136 0.218486 1 0 0 0 0 0 0 0 0
HHWC Chem0.000359 0.044024 0.010017 0.088508 0.088508 0.006294 0.006294 0.037113 0.027426 0.027426 0.134279 0.241024 0.149664 0.429952 0.110265 0.04304 0.149447 0.071185 0.348531 0.00248 0.002145 0.018871 0.045353 0.300486 0.01432 0.124206 0.176472 0.03068 0.002092 0.117185 0.202483 0.127573 0.430318 0.04328 0.010171 0.011164 0.035713 0.042204 0.002015 0.00757 0.006335 0.011621 0.064519 0.021163 0.025902 0.014559 0.000923 0.01341 0.005916 0.062578 0.062891 0.047885 0.132345 0.122873 0.018953 0.007584 0.018593 0.026461 0.007269 0.057878 0.093537 0.004986 0.000223 0.009535 0.002036 0.253848 0.014866 4.7E-05 0.041293 0.007051 0.007051 0.003319 0.205845 0.034478 0.067757 0.133353 0.027457 0.111644 0.024229 0.019389 0.30647 0.16458 0.0012 0.13392 0.060161 0.164012 0.16636 0.070979 0.149177 0.102757 0.118928 0.242267 0.048373 0.003549 0.090245 0.202738 0.194967 0.051097 0.127446 0.114192 0.119356 0.099193 0.179951 0.129889 0.085164 0.151297 0.191704 0.087673 0.007037 0.020771 0.022128 0.002438 0.070399 0.008678 1.67E-07 0.031421 0.002969 0.185327 0.023179 0.045309 0.019199 0.029436 0.00497 0.103392 0.054168 0.071463 0.015183 0.071421 8E-05 0.062187 0.016631 0.04314 0.014216 0.364046 1 0 0 0 0 0 0 0
HHWC Chem0.023293 0.000458 0.020177 0.02177 0.02177 0.003855 0.003855 0.020161 0.079385 0.079385 0.199572 0.295093 0.198166 0.327059 0.119698 0.134463 0.290662 0.16623 0.308243 0.046931 0.016806 0.022545 0.071084 0.146328 0.013386 0.155016 0.193115 0.110214 0.000705 0.195135 0.259314 0.183784 0.311471 0.065894 0.017478 0.097735 0.086322 0.032899 0.000427 0.014887 0.003308 0.018636 0.04376 0.052671 0.096651 0.02013 0.000735 0.022737 0.097455 0.168082 0.079692 0.14151 0.163972 0.146025 0.0532 2.44E-05 0.01285 0.00428 0.000437 0.100646 0.004567 0.067502 0.055493 0.033033 0.033336 0.025636 0.078715 0.001431 0.001885 0.035365 0.035365 0.002469 0.106877 0.066696 0.094678 0.213381 0.006147 0.047609 0.00328 0.031778 0.37579 0.127346 0.001948 0.325246 0.200663 0.307925 0.330809 0.19205 0.295218 0.250686 0.261221 0.398697 0.177991 0.08303 0.299324 0.453904 0.406731 0.288036 0.304575 0.350645 0.279898 0.254894 0.421516 0.319073 0.260622 0.303079 0.372937 0.240036 0.030745 0.12268 0.077402 0.057192 0.102745 0.100234 0.058301 0.160715 0.041807 0.021456 0.14275 0.101163 0.094992 0.120611 0.080401 0.303667 0.283602 0.364851 0.107231 0.104453 0.034882 0.342527 0.183717 0.182619 0.436881 0.01015 0.540603 1 0 0 0 0 0 0
HHWC Degr 0.055232 0.021346 0.072406 0.003915 0.003915 0.002374 0.002374 0.072343 0.080684 0.080684 0.174595 0.24775 0.168348 0.200757 0.087189 0.135831 0.276197 0.155895 0.175508 0.043819 0.039485 0.011797 0.055356 0.047689 0.014296 0.115478 0.145345 0.095611 0.000145 0.177532 0.216349 0.157366 0.174944 0.048375 0.007437 0.097387 0.063011 0.012208 0.009882 0.032684 0.004213 0.006478 0.015699 0.035232 0.080658 0.008299 7.17E-06 0.016133 0.219666 0.267688 0.068392 0.237798 0.131929 0.114377 0.145485 0.000468 0.044184 0.005518 0.014961 0.058444 0.044696 0.096307 0.065155 0.05845 0.057601 9.45E-05 0.105051 0.003812 0.001614 0.030325 0.030325 0.002178 0.073252 0.065949 0.076813 0.12734 0.006135 0.008853 0.003742 0.014983 0.307502 0.090209 0.002911 0.28321 0.182331 0.238042 0.249347 0.147468 0.237049 0.250456 0.216107 0.312996 0.171939 0.088818 0.301432 0.387832 0.37197 0.342556 0.250543 0.32921 0.219553 0.225815 0.383541 0.274137 0.242831 0.242196 0.290309 0.20038 0.049785 0.150117 0.057387 0.106277 0.116376 0.124738 0.055799 0.196314 0.075171 0.008756 0.177658 0.131593 0.085935 0.087806 0.079463 0.259994 0.252955 0.404193 0.12675 0.059528 0.103295 0.382416 0.157497 0.14395 0.565161 0.022379 0.271682 0.892694 1 0 0 0 0 0
HHWC Total 0.030766 0.109739 0.019658 0.107644 0.107644 0.005533 0.005533 0.082119 0.038213 0.038213 0.003731 0.061762 0.003796 0.164553 0.003582 0.017911 0.012185 0.010548 0.103095 0.128759 0.02796 0.020573 0.040714 0.129767 0.18097 0.002834 0.003428 0.060229 0.088754 0.00107 0.03382 3.83E-05 0.163212 0.048449 0.078023 0.011066 0.012896 0.039729 0.105807 0.002304 0.142243 0.04093 0.016461 0.045625 0.012943 0.070592 0.143789 0.031312 0.017053 0.121905 1.66E-05 0.125099 0.001641 0.002824 0.091926 0.092274 0.148792 0.091176 0.011861 0.038212 0.044533 0.067115 0.037159 0.116288 0.054335 0.287001 0.042486 0.065455 0.127662 0.03745 0.03745 0.004613 0.220166 0.04279 0.014949 3.24E-06 0.004474 0.034152 0.00043 0.089614 0.212751 0.133639 0.004499 0.000512 0.0001 0.000169 0.005462 0.024503 0.000847 0.015735 0.002472 0.019641 0.041187 0.079332 7.69E-05 0.023683 0.019269 0.030974 0.003438 0.011499 0.004674 0.012488 0.013047 9.46E-06 0.000615 1.14E-06 0.010397 0.01893 0.218012 0.0684 0.058422 0.017805 0.003939 0.099367 0.10992 0.019963 0.167717 0.219005 0.05534 1.23E-06 0.079302 0.008525 0.036028 0.01746 0.055139 0.029011 0.061685 1.54E-06 0.008815 0.030567 0.07152 0.034798 0.089874 0.50003 0.693949 0.249659 0.098177 1 0 0 0 0
HHWC Total 0.051155 0.082815 0.022844 0.04067 0.04067 0.018315 0.018315 0.084988 0.18524 0.18524 0.027486 0.00102 0.027408 0.01021 0.061375 0.093683 0.024122 0.100743 7.12E-06 0.23435 0.000212 0.060826 0.144155 0.013658 0.158633 0.072983 0.030155 0.183736 0.127008 0.037185 0.006707 0.047835 0.00896 0.136478 0.09912 0.077287 0.074592 0.077832 0.080646 0.008987 0.165402 0.073439 0.053991 0.104361 0.080564 0.095811 0.144176 0.061362 3.07E-05 0.032223 0.017774 0.039893 0.064465 0.076806 0.265238 0.139779 0.298979 0.071172 0.005933 0.022076 0.118178 0.196965 0.078936 0.057295 0.155848 0.171496 0.20158 0.056073 0.227111 0.146796 0.146796 0.025191 0.125024 0.081523 0.048701 0.068733 0.000431 0.001755 6.75E-05 0.129749 0.041487 0.041058 0.008116 0.089055 0.052601 0.096014 0.072463 0.189216 0.131254 0.202816 0.118011 0.053953 0.17793 0.221058 0.078025 0.066687 0.041401 0.296797 0.146965 0.226008 0.150993 0.154407 0.061494 0.108128 0.097837 0.10003 0.069234 0.183071 0.293838 0.220605 0.174054 0.062535 0.013381 0.220249 0.202502 0.123679 0.251698 0.162156 0.197595 0.029019 0.211875 0.105291 0.140265 0.246865 0.40448 0.315141 0.213602 0.026128 0.053581 0.301601 0.380062 0.237577 0.628624 0.447383 0.165642 0.018225 0.077606 0.572198 1 0 0 0
HHWC A420 0.109412 0.127084 0.035578 0.034597 0.034597 0.049194 0.049194 0.111236 0.250421 0.250421 0.184242 0.140393 0.183872 0.061523 0.198114 0.273801 0.237202 0.295234 0.094408 0.347559 3.95E-05 0.119312 0.251356 0.006995 0.091026 0.242149 0.18657 0.365347 0.113764 0.202959 0.162397 0.216725 0.054951 0.254724 0.203665 0.189323 0.20108 0.190788 0.109592 0.048128 0.195563 0.128425 0.159647 0.233503 0.209124 0.202977 0.178596 0.129958 0.037689 0.007096 0.117327 0.001483 0.242668 0.241876 0.29975 0.124842 0.29988 0.045386 0.013576 0.017877 0.061706 0.324986 0.181108 0.018214 0.228181 0.071753 0.271618 0.088636 0.20125 0.17249 0.17249 0.048518 0.020897 0.252033 0.227496 0.217398 0.068285 0.001269 0.001284 0.034366 0.031873 0.002184 0.004463 0.325285 0.232007 0.320789 0.290294 0.328078 0.370289 0.437468 0.347622 0.294486 0.39236 0.270215 0.306772 0.310029 0.297295 0.495599 0.385825 0.495197 0.360117 0.403482 0.328422 0.349377 0.338193 0.329767 0.302008 0.383697 0.400543 0.423654 0.230764 0.130966 0.105196 0.392339 0.284272 0.340763 0.361427 0.045689 0.399111 0.13142 0.313193 0.193554 0.215438 0.491179 0.612387 0.60857 0.29753 0.103692 0.062417 0.579198 0.527115 0.421513 0.974836 0.264113 0.000618 0.334846 0.455813 0.159419 0.725006 1 0 0
HHWC Press 0.08234 0.17649 0.000564 0.101923 0.101923 0.145631 0.145631 0.142919 0.309721 0.309721 0.263478 0.292616 0.307069 0.251509 0.177814 0.155092 0.245742 0.203247 0.116818 0.008362 0.100067 0.070271 0.150597 0.053656 0.023768 0.169776 0.248993 0.051861 6.6E-05 0.259902 0.272243 0.283115 0.200467 0.072991 0.028564 0.066876 0.115585 0.029017 0.008806 0.13203 0.034003 0.027984 0.004133 0.066725 0.100845 0.028892 0.024616 0.067422 0.108748 0.072267 0.083285 0.054081 0.18362 0.190212 0.064434 3.5E-05 0.015473 0.25105 0.00847 0.004151 0.027942 0.000688 0.071074 0.044926 0.008631 0.21545 0.000246 0.082603 0.008104 0.236559 0.236559 0.007936 0.054865 0.271544 0.237135 0.010008 0.09846 0.001739 0.008892 0.074248 0.023606 0.011668 0.000834 0.078732 0.065636 0.066888 0.042414 0.010757 0.044384 0.021967 0.063324 0.067832 0.033986 0.068314 0.133519 0.060998 0.24086 0.001791 0.049311 0.030131 0.033727 0.046936 0.161281 0.060512 0.065212 0.071574 0.051447 0.033856 0.000685 0.05319 2.66E-05 0.080416 0.392034 0.000316 0.030625 0.095518 0.032216 0.599507 0.086426 0.312479 5.93E-06 0.027662 0.051966 0.012024 4.94E-07 0.010593 2.1E-05 0.00317 0.000441 0.008915 0.00417 0.000819 0.014115 0.03618 0.09733 0.028249 0.018379 0.038798 0.023287 0.004452 1 0
HHWC Wine 0.121822 0.070366 0.062315 0.003561 0.003561 0.055204 0.055204 0.085951 0.005575 0.005575 0.015858 0.058458 0.012067 0.042627 0.016183 0.062371 0.095838 0.056059 0.173216 0.174924 0.219142 0.046649 0.057881 0.106792 0.108965 0.062658 0.02168 0.170478 0.122754 0.016916 0.06804 0.022388 0.07483 0.066393 0.249491 0.00083 0.04748 0.322319 0.188156 0.000304 0.025063 0.153278 0.452936 0.125353 0.015276 0.264359 0.083316 0.101387 0.034156 0.092662 0.316595 0.144878 0.085754 0.089695 0.000813 0.058841 0.041494 0.771558 0.014929 0.224503 0.300058 0.530655 0.500084 0.037912 0.347309 0.08323 0.162357 0.350502 0.191734 0.012575 0.012575 0.125801 0.005023 0.160726 0.130032 0.273739 0.356514 0.205975 0.388475 0.005977 0.012085 0.063588 0.0239 0.153894 0.293193 0.238841 0.302286 0.089644 0.310739 0.273469 0.294624 0.321256 0.222632 0.200784 0.175572 0.248638 0.096243 0.22557 0.200094 0.243419 0.170059 0.279381 0.149906 0.195716 0.339703 0.247268 0.303997 0.13203 0.402708 0.37651 0.174699 0.000987 0.031865 0.579922 0.292743 0.338867 0.590378 0.074194 0.265081 0.015039 0.312729 0.611093 0.524126 0.343058 0.377898 0.247136 0.015338 0.083655 0.009832 0.212623 0.426306 0.437308 0.086995 0.066364 0.002103 0.00198 0.000904 0.086264 0.073008 0.103798 0.078672 1

APPENDIX 3B MV04 - R2 Values
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RL1 1.0222 0.3922 0.0603 0.383682 38.36823 0.05899 5.899041 2.21 27 15.00 0.030034 0.00553 0.0451090 0.057736 0.418701 0.011441 0.001206 0.015079 0.031816 0.238848 0.02264 0.006267 0.030025 0.064621 0.310935 1.289988 0.55711 0.29839 0.434488 0.064116 0.013003 0.090213 0.154173 0.968483 0.032476 0.041051 0.074491 0.012685 0.003214 0.005285 0.009145 0.028169 0.014457 0.220975 0.115542 0.045161 0.012359 0.033454 0.012397 0.010303 0.000946 0.011249 1.589199 0.390804 1 25.56 14.2 1.57 0.99 11.6 1 3 40 5 3
RL2 1.2 0.43 0.0681 0.358333 35.83333 0.05675 5.675 2.4 25.6 14.22 0.017783 0.003793 0.0238696 0.039399 0.252683 0.007355 0.001164 0.008723 0.022107 0.140481 0.016313 0.004623 0.018969 0.05862 0.230027 0.845909 0.337527 0.179831 0.328551 0.041451 0.00958 0.051561 0.120127 0.623191 0.013066 0.01881 0.03117 0.005642 0.001553 0.004438 0.003234 0.014151 0.008146 0.100211 0.049981 0.018708 0.004786 0.018589 0.00825 0.004805 0.000679 0.005483 0.996803 0.264109 1 25.02 13.9 1.25 1.41 20.5 1 6 10 4 4
RL3 1.3326 0.5048 0.0565 0.378808 37.88083 0.042398 4.239832 2.08 25.9 14.39 0.032815 0.004976 0.0441494 0.051866 0.361524 0.010276 0.001113 0.013476 0.02557 0.17866 0.0126 0.0059 0.026765 0.062139 0.259448 1.091279 0.495331 0.229096 0.366852 0.055691 0.01199 0.08439 0.139576 0.799632 0.024802 0.017136 0.041304 0.008132 0.002329 0.004323 0.00327 0.018086 0.009128 0.12851 0.05844 0.032934 0.0056 0.022409 0.021527 0.016989 0.00257 0.019559 1.218001 0.312993 1 24.12 13.4 1.51 1.45 16.3 1 5 30 5 3
RL4 1.3226 0.3833 0.0586 0.289808 28.9808 0.044307 4.430667 2.1 27.6 15.33 0.014844 0.002703 0.0252926 0.044925 0.311434 0.00793 0.00105 0.008508 0.024698 0.159395 0.023528 0.006343 0.025973 0.070729 0.296806 1.024158 0.399199 0.201581 0.423378 0.046302 0.010096 0.059773 0.140352 0.767635 0.012435 0.015588 0.035086 0.006347 0.001409 0.00548 0.002897 0.019061 0.010058 0.108362 0.050674 0.018782 0.004306 0.024542 0.007402 0.005705 0.001305 0.00701 1.187587 0.312776 3 25.74 14.3 1.48 1.5 24.2 1 6 10 5 3
RL5 1.222 0.484 0.066 0.396072 39.6072 0.05401 5.400982 2.48 26.4 14.67 0.033087 0.004854 0.0489066 0.055476 0.432572 0.009236 0.001284 0.011941 0.022673 0.176051 0.017232 0.00527 0.028581 0.060053 0.282927 1.19014 0.574895 0.221184 0.394062 0.059555 0.011407 0.089428 0.138202 0.891549 0.021691 0.019043 0.040609 0.008483 0.002445 0.007834 0.004161 0.014957 0.008484 0.127707 0.059652 0.030174 0.006606 0.022791 0.014497 0.010308 0.002761 0.013069 1.401924 0.351005 3 25.02 13.9 1.48 1.49 18 1 5 20 5 4
RL6 1.1672 0.4413 0.0593 0.378084 37.80843 0.050805 5.080535 2.19 26.2 14.56 0.021664 0.003771 0.0331856 0.054356 0.35022 0.006947 0.001151 0.009511 0.027572 0.162309 0.015242 0.005972 0.027372 0.078255 0.30281 1.10034 0.463197 0.207491 0.429652 0.043853 0.010895 0.070069 0.160184 0.815339 0.020796 0.018302 0.041467 0.007272 0.001973 0.008214 0.003657 0.018521 0.008768 0.12897 0.059769 0.028068 0.005631 0.026735 0.013136 0.009402 0.002635 0.012037 1.23163 0.311749 3 25.92 14.4 1.4 1.39 25.8 2 5 30 5 3
RL7 1.2712 0.3973 0.0591 0.312539 31.25393 0.046492 4.64915 2.12 25.8 14.33 0.023147 0.002661 0.0413737 0.044327 0.466882 0.009754 0.001054 0.011784 0.023911 0.224312 0.029802 0.005158 0.031507 0.05573 0.36532 1.336725 0.578392 0.270815 0.487518 0.062704 0.008873 0.084665 0.123968 1.056514 0.029296 0.016807 0.046665 0.015308 0.002289 0.004104 0.005119 0.024912 0.020014 0.164515 0.063472 0.044605 0.007408 0.029016 0.005632 0.005803 0.001136 0.006939 1.620408 0.413104 1 25.02 13.9 1.78 1.51 15.5 1 5 10 5 3
RL8 1.3321 0.4663 0.0596 0.350049 35.00488 0.044741 4.474139 2.31 27.2 15.11 0.016272 0.003902 0.0226781 0.04825 0.209333 0.006024 0.000999 0.005602 0.023996 0.10447 0.011088 0.005254 0.016173 0.063422 0.173156 0.71062 0.300435 0.141092 0.269093 0.033384 0.010155 0.044453 0.135668 0.486959 0.01111 0.011243 0.033022 0.004629 0.00168 0.004927 0.002839 0.016074 0.005653 0.091176 0.044265 0.015739 0.004519 0.021001 0.011498 0.009184 0.001422 0.010605 0.878396 0.268668 4 25.38 14.1 1.02 1.33 28 2 6 30 4 4
RL9 1.0855 0.2885 0.0585 0.265776 26.57761 0.053892 5.389222 2.17 27.5 15.28 0.023111 0.004736 0.0315030 0.046445 0.264372 0.007916 0.001172 0.010034 0.024229 0.1306 0.017957 0.006523 0.023147 0.062408 0.222208 0.87636 0.370167 0.17395 0.332242 0.048983 0.01243 0.064685 0.133082 0.61718 0.015667 0.016602 0.043329 0.005759 0.002002 0.005837 0.003866 0.01799 0.006175 0.117228 0.059932 0.021426 0.005868 0.023827 0.007277 0.007496 0.001684 0.00918 1.004978 0.264685 5 25.38 14.1 1.12 1.15 19.6 1 4 40 5 3
RL10 0.9553 0.2793 0.0584 0.292369 29.23689 0.061133 6.113263 2.27 26.3 14.61 0.027378 0.005318 0.0403634 0.062275 0.407426 0.009828 0.001084 0.011278 0.028844 0.210973 0.019375 0.006006 0.029296 0.06804 0.326883 1.254367 0.542761 0.262007 0.449599 0.056581 0.012408 0.080938 0.159158 0.945282 0.030648 0.031822 0.062527 0.0134 0.002842 0.010907 0.006152 0.027591 0.015434 0.201322 0.094348 0.044048 0.008994 0.038498 0.009951 0.008188 0.001891 0.010079 1.464509 0.362856 4 25.02 13.9 1.43 1.03 16.9 1 5 20 5 4
RL11 0.9567 0.3884 0.0608 0.405979 40.59789 0.063552 6.355179 2.27 25.4 14.11 0.040443 0.004025 0.0588348 0.051951 0.567945 0.013221 0.001225 0.015113 0.023118 0.251885 0.017482 0.00456 0.03435 0.055103 0.377015 1.51627 0.723199 0.304562 0.48851 0.071146 0.009811 0.108297 0.130172 1.196844 0.045304 0.017938 0.042184 0.015704 0.003366 0.00743 0.004614 0.018564 0.018461 0.173565 0.060122 0.061007 0.00798 0.025994 0.013429 0.008498 0.002397 0.010895 1.745417 0.415494
RL12 1.418 0.5011 0.0659 0.353385 35.3385 0.046474 4.647391 2.21 26.5 14.72 0.019447 0.003054 0.0314186 0.046311 0.330928 0.006872 0.001006 0.007814 0.02254 0.155955 0.013539 0.005583 0.028119 0.070211 0.308186 1.050985 0.431159 0.194187 0.425639 0.039858 0.009643 0.067351 0.139063 0.795069 0.029269 0.015262 0.048915 0.01082 0.002664 0.008725 0.005398 0.023907 0.013309 0.158269 0.064177 0.040089 0.008062 0.032632 0.010871 0.009187 0.003115 0.012302 1.218628 0.324544
RL13 1.4188 0.5197 0.0558 0.366295 36.62955 0.039329 3.932901 2.08 27 15.00 0.054105 0.009849 0.0724649 0.089698 0.509064 0.012975 0.001612 0.0167 0.033204 0.206011 0.013939 0.009057 0.030782 0.084649 0.293581 1.437692 0.735182 0.270502 0.432008 0.081018 0.020519 0.119947 0.207551 1.008657 0.043576 0.043619 0.093907 0.014219 0.004145 0.009786 0.009202 0.036682 0.015745 0.270882 0.137526 0.057795 0.013347 0.046468 0.018325 0.016107 0.001954 0.018061 1.763137 0.454784 1 25.92 14.4 1.63 1.52 10.9 2 6 30 5 3
RL14 0.9818 0.2923 0.0567 0.297718 29.77185 0.057751 5.775107 2.34 26.1 14.50 0.024173 0.003942 0.0379418 0.048547 0.357714 0.008389 0.001004 0.010301 0.02807 0.202209 0.022077 0.00734 0.034166 0.073016 0.342254 1.201142 0.472317 0.249973 0.478852 0.054639 0.012285 0.082409 0.149633 0.902177 0.030837 0.03998 0.076874 0.011661 0.002994 0.012267 0.007787 0.031734 0.012651 0.226785 0.116854 0.042498 0.010781 0.044001 0.005486 0.006001 0.001129 0.00713 1.375359 0.353604 4 26.46 14.7 1.67 1.3 17.8 1 5 40 5 1
RL15 0.9351 0.3669 0.0617 0.392364 39.23645 0.065982 6.598225 2.37 25 13.89 0.019052 0.004041 0.0304536 0.042801 0.321999 0.007739 0.001212 0.010153 0.021356 0.172837 0.016383 0.004379 0.025777 0.054315 0.28696 1.019457 0.418347 0.213296 0.387814 0.043174 0.009632 0.066384 0.118472 0.781796 0.027805 0.029178 0.060446 0.010443 0.002558 0.011048 0.006631 0.024634 0.011795 0.184537 0.089624 0.038247 0.00919 0.035682 0.010101 0.007321 0.00158 0.008901 1.289439 0.330314 1 26.1 14.5 1.67 0.9 9.9 1 5 20 5 3
RL16 1.4049 0.5205 0.0633 0.370489 37.0489 0.045057 4.505659 2.23 27.1 15.06 0.036911 0.007432 0.0469586 0.077737 0.356174 0.011605 0.001484 0.013529 0.033512 0.168334 0.012281 0.008135 0.026785 0.083213 0.256157 1.140247 0.525212 0.228464 0.386571 0.060797 0.017052 0.087273 0.194462 0.780664 0.017373 0.013354 0.034389 0.006104 0.002222 0.004839 0.003134 0.014495 0.007188 0.103099 0.047743 0.023477 0.005357 0.019334 0.015416 0.01285 0.003043 0.015893 1.247046 0.319122 2 25.02 13.9 1.32 1.56 24.1 1 6 10 5 3
RL17 1.0756 0.431 0.0494 0.400707 40.07066 0.045928 4.592785 1.88 27 15.00 0.042658 0.007717 0.0573563 0.064188 0.43375 0.010252 0.001363 0.012598 0.021417 0.175482 0.013138 0.005381 0.025028 0.052042 0.247539 1.169909 0.605669 0.221113 0.343128 0.066047 0.014461 0.094983 0.137647 0.856771 0.049151 0.038523 0.092612 0.016223 0.00411 0.015105 0.009204 0.035204 0.017258 0.277389 0.131135 0.065374 0.013314 0.050309 0.009734 0.006134 0.001382 0.007516 1.340685 0.368492 1 25.56 14.2 1.66 1.11 8.6 1 4 30 3 4
RL18 1.1613 0.4641 0.0684 0.399638 39.96383 0.0589 5.889951 2.37 25 13.89 0.022641 0.002622 0.0373286 0.038271 0.407059 0.007869 0.001184 0.009338 0.016684 0.176917 0.017478 0.004122 0.025634 0.045243 0.303432 1.115821 0.507921 0.211992 0.395908 0.047988 0.007928 0.0723 0.100197 0.887407 0.035766 0.020565 0.054785 0.014595 0.003102 0.009878 0.006843 0.025228 0.01603 0.186793 0.075351 0.050361 0.009945 0.035106 0.005634 0.003303 0.001061 0.004364 1.487 0.366828 5 24.48 13.6 1.54 1.25 16 1 4 40 5 4
RL19 1.1521 0.476 0.0548 0.413159 41.31586 0.047565 4.756532 2.12 27.3 15.17 0.029442 0.004357 0.0452580 0.056167 0.412402 0.009732 0.001238 0.013129 0.028912 0.211339 0.017858 0.006128 0.03258 0.072783 0.332109 1.273432 0.547626 0.264349 0.461457 0.057032 0.011722 0.090967 0.157862 0.95585 0.034422 0.024945 0.058452 0.012213 0.002909 0.0058 0.006288 0.027091 0.014563 0.186683 0.083397 0.046635 0.009197 0.032891 0.011216 0.007183 0.001335 0.008518 1.460421 0.383669 2 26.64 14.8 1.39 1.18 15.4 1 7 30 5 4
RL20 1.1431 0.3874 0.0556 0.338903 33.8903 0.04864 4.863966 2.17 24.9 13.83 0.044553 0.007081 0.0567891 0.060334 0.466744 0.010434 0.001219 0.011664 0.023847 0.19531 0.013891 0.00666 0.032263 0.066941 0.336308 1.334039 0.635501 0.242474 0.456064 0.068879 0.01496 0.100716 0.151122 0.998362 0.037054 0.035671 0.069684 0.010841 0.004497 0.010256 0.007873 0.022752 0.010377 0.209005 0.105356 0.047895 0.01237 0.033008 0.010874 0.0086 0.001444 0.010044 1.564968 0.36254 2 23.76 13.2 1.55 1.22 23 1 5 20 4 3
RL21 1.2486 0.3272 0.0544 0.262053 26.20535 0.043569 4.35688 1.98 25.9 14.39 0.022368 0.003632 0.0333808 0.047843 0.302575 0.007776 0.000796 0.009213 0.022815 0.140821 0.018551 0.005415 0.023567 0.059725 0.239449 0.937926 0.409798 0.181421 0.346707 0.048695 0.009843 0.066161 0.130383 0.682845 0.017749 0.017403 0.044353 0.007 0.002023 0.006078 0.004673 0.019478 0.008125 0.126882 0.061756 0.024749 0.006696 0.025556 0.00339 0.004393 0.001153 0.005546 1.167615 0.302494 2 25.02 13.9 1.5 1.46 24.8 1 5 30 5 3
RL22 1.1631 0.3682 0.0486 0.316568 31.65678 0.041785 4.178489 1.84 27.3 15.17 0.020685 0.003854 0.0365134 0.056207 0.350261 0.0076 0.000946 0.009349 0.026165 0.158226 0.022005 0.007051 0.027469 0.078644 0.282432 1.087408 0.467521 0.202286 0.417601 0.05029 0.011851 0.073331 0.161016 0.790919 0.015594 0.014664 0.041853 0.007834 0.001633 0.006604 0.00366 0.022324 0.010217 0.124383 0.056516 0.023429 0.005293 0.028928 0.006958 0.005157 0.001509 0.006666 1.297548 0.34127 2 25.02 13.9 1.56 1.5 14 2 5 20 4 3
RL23 0.9503 0.3206 0.048 0.337367 33.73671 0.05051 5.051037 1.7 25.4 14.11 0.037721 0.006186 0.0495808 0.066441 0.455778 0.010669 0.001304 0.012369 0.026069 0.189266 0.019695 0.006578 0.031021 0.074162 0.336926 1.323768 0.615707 0.239678 0.468383 0.068085 0.014068 0.092972 0.166673 0.981971 0.036074 0.030187 0.07503 0.014006 0.005084 0.014064 0.009412 0.035012 0.014113 0.232982 0.105217 0.05008 0.014496 0.049076 0.008304 0.00666 0.002036 0.008697 1.463057 0.370107 1 24.48 13.6 1.66 0.96 14.2 1 4 50 5 2
RL24 1.2016 0.3582 0.0576 0.298103 29.81025 0.047936 4.793609 2.33 26.5 14.72 0.03386 0.005801 0.0489547 0.063863 0.419796 0.009076 0.000885 0.008149 0.020205 0.134215 0.025716 0.00728 0.030545 0.07211 0.296535 1.176991 0.572275 0.17253 0.432186 0.068652 0.013966 0.087649 0.156179 0.850546 0.029062 0.022819 0.079967 0.009408 0.003944 0.016317 0.00965 0.032764 0.011407 0.215338 0.102786 0.03847 0.013594 0.049081 0.004768 0.00524 0.001728 0.006968 1.361978 0.31933 2 25.02 13.9 1.47 1.47 15.4 1 5 40 5 3
RL25 0.9219 0.3709 0.0546 0.402321 40.23213 0.059226 5.922551 2.07 25.5 14.17 0.026938 0.002016 0.0366333 0.037064 0.350822 0.008277 0.001279 0.009409 0.017928 0.16892 0.01601 0.004064 0.022823 0.046143 0.27248 1.020808 0.453474 0.205814 0.36152 0.051225 0.007359 0.068865 0.101136 0.792223 0.042135 0.036016 0.074349 0.013928 0.004223 0.008526 0.01077 0.033605 0.014147 0.237699 0.110365 0.056063 0.014993 0.042131 0.006806 0.006031 0.001021 0.007051 1.48965 0.322026 1 24.84 13.8 1.67 0.9 13.3 1 3 50 2 3
RL26 1.0282 0.3777 0.0579 0.367341 36.7341 0.056312 5.6312 2.4 26.1 14.50 0.040152 0.005748 0.0542514 0.057471 0.44351 0.010884 0.001478 0.013401 0.023476 0.205121 0.015483 0.004875 0.027625 0.055727 0.284208 1.24341 0.601133 0.25436 0.387918 0.066519 0.012101 0.095277 0.136674 0.932839 0.057442 0.049609 0.112054 0.021027 0.006187 0.010509 0.015454 0.046265 0.020289 0.338835 0.161664 0.078469 0.021641 0.056773 0.012538 0.010033 0.001814 0.011847 1.466193 0.369235 2 25.02 13.9 1.67 1.21 9.6 1 4 60 5 1
RL27 1.3211 0.4612 0.0632 0.349103 34.9103 0.047839 4.783892 2.18 25 13.89 0.040499 0.00691 0.0516333 0.063488 0.351468 0.008948 0.001148 0.010869 0.022723 0.129028 0.007328 0.006793 0.023344 0.069166 0.233181 1.026528 0.513999 0.172717 0.339812 0.056775 0.014851 0.085846 0.155378 0.713678 0.015141 0.014523 0.031475 0.005233 0.00202 0.004936 0.002576 0.01125 0.00572 0.092873 0.045998 0.020374 0.004595 0.016186 0.012275 0.007818 0.001628 0.009446 1.170709 0.28981 1 23.94 13.3 1.49 1.59 21.8 2 5 30 5 2
RL28 1.079 0.3441 0.0652 0.318906 31.89064 0.060426 6.042632 2.28 26.5 14.72 0.022187 0.003952 0.0328555 0.050811 0.313886 0.008402 0.000906 0.009866 0.028464 0.163156 0.01846 0.007503 0.030594 0.07966 0.316139 1.086842 0.423691 0.210794 0.452357 0.049049 0.012361 0.073316 0.158935 0.79318 0.01755 0.019338 0.047098 0.007298 0.001984 0.006769 0.005364 0.021524 0.009237 0.136161 0.066435 0.024848 0.007348 0.028294 0.004694 0.004115 0.001001 0.005117 1.315699 0.340061 2 24.66 13.7 1.33 1.48 29.2 1 4 40 5 3
RL29 1.3907 0.4656 0.0561 0.334795 33.47954 0.040339 4.03394 2.04 26.7 14.83 0.036844 0.006451 0.0548724 0.074376 0.44014 0.008967 0.001008 0.011177 0.023395 0.153849 0.012083 0.006725 0.026313 0.071962 0.279225 1.207388 0.612683 0.198396 0.396308 0.057894 0.014184 0.092362 0.169733 0.873215 0.017413 0.011364 0.028668 0.007353 0.001971 0.005218 0.001824 0.012525 0.009601 0.095935 0.040031 0.024767 0.003794 0.017743 0.007167 0.004298 0.001462 0.00576 1.443233 0.351618 3 24.3 13.5 1.62 1.75 16.2 2 5 30 5 4
RL30 1.2161 0.3625 0.0589 0.298084 29.8084 0.048434 4.843352 2.24 27.9 15.50 0.018821 0.00332 0.0296188 0.049984 0.306769 0.007044 0.000905 0.007927 0.023711 0.14167 0.021746 0.005697 0.022947 0.071518 0.260297 0.971974 0.408512 0.181256 0.382206 0.047611 0.009922 0.060493 0.145213 0.708735 0.017053 0.015614 0.044265 0.007345 0.001897 0.007284 0.004113 0.02348 0.010777 0.131827 0.059879 0.024398 0.00601 0.030764 0.006839 0.007551 0.002251 0.009802 1.176324 0.287851 2 24.66 13.7 1.31 1.44 18.9 1 5 30 5 3
RL31 1.3417 0.395 0.0671 0.294403 29.44026 0.050011 5.001118 2.32 27.3 15.17 0.024241 0.005274 0.0322415 0.059337 0.266158 0.009415 0.001024 0.010967 0.029239 0.130032 0.022584 0.00698 0.022028 0.072721 0.216734 0.908975 0.387251 0.180678 0.341047 0.05624 0.013278 0.065237 0.161297 0.612924 0.011564 0.017272 0.048484 0.006325 0.001827 0.006607 0.004746 0.022767 0.00724 0.126831 0.065755 0.017889 0.006572 0.029374 0.007527 0.008169 0.002013 0.010182 0.967843 0.304244 2 24.84 13.8 1.18 1.39 32.2 1 3 30 5 3
RL32 1.1585 0.3735 0.06 0.3224 32.23997 0.051791 5.179111 2.27 25.9 14.39 0.029491 0.006949 0.0369138 0.068531 0.292172 0.009537 0.001381 0.011622 0.032063 0.144364 0.012028 0.007408 0.022356 0.076714 0.223954 0.975483 0.434056 0.198967 0.342461 0.051056 0.015737 0.070891 0.177309 0.66049 0.020711 0.023928 0.057724 0.007179 0.002411 0.005724 0.005933 0.02192 0.007281 0.152812 0.081652 0.027891 0.008345 0.027644 0.01119 0.010271 0.001886 0.012157 1.098169 0.291923 2 24.66 13.7 1.22 1.31 20.2 1 5 20 5 3
RL33 1.0086 0.3833 0.0589 0.380032 38.00317 0.058398 5.839778 2.16 27.7 15.39 0.020029 0.004075 0.0304121 0.053703 0.313485 0.007869 0.001344 0.0092 0.028714 0.159193 0.019355 0.007058 0.025446 0.074982 0.276601 1.031465 0.421704 0.20632 0.403441 0.047254 0.012476 0.065058 0.157399 0.749278 0.017083 0.021741 0.051049 0.007279 0.002103 0.008649 0.005023 0.02257 0.009634 0.145132 0.072791 0.024362 0.007126 0.031218 0.007505 0.007463 0.001859 0.009323 1.240161 0.319561 2 25.92 14.4 1.51 1.4 21.7 2 6 40 5 3
RL34 1.0778 0.3649 0.059 0.33856 33.856 0.054741 5.474114 2.24 26.8 14.89 0.023165 0.003644 0.0378746 0.058039 0.418077 0.008554 0.001133 0.009734 0.030372 0.20398 0.022967 0.007255 0.033751 0.085244 0.383833 1.327622 0.540801 0.253772 0.53305 0.054686 0.012031 0.08136 0.173655 1.00589 0.035337 0.025404 0.07193 0.014192 0.003626 0.009344 0.006746 0.034846 0.01623 0.217655 0.097335 0.049529 0.010371 0.044191 0.007085 0.00556 0.00143 0.00699 1.563059 0.398729 3 25.02 13.9 1.58 1.24 15.4 1 5 40 5 3
RL35 0.9439 0.3335 0.0612 0.353321 35.33213 0.064837 6.483738 2.36 26.9 14.94 0.018178 0.002784 0.0312438 0.043928 0.377375 0.007387 0.001115 0.007936 0.019841 0.163332 0.026317 0.004908 0.024458 0.056088 0.307704 1.092593 0.473508 0.19961 0.419474 0.051881 0.008806 0.063638 0.119857 0.84841 0.025693 0.023633 0.058652 0.012524 0.002821 0.012741 0.007032 0.028557 0.015643 0.187296 0.082285 0.038217 0.009853 0.041298 0.002855 0.002474 0.000847 0.003321 1.403796 0.370816 2 25.38 14.1 1.4 1.19 16.8 1 5 70 3 3
RL36 1.3362 0.429 0.0748 0.32106 32.10597 0.05598 5.597964 2.51 28.5 15.83 0.040909 0.006504 0.0560534 0.081372 0.451346 0.012062 0.001163 0.013698 0.029825 0.185482 0.015363 0.007145 0.028168 0.076675 0.27793 1.283695 0.636185 0.24223 0.40528 0.068334 0.014812 0.09792 0.187872 0.914758 0.03498 0.020013 0.060112 0.012518 0.002929 0.009097 0.005455 0.028574 0.015461 0.189139 0.080124 0.047498 0.008385 0.037671 0.009243 0.009545 0.003211 0.012756 1.572808 0.398073 3 25.56 14.2 1.54 1.72 10.8 2 5 30 5 3
RL37 1.2017 0.3347 0.0531 0.278522 27.85221 0.044187 4.41874 2.09 25.6 14.22 0.028351 0.003229 0.0496281 0.048008 0.487899 0.010578 0.000938 0.013179 0.023475 0.240852 0.030347 0.00493 0.030585 0.0536 0.35981 1.38541 0.617116 0.289023 0.479272 0.069276 0.009098 0.093392 0.125083 1.088561 0.048939 0.043687 0.082956 0.023108 0.003164 0.006793 0.009486 0.0449 0.029081 0.292115 0.126643 0.072047 0.012651 0.051693 0.001649 0.001683 0.000000 0.001683 1.82609 0.461076 1 25.02 13.9 1.79 1.43 11.8 1 5 30 5 5
RL38 1.2016 0.3464 0.048 0.288282 28.82823 0.039947 3.994674 1.95 26.2 14.56 0.031641 0.005212 0.0504114 0.056153 0.397448 0.008249 0.000868 0.010983 0.020947 0.150095 0.024411 0.006047 0.025784 0.060422 0.278601 1.127274 0.540865 0.191143 0.395266 0.0643 0.012127 0.087179 0.137522 0.826144 0.019475 0.027001 0.045821 0.008974 0.001785 0.006835 0.004391 0.019483 0.011148 0.144912 0.072822 0.028448 0.006176 0.026318 0.002217 0.001965 0.000000 0.001965 1.440444 0.367692 1 24.3 13.5 1.8 1.6 18.4 1 5 60 5 4
RL39 1.2348 0.3986 0.0643 0.322805 32.28053 0.052073 5.207321 2.29 27.2 15.11 0.019535 0.004287 0.0314947 0.055224 0.347223 0.00826 0.001094 0.009627 0.02913 0.185954 0.02163 0.005203 0.024034 0.06483 0.289716 1.097243 0.457765 0.234066 0.405412 0.049425 0.010585 0.065155 0.149184 0.822894 0.022657 0.021873 0.060938 0.010735 0.002222 0.004627 0.005964 0.029908 0.015088 0.174011 0.082812 0.033392 0.008186 0.034535 0.007538 0.007148 0.001227 0.008375 1.372039 0.375453 4 26.28 14.6 1.37 1.45 16.4 1 5 20 2 4
RL40 1.3168 0.4198 0.0638 0.318803 31.88032 0.048451 4.845079 2.3 27.7 15.39 0.026261 0.004034 0.0396248 0.052286 0.363793 0.008956 0.000937 0.011408 0.02768 0.180611 0.017376 0.006774 0.029457 0.071578 0.307677 1.148452 0.486 0.229591 0.432861 0.052593 0.011745 0.080489 0.151544 0.852081 0.029408 0.018066 0.051127 0.010946 0.002558 0.005063 0.004598 0.023965 0.013418 0.15915 0.069193 0.040355 0.007157 0.029028 0.011968 0.01144 0.002261 0.0137 1.366649 0.359532 4 27.54 15.3 1.52 1.56 26.7 1 6 30 5 4
RL41 1.0835 0.4117 0.055 0.379972 37.99723 0.050761 5.076142 2.11 28.7 15.94 0.031525 0.018518 0.0403922 0.07177 0.342651 0.009876 0.004905 0.012298 0.031447 0.166347 0.016191 0.00688 0.024634 0.072767 0.251621 1.101824 0.504857 0.224874 0.372093 0.057593 0.030303 0.077325 0.175984 0.760619 0.022557 0.021435 0.060537 0.010001 0.002712 0.009384 0.007425 0.027699 0.012375 0.174125 0.081972 0.032558 0.010137 0.037083 0.006822 0.005748 0.001683 0.007431 1.385031 0.37017 1 26.28 14.6 1.57 1.52 18 2 6 30 5 4
RL42 0.7611 0.2286 0.0562 0.300355 30.03547 0.07384 7.384049 2.17 25.2 14.00 0.022267 0.003756 0.0355429 0.058477 0.442956 0.008638 0.000906 0.009279 0.026181 0.211764 0.025468 0.006635 0.031159 0.079742 0.401604 1.364373 0.562999 0.256767 0.544608 0.056372 0.011297 0.075981 0.1644 1.056324 0.028145 0.041375 0.078964 0.014976 0.003943 0.019842 0.009202 0.039407 0.017235 0.253088 0.120339 0.043122 0.013145 0.059249 0.004317 0.004192 0.001468 0.00566 1.74393 0.428697 4 22.86 12.7 1.7 0.66 16 1 4 60 2 4
RL43 1.2024 0.4046 0.058 0.336494 33.64937 0.048237 4.823686 2.04 27.3 15.17 0.030265 0.006781 0.0384354 0.063174 0.307258 0.008943 0.001289 0.010755 0.027948 0.149878 0.010099 0.006371 0.022032 0.065431 0.219123 0.967782 0.445914 0.198812 0.323056 0.049307 0.014441 0.071222 0.156553 0.676259 0.021164 0.019248 0.043277 0.007309 0.002155 0.004931 0.003629 0.016012 0.007581 0.125306 0.062526 0.028472 0.005784 0.020943 0.015133 0.012879 0.002145 0.015024 1.10938 0.299928 4 27.72 15.4 1.39 1.36 12.5 1 5 10 4 4
RL44 1.1479 0.3248 0.0693 0.282951 28.29515 0.060371 6.037111 2.37 28.2 15.67 0.011726 0.002311 0.0207502 0.039658 0.274184 0.00677 0.000938 0.006854 0.023505 0.149649 0.025552 0.004842 0.020157 0.05898 0.257238 0.903112 0.348629 0.187715 0.366768 0.044048 0.008091 0.047761 0.122142 0.681071 0.011949 0.01356 0.038716 0.007935 0.001642 0.004605 0.00346 0.024016 0.01255 0.118434 0.052276 0.019884 0.005102 0.028622 0.004735 0.004807 0.001095 0.005902 1.143477 0.328341 4 26.1 14.5 1.44 1.45 16.4 1 5 20 2 4
RL45 1.3554 0.4264 0.0671 0.314593 31.45935 0.049506 4.950568 2.37 25.7 14.28 0.020474 0.00378 0.0290202 0.049026 0.299298 0.007335 0.001144 0.008793 0.026811 0.153117 0.017367 0.007074 0.026194 0.074556 0.295187 1.019177 0.401598 0.1972 0.420379 0.045176 0.011998 0.064008 0.150393 0.747603 0.020047 0.015732 0.047178 0.007862 0.002252 0.0056 0.003648 0.022799 0.009599 0.134717 0.06291 0.027909 0.0059 0.0284 0.008502 0.009734 0.002235 0.011969 1.202547 0.337992 2 25.74 14.3 1.17 1.62 18.9 1 5 20 5 3
RL46 1.2041 0.3394 0.0683 0.28187 28.18703 0.056723 5.672286 2.27 25.8 14.33 0.022038 0.005615 0.0280384 0.069457 0.247335 0.008274 0.001218 0.009661 0.033529 0.128477 0.017106 0.008078 0.022493 0.092883 0.25361 0.947812 0.372484 0.181159 0.39417 0.047419 0.01491 0.060192 0.195869 0.629423 0.009645 0.013917 0.03738 0.005354 0.001471 0.004874 0.002622 0.017821 0.006064 0.099148 0.051297 0.014999 0.004093 0.022695 0.007884 0.010432 0.00239 0.012822 1.081787 0.320017 2 25.02 13.9 1.07 1.49 19.5 1 7 10 3 3
RL47 1.2946 0.4237 0.0557 0.327283 32.72826 0.043025 4.302487 2.16 27.5 15.28 0.034099 0.005701 0.0439996 0.070815 0.380676 0.010586 0.001028 0.011231 0.029953 0.162844 0.015843 0.007439 0.025594 0.08551 0.282159 1.167479 0.535291 0.215642 0.416546 0.060528 0.014169 0.080826 0.186278 0.825679 0.027764 0.023176 0.068244 0.009745 0.003059 0.01063 0.007079 0.033629 0.012579 0.195907 0.09142 0.03751 0.010139 0.044259 0.010523 0.011638 0.00346 0.015098 1.372232 0.371088 14.4 1.41 1.59 17.4 2 5 40 4 4
RL48 1.2906 0.386 0.0609 0.299086 29.90857 0.047187 4.718735 2.3 26.8 14.89 0.043156 0.005579 0.0548889 0.063037 0.456566 0.011845 0.00111 0.012701 0.024386 0.175927 0.020686 0.007059 0.031065 0.072127 0.324182 1.304314 0.623227 0.225968 0.455118 0.075686 0.013748 0.098655 0.15955 0.956675 0.031794 0.023928 0.0703 0.013771 0.004701 0.014962 0.008156 0.032188 0.014915 0.214715 0.094227 0.045565 0.012858 0.04715 0.006097 0.007009 0.002833 0.009842 1.541188 0.383366 3 26.46 14.7 1.49 1.33 22.7 1 5 20 5 3
RL49 1.1619 0.3979 0.0644 0.342456 34.24563 0.055426 5.542646 2.3 26 14.44 0.02369 0.005998 0.0289517 0.052993 0.263603 0.006944 0.001063 0.007058 0.020429 0.11753 0.009856 0.005345 0.017466 0.057417 0.193986 0.812329 0.375236 0.153023 0.284069 0.04049 0.012406 0.053475 0.130838 0.575119 0.017176 0.020627 0.046571 0.005828 0.002112 0.008711 0.004887 0.017065 0.006723 0.129701 0.067198 0.023004 0.007 0.025777 0.010742 0.01006 0.002785 0.012844 0.948366 0.267765 2 23.94 13.3 1.24 1.27 21.1 1 5 20 5 3
RL50 1.2959 0.378 0.0662 0.291689 29.16892 0.051084 5.108419 2.34 26.9 14.94 0.026292 0.006546 0.0338394 0.066671 0.251078 0.008381 0.001365 0.009805 0.029368 0.114428 0.012554 0.006887 0.020316 0.07228 0.208736 0.868549 0.384427 0.163348 0.320774 0.047228 0.014799 0.06396 0.16832 0.574242 0.01022 0.010308 0.02777 0.004355 0.001523 0.004485 0.002336 0.011509 0.004764 0.077267 0.038077 0.014575 0.003858 0.015994 0.00815 0.008581 0.002091 0.010672 0.959986 0.267741 2 26.1 14.5 1.09 1.46 28.2 2 7 10 5 3
RL51 1.2387 0.3611 0.053 0.291515 29.15153 0.042787 4.278679 2.14 26.5 14.72 0.03881 0.006495 0.0479744 0.075346 0.414116 0.011761 0.001254 0.012575 0.031688 0.184987 0.017653 0.007783 0.027741 0.083773 0.300108 1.262063 0.582741 0.242265 0.437057 0.068224 0.015532 0.08829 0.190806 0.899211 0.032444 0.03046 0.07786 0.012352 0.004074 0.010899 0.008846 0.036633 0.014673 0.22824 0.10832 0.044796 0.01292 0.047532 0.008269 0.008433 0.001963 0.010396 1.395079 0.358315 5 24.48 13.6 1.32 1.45 28.8 1 5 20 5 3
RL52 1.2996 0.3901 0.0567 0.300169 30.01693 0.043629 4.362881 2.1 27.2 15.11 0.019582 0.006511 0.0284778 0.067762 0.268071 0.006554 0.000853 0.007201 0.02714 0.124813 0.013634 0.007204 0.021997 0.08005 0.235579 0.915426 0.390403 0.16656 0.358464 0.03977 0.014567 0.057676 0.174951 0.628462 0.023387 0.024348 0.077238 0.010211 0.002902 0.011436 0.007582 0.035672 0.012758 0.205536 0.101587 0.033599 0.010485 0.047108 0.009648 0.008362 0.002747 0.011109 1.035116 0.315471
RL53 1.2813 0.3087 0.06 0.240927 24.09272 0.046827 4.682744 2.16 28.3 15.72 0.032471 0.006412 0.0419860 0.073155 0.313723 0.010274 0.001372 0.011716 0.030423 0.133541 0.01467 0.007989 0.024311 0.081664 0.238677 1.022382 0.467746 0.187326 0.36731 0.057414 0.015773 0.078013 0.185242 0.68594 0.013695 0.011745 0.035625 0.005865 0.001712 0.006562 0.00281 0.016411 0.006771 0.101196 0.04737 0.01956 0.004522 0.022973 0.006661 0.006505 0.002418 0.008923 1.151135 0.2996 5 25.38 14.1 1.33 1.54 20.6 2 5 30 5 3
RL54 1.398 0.4344 0.0696 0.31073 31.07296 0.049785 4.978541 2.48 27.2 15.11 0.022788 0.004565 0.0324619 0.062553 0.317145 0.008538 0.00097 0.009669 0.02969 0.15052 0.018293 0.007385 0.026122 0.082993 0.28856 1.062253 0.439513 0.199388 0.423352 0.049619 0.01292 0.068252 0.175236 0.756225 0.024558 0.02217 0.070167 0.009969 0.003047 0.012621 0.00716 0.036152 0.013126 0.19897 0.092337 0.034527 0.010207 0.048772 0.007618 0.007903 0.002974 0.010877 1.243217 0.352396 3 26.28 14.6 1.27 1.63 20.8 1 5 40 5 4
RL55 1.1822 0.3205 0.0667 0.271105 27.11047 0.05642 5.642023 2.28 27.7 15.39 0.021142 0.004785 0.0313559 0.063319 0.326604 0.007442 0.000957 0.008386 0.030661 0.151685 0.021535 0.007943 0.027236 0.085179 0.303645 1.091875 0.447206 0.199131 0.445538 0.050119 0.013684 0.066978 0.179159 0.781934 0.015495 0.012004 0.037669 0.007127 0.001971 0.007619 0.003115 0.018455 0.008878 0.112333 0.049673 0.022623 0.005086 0.026074 0.006213 0.006944 0.002636 0.009581 1.196762 0.328074 3 26.28 14.6 1.33 1.52 26.8 1 5 10 5 4

APPENDIX 3B RL03 - Mean Values



BBerry Weig SSkin WeighSSeed Weig SSkin mass SSkin as a pSSeed massSSeed as a pNNumber of BBrix Baume DDelphinidinCCyanindin gPPetunidin gPPeonidin glMMalvidin gluDDelphinidinCCyanidin acPPetunidin aPPeonidin acMMalvidin acDDelphinidinCCyanidin coPPetunidin cPPeonidin coMMalvidin coTTAnthocya TTGlucosideTTAcetylglucTTCoumaroyTTDelphinidiTTCyanidininTTPetunidinsTTPeonidinsTTMalvinidin((A) Myricet QQuercetin gQQuercetin g((B) Myriceti((C) Kaemp ((D) Isorham((E) Kaempf((F) Isorham((G) SyringeTTFlavonols TTQ-GlycosiTTM-GlycosiTTK-Glycosi TTI-GlycosidCCaffeic acidCCoumaric aCCoumaric 2TTcoumaric SSPEC TantSSPEC TpheHHWC StreaHHWC Brix HHWC BaumHHWC AnthoHHWC BerryHHWC BMY HHWC BMS HHWC BMV HHWC BMFrHHWC BMLeHHWC Wine
BBerry Weig 1
SSkin Weigh 0.631206 1
SSeed Weig 0.301844 0.202351 1
SSkin mass -0.22347 0.60985 -0.0484 1
SSkin as a p -0.22347 0.60985 -0.0484 1 1
SSeed mass -0.75357 -0.46398 0.381455 0.180735 0.180735 1
SSeed as a p -0.75357 -0.46398 0.381455 0.180735 0.180735 1 1
NNumber of 0.094699 0.084452 0.830313 0.010721 0.010721 0.473195 0.473195 1
BBrix 0.304732 0.052011 0.127747 -0.23338 -0.23338 -0.23087 -0.23087 0.054049 1
BBaume 0.304732 0.052011 0.127747 -0.23338 -0.23338 -0.23087 -0.23087 0.054049 1 1
DDelphinidin 0.118295 0.290625 -0.29991 0.240616 0.240616 -0.31234 -0.31234 -0.22173 -0.11371 -0.11371 1
CCyanindin g 0.116257 0.196219 -0.18614 0.12067 0.12067 -0.25116 -0.25116 -0.18116 0.281435 0.281435 0.532429 1
PPetunidin g 0.061429 0.263737 -0.36475 0.26298 0.26298 -0.29509 -0.29509 -0.256 -0.14573 -0.14573 0.951129 0.400291 1
PPeonidin gl 0.322689 0.175635 -0.10384 -0.12268 -0.12268 -0.36297 -0.36297 -0.15468 0.313131 0.313131 0.663035 0.687974 0.556226 1
MMalvidin glu -0.21298 0.070173 -0.34705 0.297833 0.297833 -0.00564 -0.00564 -0.19262 -0.26156 -0.26156 0.676926 0.085967 0.835455 0.23726 1
DDelphinidin 0.019402 0.155043 -0.19244 0.18013 0.18013 -0.13774 -0.13774 -0.1177 -0.0197 -0.0197 0.849516 0.405588 0.840976 0.572661 0.729315 1
CCyanidin ac -0.10709 0.147657 -0.11199 0.301349 0.301349 0.003252 0.003252 -0.08147 0.26096 0.26096 0.224748 0.823925 0.142829 0.280683 0.03225 0.231915 1
PPetunidin a 0.009854 0.243933 -0.23453 0.297618 0.297618 -0.16315 -0.16315 -0.18626 -0.05367 -0.05367 0.79903 0.408 0.826789 0.494125 0.694702 0.927969 0.277048 1
PPeonidin ac 0.212107 0.014125 0.111308 -0.21544 -0.21544 -0.12505 -0.12505 0.023612 0.438566 0.438566 0.142926 0.413707 0.049268 0.660673 -0.09691 0.340734 0.255092 0.350258 1
MMalvidin ac -0.39431 -0.05551 -0.24898 0.321683 0.321683 0.230917 0.230917 -0.08922 -0.24349 -0.24349 0.350556 -0.06857 0.524937 -0.0189 0.822377 0.616798 0.053519 0.658211 0.084811 1
DDelphinidin -0.30812 -0.53192 -0.11894 -0.35108 -0.35108 0.216231 0.216231 -0.00041 0.048413 0.048413 -0.33666 -0.39664 -0.13439 -0.35328 0.258188 -0.04511 -0.19266 -0.08451 -0.10238 0.394896 1
CCyanidin co 0.34868 -0.01396 -0.00529 -0.39676 -0.39676 -0.32151 -0.32151 -0.08964 0.360495 0.360495 0.302879 0.428189 0.19871 0.759592 -0.05784 0.271001 0.098848 0.206572 0.769424 -0.17137 -0.13851 1
PPetunidin c -0.24211 -0.08352 -0.25845 0.123164 0.123164 0.0767 0.0767 -0.10806 -0.20064 -0.20064 0.402991 -0.05012 0.568518 0.12968 0.795404 0.542684 -0.04673 0.544865 0.144858 0.799229 0.390478 0.197111 1
PPeonidin co 0.300687 -0.03119 0.079154 -0.37061 -0.37061 -0.21191 -0.21191 -0.01895 0.36514 0.36514 0.079492 0.276543 -0.01107 0.663679 -0.13951 0.104732 0.03936 0.034018 0.801038 -0.17507 -0.08974 0.905391 0.168654 1
MMalvidin co -0.39224 -0.24221 -0.18744 0.079471 0.079471 0.285149 0.285149 -0.05275 -0.2982 -0.2982 0.123676 -0.26647 0.320761 -0.10636 0.732633 0.327205 -0.1282 0.303173 0.002451 0.816705 0.580717 -0.02574 0.892586 0.058262 1
TTAnthocya -0.23847 -0.01518 -0.31453 0.209942 0.209942 0.045527 0.045527 -0.16822 -0.20695 -0.20695 0.605239 0.09437 0.759272 0.291311 0.957491 0.736949 0.052078 0.708206 0.125391 0.882987 0.32982 0.109953 0.897581 0.06519 0.838733 1
TTGlucoside -0.10885 0.136586 -0.35754 0.27384 0.27384 -0.11476 -0.11476 -0.22281 -0.18829 -0.18829 0.820376 0.266549 0.930063 0.443683 0.97065 0.821748 0.115273 0.779175 0.030421 0.73272 0.105734 0.104364 0.739108 -0.01862 0.603542 0.928789 1
TTAcetylgluc -0.33335 -0.02422 -0.2381 0.298334 0.298334 0.178641 0.178641 -0.09636 -0.17137 -0.17137 0.425975 0.040939 0.573495 0.118932 0.811469 0.704666 0.120063 0.74507 0.231282 0.985828 0.33605 -0.04139 0.798768 -0.06043 0.772328 0.893032 0.755384 1
TTCoumaroy -0.31222 -0.26475 -0.17317 -0.03438 -0.03438 0.218908 0.218908 -0.05818 -0.18525 -0.18525 0.12624 -0.20238 0.303688 0.032043 0.674098 0.339019 -0.1195 0.300333 0.174346 0.748533 0.589083 0.175967 0.901225 0.265792 0.9753 0.820898 0.57376 0.730512 1
TTDelphinidi -0.04515 0.01855 -0.35567 0.068264 0.068264 -0.19135 -0.19135 -0.21547 -0.07962 -0.07962 0.857033 0.340741 0.912776 0.505325 0.846856 0.893874 0.141438 0.81779 0.132136 0.6079 0.191222 0.243741 0.639628 0.043101 0.451578 0.820388 0.913249 0.659915 0.459957 1
TTCyanidinin 0.17935 0.154667 -0.14849 -0.00043 -0.00043 -0.28024 -0.28024 -0.16815 0.354982 0.354982 0.504928 0.964013 0.366008 0.772431 0.045683 0.407307 0.760103 0.3947 0.580986 -0.09596 -0.35131 0.642995 0.022957 0.497128 -0.21361 0.109953 0.237612 0.033366 -0.10114 0.339237 1
TTPetunidins -0.02056 0.196835 -0.35742 0.259413 0.259413 -0.20881 -0.20881 -0.23436 -0.16306 -0.16306 0.886655 0.324739 0.96905 0.494042 0.89594 0.865956 0.127206 0.867091 0.123884 0.675233 -0.0014 0.22121 0.742921 0.04236 0.506442 0.872145 0.959061 0.721546 0.496442 0.925981 0.318476 1
TTPeonidins 0.329588 0.072437 0.005675 -0.26624 -0.26624 -0.29315 -0.29315 -0.07891 0.393622 0.393622 0.379488 0.528624 0.270473 0.898804 0.033142 0.381771 0.196799 0.313226 0.857436 -0.07487 -0.22848 0.91313 0.164687 0.91598 -0.02389 0.191418 0.209719 0.069199 0.167503 0.285191 0.699312 0.278012 1
TTMalvinidin -0.32924 -0.05533 -0.29942 0.254559 0.254559 0.14275 0.14275 -0.13831 -0.2898 -0.2898 0.474113 -0.05797 0.661169 0.085051 0.949664 0.6284 -0.01317 0.611709 -0.03084 0.924285 0.414961 -0.07736 0.88985 -0.09337 0.896203 0.975914 0.871684 0.900801 0.842074 0.728808 -0.06787 0.787708 -0.00736 1
((A) Myriceti -0.32795 0.053306 -0.33849 0.409627 0.409627 0.08552 0.08552 -0.11287 -0.29625 -0.29625 0.547004 0.041274 0.649782 0.056431 0.779794 0.579494 0.064449 0.564547 -0.17554 0.751155 0.108167 -0.24154 0.59529 -0.31467 0.555205 0.735357 0.742695 0.723512 0.458112 0.632866 -0.04103 0.69409 -0.14768 0.760009 1
QQuercetin g -0.50356 -0.22555 -0.44518 0.217403 0.217403 0.200371 0.200371 -0.14314 -0.3206 -0.3206 0.387837 0.09883 0.452999 0.067662 0.53412 0.406874 0.058079 0.43089 -0.03794 0.621624 0.2051 -0.1003 0.43361 -0.19594 0.429723 0.551626 0.515962 0.605353 0.374273 0.511714 0.044609 0.494276 -0.06405 0.560944 0.779581 1
QQuercetin g -0.34944 -0.16329 -0.37983 0.149415 0.149415 0.08465 0.08465 -0.09124 -0.13307 -0.13307 0.403314 0.169082 0.443867 0.198091 0.513577 0.41101 0.092158 0.353231 0.023257 0.509369 0.203576 0.032807 0.43352 -0.04185 0.40092 0.53385 0.517312 0.506446 0.382244 0.525305 0.142649 0.47663 0.079896 0.515431 0.810991 0.890311 1
((B) Myriceti -0.3812 -0.11962 -0.31149 0.242191 0.242191 0.166076 0.166076 -0.09946 -0.26592 -0.26592 0.353331 -0.0594 0.51054 -0.04332 0.766603 0.488617 0.037264 0.470989 -0.17657 0.805927 0.382697 -0.29916 0.597035 -0.32424 0.668671 0.749812 0.6849 0.762618 0.575647 0.582941 -0.13426 0.58394 -0.20015 0.802717 0.923974 0.760696 0.779635 1
((C) Kaempf -0.35212 -0.06187 -0.35145 0.281544 0.281544 0.107443 0.107443 -0.10382 -0.28779 -0.28779 0.592733 0.158042 0.600033 0.200721 0.667826 0.547866 0.102026 0.440478 -0.10837 0.543429 0.054685 -0.03821 0.521971 -0.10843 0.470169 0.642081 0.673238 0.534295 0.419966 0.64143 0.113066 0.621805 0.0279 0.626633 0.858069 0.762646 0.866996 0.769654 1
((D) Isorham -0.44094 -0.31245 -0.26897 0.0422 0.0422 0.279537 0.279537 -0.02887 -0.16114 -0.16114 0.246258 0.111236 0.258161 0.170834 0.395193 0.162914 0.023615 0.004485 -0.16614 0.20938 0.192817 0.081238 0.365839 0.080141 0.401992 0.393889 0.38463 0.179077 0.401828 0.340043 0.10781 0.27852 0.090206 0.386195 0.470605 0.545922 0.685499 0.470769 0.682725 1
((E) Kaempf -0.44105 -0.18471 -0.36719 0.223635 0.223635 0.17718 0.17718 -0.06777 -0.21847 -0.21847 0.367075 0.12798 0.404812 0.069923 0.508886 0.387645 0.139818 0.32081 -0.10873 0.507905 0.222617 -0.11785 0.398536 -0.18035 0.397369 0.502781 0.489865 0.487795 0.34848 0.498875 0.07172 0.435344 -0.068 0.511478 0.814412 0.876175 0.957456 0.79132 0.897868 0.661706 1
((F) Isorham -0.3084 -0.24125 -0.32425 0.011564 0.011564 0.090679 0.090679 -0.07805 -0.04129 -0.04129 0.205934 0.025479 0.283309 0.103682 0.466996 0.312851 0.037608 0.23 0.037992 0.51534 0.401081 0.000328 0.42188 0.013537 0.491523 0.517046 0.430131 0.500536 0.485698 0.432706 0.023638 0.343738 0.062545 0.522147 0.737912 0.780025 0.932138 0.81054 0.77028 0.654591 0.892096 1
((G) Syringe -0.30166 -0.1277 -0.254 0.152677 0.152677 0.1332 0.1332 -0.07627 -0.15287 -0.15287 0.205585 -0.12991 0.397289 -0.10009 0.719423 0.406427 0.000969 0.379604 -0.15915 0.795217 0.519888 -0.31293 0.566347 -0.29433 0.697247 0.718076 0.613292 0.744881 0.615245 0.506896 -0.19345 0.483539 -0.21066 0.784985 0.819584 0.648643 0.682716 0.958221 0.613092 0.390643 0.678684 0.789892 1
TTFlavonols -0.40805 -0.16233 -0.39013 0.211134 0.211134 0.139277 0.139277 -0.10591 -0.21439 -0.21439 0.412807 0.084085 0.49621 0.107745 0.64121 0.460478 0.069729 0.412867 -0.06843 0.651116 0.269488 -0.09853 0.523506 -0.15518 0.531209 0.647424 0.611551 0.630159 0.480518 0.574604 0.036741 0.545845 -0.03133 0.657011 0.900892 0.908334 0.971949 0.897162 0.886234 0.664992 0.95217 0.931464 0.811686 1
TTQ-Glycosi -0.41177 -0.18903 -0.41216 0.176788 0.176788 0.126917 0.126917 -0.11155 -0.20146 -0.20146 0.408228 0.149042 0.458344 0.157932 0.533786 0.420051 0.082695 0.38915 0.002638 0.561258 0.209292 -0.01249 0.4446 -0.09633 0.421121 0.553616 0.530028 0.553634 0.389223 0.533982 0.112304 0.494893 0.032041 0.544342 0.820773 0.951019 0.987467 0.79294 0.852924 0.654591 0.953685 0.903171 0.688305 0.97467 1
TTM-Glycosi -0.34739 0.007206 -0.33632 0.370444 0.370444 0.108675 0.108675 -0.11095 -0.29254 -0.29254 0.502795 0.014592 0.621904 0.03023 0.78809 0.563665 0.058056 0.547764 -0.17849 0.777451 0.184287 -0.26085 0.604828 -0.32206 0.594439 0.750476 0.738326 0.745138 0.496972 0.62896 -0.06695 0.674778 -0.16416 0.783168 0.994603 0.786329 0.814834 0.958668 0.847151 0.477816 0.820549 0.76885 0.869673 0.913598 0.825721 1
TTK-Glycosi -0.42519 -0.15383 -0.37049 0.244751 0.244751 0.161179 0.161179 -0.07941 -0.2427 -0.2427 0.438709 0.139193 0.468627 0.108428 0.564627 0.441189 0.132071 0.361462 -0.11093 0.528687 0.179777 -0.09779 0.441895 -0.1638 0.426369 0.552833 0.552121 0.511259 0.376076 0.549766 0.08494 0.497323 -0.04228 0.554878 0.843968 0.862536 0.952065 0.801896 0.94574 0.681629 0.992202 0.876448 0.674446 0.953609 0.945297 0.845406 1
TTI-Glycosid -0.37527 -0.28325 -0.33278 0.022218 0.022218 0.157918 0.157918 -0.06872 -0.08265 -0.08265 0.235295 0.054748 0.298111 0.133335 0.481761 0.290418 0.036191 0.176915 -0.02375 0.459668 0.36723 0.026037 0.438019 0.035766 0.502633 0.519535 0.45028 0.438754 0.498136 0.438092 0.052256 0.35068 0.076355 0.520985 0.712408 0.768447 0.928814 0.767875 0.804435 0.816872 0.89071 0.970783 0.726688 0.92179 0.896901 0.738303 0.885094 1
CCaffeic acid 0.260888 0.652961 0.057588 0.531594 0.531594 -0.19366 -0.19366 0.022392 -0.03512 -0.03512 0.415801 0.256247 0.315496 0.304 0.094072 0.348122 0.108859 0.436111 0.26122 0.107001 -0.65435 0.107611 0.014726 0.081041 -0.20532 0.074322 0.189161 0.171272 -0.21288 0.100475 0.230528 0.287067 0.228194 0.005922 0.137552 0.006357 -0.03 -0.10077 0.095021 -0.22251 -0.084 -0.20812 -0.20919 -0.05182 -0.01816 0.074996 -0.0351 -0.22942 1
CCoumaric a 0.368676 0.519529 0.165604 0.256514 0.256514 -0.22434 -0.22434 0.109786 0.106056 0.106056 0.356504 0.270339 0.210271 0.413392 -0.04878 0.334764 0.074338 0.36777 0.456427 -0.01384 -0.57826 0.328374 -0.05345 0.287825 -0.27218 -0.01585 0.073011 0.078509 -0.22334 0.083653 0.307834 0.185568 0.409328 -0.11808 0.029538 -0.03764 0.000753 -0.18411 0.057252 -0.21251 -0.08588 -0.14079 -0.27599 -0.07111 -0.01254 -0.02797 -0.04717 -0.17488 0.900607 1
CCoumaric 2 0.38847 0.327562 0.349181 0.012911 0.012911 -0.12483 -0.12483 0.235952 0.275556 0.275556 0.20658 0.210812 0.058773 0.468181 -0.09012 0.17037 0.03289 0.067702 0.366589 -0.22301 -0.46959 0.407427 -0.03729 0.491982 -0.17807 -0.05381 0.014933 -0.14801 -0.09166 -0.02215 0.286116 0.040799 0.513924 -0.15594 -0.11182 -0.33169 -0.10364 -0.24751 0.026022 0.113378 -0.17061 -0.11785 -0.28831 -0.16758 -0.18532 -0.15033 -0.11855 -0.05393 0.504512 0.657617 1
TTcoumaric 0.394793 0.509956 0.214182 0.220396 0.220396 -0.2167 -0.2167 0.142932 0.148121 0.148121 0.346097 0.273871 0.190829 0.449551 -0.0604 0.32001 0.07002 0.326363 0.464641 -0.05878 -0.58975 0.364592 -0.05322 0.348018 -0.26853 -0.0248 0.065105 0.035401 -0.20886 0.066314 0.321574 0.166075 0.455751 -0.13309 0.001478 -0.10191 -0.02122 -0.20844 0.054072 -0.15642 -0.10886 -0.14433 -0.29502 -0.09569 -0.04973 -0.05544 -0.06504 -0.15978 0.870656 0.987294 0.768974 1
SSPEC Tant -0.32307 -0.05981 -0.30866 0.246134 0.246134 0.138667 0.138667 -0.14503 -0.24229 -0.24229 0.486082 0.015335 0.673211 0.121085 0.926252 0.61873 0.069852 0.606686 -0.04001 0.88176 0.416205 -0.07363 0.802148 -0.11662 0.827777 0.938846 0.861782 0.8617 0.773313 0.738375 -0.00284 0.771898 -0.00232 0.955679 0.760222 0.616183 0.561044 0.816966 0.622378 0.386686 0.563985 0.575498 0.806232 0.693848 0.594454 0.787191 0.592425 0.561848 -0.07281 -0.16577 -0.2386 -0.191 1
SSPEC Tphe -0.21526 -0.03163 -0.24019 0.169807 0.169807 0.081752 0.081752 -0.1191 -0.10496 -0.10496 0.40663 0.06658 0.592944 0.193878 0.843457 0.584894 0.092506 0.581929 0.113012 0.848577 0.46223 0.016063 0.742181 -0.00413 0.785881 0.890363 0.790372 0.846188 0.761052 0.685449 0.065895 0.696309 0.110666 0.89108 0.709921 0.588509 0.589209 0.820342 0.554568 0.369287 0.536662 0.649517 0.844838 0.69933 0.603982 0.750685 0.553063 0.612802 -0.08926 -0.13016 -0.19079 -0.1507 0.933286 1
HHWC Strea 0.034787 -0.25099 0.242166 -0.37548 -0.37548 0.150323 0.150323 0.290791 0.289261 0.289261 -0.21661 -0.20917 -0.241 -0.00207 -0.15513 -0.16182 -0.19879 -0.26885 0.125168 -0.10934 -0.00182 0.117168 -0.0367 0.181285 0.017437 -0.10633 -0.17339 -0.11096 0.048522 -0.22434 -0.13961 -0.21808 0.10356 -0.09957 -0.18226 -0.21647 -0.13441 -0.12578 -0.10984 0.058985 -0.18135 -0.0556 -0.10457 -0.14404 -0.16605 -0.16959 -0.16448 -0.0233 -0.11638 -0.03743 0.207009 0.008613 -0.14025 -0.11259 1
HHWC Brix 0.169959 0.132911 0.201075 0.029682 0.029682 -0.0636 -0.0636 0.180681 0.547824 0.547824 -0.14006 0.079119 -0.14249 0.004634 -0.18031 -0.0312 0.178563 0.045077 0.302004 0.008028 0.0044 0.098526 0.003282 0.091684 -0.08425 -0.10269 -0.16595 0.047831 -0.04999 -0.13036 0.115011 -0.09318 0.096984 -0.12084 -0.02215 -0.13211 -0.02394 -0.04359 -0.13401 -0.17889 -0.09519 7.62E-05 0.007827 -0.05355 -0.0622 -0.02837 -0.10795 -0.05763 0.108565 0.193928 0.173297 0.20091 -0.12883 0.003681 0.191471 1
HHWC Baum 0.178436 0.139334 0.18983 0.028715 0.028715 -0.07758 -0.07758 0.175665 0.552858 0.552858 -0.1297 0.081466 -0.13653 0.019356 -0.17599 -0.01767 0.173315 0.048371 0.310017 0.005996 -0.00169 0.109435 0.000861 0.108529 -0.08409 -0.09752 -0.15891 0.047977 -0.04665 -0.12217 0.11952 -0.08924 0.112683 -0.11905 -0.01884 -0.13156 -0.01504 -0.04426 -0.12893 -0.16842 -0.08849 0.013431 0.010042 -0.0469 -0.05595 -0.02611 -0.10157 -0.04379 0.114 0.206619 0.193205 0.215477 -0.12519 0.011616 0.191471 1 1
HHWC Antho -0.34616 -0.08163 -0.51452 0.242943 0.242943 -0.00479 -0.00479 -0.40323 -0.2496 -0.2496 0.328363 0.012412 0.534386 -0.06245 0.755709 0.338472 0.065811 0.410291 -0.30681 0.684081 0.352365 -0.24537 0.591499 -0.32776 0.604802 0.693178 0.666942 0.623427 0.507996 0.539042 -0.06069 0.595449 -0.23302 0.754373 0.63842 0.59196 0.503949 0.688578 0.483704 0.354293 0.511881 0.48952 0.671881 0.600165 0.546377 0.662166 0.51341 0.486448 -0.13392 -0.28916 -0.3938 -0.32658 0.78319 0.677689 -0.3063 -0.13045 -0.13269 1
HHWC Berry 0.830471 0.419205 0.295792 -0.2911 -0.2911 -0.60817 -0.60817 0.139912 0.402322 0.402322 0.089625 0.17887 0.081821 0.319978 -0.14138 0.03129 0.037688 0.019474 0.247257 -0.34659 -0.12729 0.393686 -0.13923 0.34614 -0.27776 -0.14813 -0.04683 -0.28026 -0.17699 0.020216 0.258634 0.022843 0.354863 -0.24653 -0.38891 -0.57057 -0.44224 -0.39403 -0.46051 -0.47673 -0.51384 -0.36884 -0.26692 -0.46902 -0.49725 -0.3964 -0.5083 -0.43382 0.033588 0.138129 0.278341 0.174299 -0.22281 -0.12562 0.025623 0.20288 0.213071 -0.22542 1
HHWC BMY 0.346355 -0.01626 0.278481 -0.36406 -0.36406 -0.13741 -0.13741 0.192532 0.120845 0.120845 -0.2551 -0.05379 -0.38796 -0.00975 -0.51322 -0.27272 -0.09683 -0.34739 0.224431 -0.5079 -0.12463 0.307383 -0.25777 0.346335 -0.27609 -0.43237 -0.46648 -0.46767 -0.18561 -0.34224 0.04706 -0.39289 0.192512 -0.47623 -0.61011 -0.52943 -0.51633 -0.59811 -0.42508 -0.26431 -0.47912 -0.47518 -0.56538 -0.56412 -0.53298 -0.61637 -0.47272 -0.44666 -0.09142 0.017822 0.200731 0.055908 -0.53621 -0.49897 0.265863 -0.01679 -0.02001 -0.59914 0.318469 1
HHWC BMS 0.289193 0.290156 -0.04414 0.082438 0.082438 -0.28717 -0.28717 -0.12458 0.34956 0.34956 0.204463 0.376979 0.171238 0.436964 -0.05186 0.061462 0.297053 0.069884 0.240397 -0.258 -0.38473 0.307669 -0.1818 0.317989 -0.28771 -0.08083 0.062915 -0.19232 -0.21858 -0.0049 0.409649 0.081592 0.397036 -0.18325 -0.21551 -0.26435 -0.23098 -0.27036 -0.22302 -0.13204 -0.26829 -0.23292 -0.24514 -0.25267 -0.248 -0.23392 -0.26046 -0.21974 0.162784 0.14075 0.243767 0.169525 -0.08757 -0.07397 -0.00677 0.074468 0.095579 -0.05993 0.387213 0.064078 1
HHWC BMVi 0.382678 0.273178 0.12902 -0.04933 -0.04933 -0.27321 -0.27321 0.105514 0.224615 0.224615 -0.07057 0.198038 -0.10557 0.220524 -0.22177 -0.09396 0.186749 -0.07606 0.311687 -0.21669 -0.19059 0.267699 -0.11669 0.346229 -0.15238 -0.15292 -0.15709 -0.16421 -0.07939 -0.17944 0.254427 -0.11688 0.318281 -0.21642 -0.3308 -0.37973 -0.37375 -0.33534 -0.37224 -0.30232 -0.43952 -0.33623 -0.24934 -0.37922 -0.38458 -0.33722 -0.42865 -0.35304 0.15476 0.191373 0.167973 0.197353 -0.22507 -0.1327 -0.0085 0.345246 0.343441 -0.30182 0.433773 0.216273 0.30414 1
HHWC BMFr -0.48442 -0.26037 -0.32143 0.152207 0.152207 0.268148 0.268148 -0.10355 -0.1057 -0.1057 0.079885 -0.10928 0.172682 -0.131 0.29928 0.015387 -0.03632 0.023089 -0.28941 0.20181 0.246253 -0.15514 0.225499 -0.16912 0.284223 0.252147 0.238779 0.148994 0.238431 0.204417 -0.13238 0.186147 -0.19046 0.298385 0.396278 0.46924 0.486252 0.409417 0.452703 0.497811 0.542081 0.494332 0.346508 0.495332 0.491712 0.406083 0.526861 0.536149 -0.26893 -0.31196 -0.28348 -0.32366 0.36864 0.308187 -0.05594 -0.27465 -0.26268 0.381308 -0.3606 -0.27039 -0.02471 -0.46867 1
HHWC BMLe 0.345975 0.228536 0.00426 -0.05287 -0.05287 -0.35566 -0.35566 0.052851 0.041421 0.041421 0.244296 0.209172 0.255815 0.226354 0.106503 0.248768 0.088208 0.32356 0.183724 0.018394 -0.13499 0.313716 0.267079 0.189642 -0.00655 0.127465 0.167864 0.071722 0.044905 0.192523 0.261742 0.29877 0.227328 0.057449 -0.01316 -0.12387 -0.09607 -0.08752 -0.04805 -0.1349 -0.11383 -0.17025 -0.12311 -0.10778 -0.108 -0.03375 -0.09734 -0.17293 0.188238 0.179042 0.236438 0.200712 -0.03619 -0.07063 -0.08937 0.065765 0.057492 -0.016 0.336187 0.227436 0.127528 0.133519 -0.12605 1
HHWC Wine 0.159689 0.133548 0.064258 0.002921 0.002921 -0.09029 -0.09029 -0.01654 0.214072 0.214072 -0.19291 0.002745 -0.12165 -0.0534 -0.00272 -0.13415 0.037206 -0.11292 -0.04513 0.009898 0.129818 -0.1902 -0.17214 -0.11173 -0.00489 -0.03596 -0.04074 -0.00903 -0.03039 -0.12981 -0.054 -0.14846 -0.08455 -0.00085 -0.10789 -0.17486 -0.19637 0.01098 -0.28575 -0.11716 -0.23479 -0.06731 0.152145 -0.13193 -0.19348 -0.07699 -0.25356 -0.08884 -0.13549 -0.18374 -0.1224 -0.1816 0.080328 0.1767 0.147435 0.140272 0.151288 -0.05262 0.118576 -0.00658 -0.0143 0.172753 -0.19711 -0.24529 1

APPENDIX 3B RL03 - R Values



BBerry Weig SSkin WeighSSeed Weig SSkin mass SSkin as a pSSeed massSSeed as a pNNumber of BBrix Baume DDelphinidinCCyanindin gPPetunidin gPPeonidin glMMalvidin gluDDelphinidinCCyanidin acPPetunidin aPPeonidin acMMalvidin acDDelphinidinCCyanidin coPPetunidin cPPeonidin coMMalvidin coTTAnthocya TTGlucosideTTAcetylglucTTCoumaroyTTDelphinidiTTCyanidininTTPetunidinsTTPeonidinsTTMalvinidin((A) Myricet QQuercetin gQQuercetin g((B) Myriceti((C) Kaemp ((D) Isorham((EE) Kaempf((F) Isorham((G) SyringeTTFlavonols TTQ-GlycosiTTM-GlycosiTTK-Glycosi TTI-GlycosidCCaffeic acidCCoumaric aCCoumaric 2TTcoumaric SSPEC TantSSPEC TpheHHWC StreaHHWC Brix HHWC BaumHHWC AnthoHHWC BerryHHWC BMY HHWC BMS HHWC BMV HHWC BMFrHHWC BMLeHHWC Wine
BBerry Weig 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin Weigh 0.398421 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed Weig 0.09111 0.040946 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin mass 0.049939 0.371917 0.002343 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin as a p 0.049939 0.371917 0.002343 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed mass 0.567867 0.215277 0.145508 0.032665 0.032665 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed as a p 0.567867 0.215277 0.145508 0.032665 0.032665 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
NNumber of 0.008968 0.007132 0.689419 0.000115 0.000115 0.223914 0.223914 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
BBrix 0.092862 0.002705 0.016319 0.054468 0.054468 0.053301 0.053301 0.002921 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
BBaume 0.092862 0.002705 0.016319 0.054468 0.054468 0.053301 0.053301 0.002921 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DDelphinidin 0.013994 0.084463 0.089943 0.057896 0.057896 0.097558 0.097558 0.049164 0.012931 0.012931 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCyanindin g 0.013516 0.038502 0.034647 0.014561 0.014561 0.063081 0.063081 0.03282 0.079206 0.079206 0.28348 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPetunidin g 0.003774 0.069557 0.133043 0.069159 0.069159 0.087079 0.087079 0.065537 0.021238 0.021238 0.904646 0.160233 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPeonidin gl 0.104128 0.030848 0.010783 0.01505 0.01505 0.131748 0.131748 0.023927 0.098051 0.098051 0.439615 0.473308 0.309387 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MMalvidin glu 0.045361 0.004924 0.120444 0.088704 0.088704 3.18E-05 3.18E-05 0.037104 0.068411 0.068411 0.458229 0.00739 0.697986 0.056292 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DDelphinidin 0.000376 0.024038 0.037033 0.032447 0.032447 0.018974 0.018974 0.013854 0.000388 0.000388 0.721678 0.164501 0.707241 0.32794 0.531901 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCyanidin ac 0.011468 0.021803 0.012541 0.090811 0.090811 1.06E-05 1.06E-05 0.006638 0.0681 0.0681 0.050512 0.678852 0.0204 0.078783 0.00104 0.053784 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPetunidin a 9.71E-05 0.059503 0.055004 0.088576 0.088576 0.026618 0.026618 0.034694 0.002881 0.002881 0.638449 0.166464 0.68358 0.24416 0.482611 0.861127 0.076756 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPeonidin ac 0.04499 0.0002 0.012389 0.046413 0.046413 0.015638 0.015638 0.000558 0.19234 0.19234 0.020428 0.171153 0.002427 0.436489 0.009391 0.1161 0.065072 0.122681 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MMalvidin ac 0.155478 0.003082 0.061993 0.10348 0.10348 0.053323 0.053323 0.00796 0.059288 0.059288 0.12289 0.004702 0.275559 0.000357 0.676304 0.380439 0.002864 0.433241 0.007193 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DDelphinidin 0.094938 0.282941 0.014147 0.123259 0.123259 0.046756 0.046756 1.67E-07 0.002344 0.002344 0.113341 0.157322 0.01806 0.124805 0.066661 0.002035 0.037119 0.007142 0.010481 0.155942 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCyanidin co 0.121578 0.000195 2.79E-05 0.157419 0.157419 0.103369 0.103369 0.008035 0.129957 0.129957 0.091736 0.183345 0.039486 0.576979 0.003346 0.073442 0.009771 0.042672 0.592014 0.029367 0.019186 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPetunidin c 0.058619 0.006976 0.066797 0.015169 0.015169 0.005883 0.005883 0.011676 0.040254 0.040254 0.162402 0.002512 0.323212 0.016817 0.632667 0.294506 0.002184 0.296878 0.020984 0.638767 0.152473 0.038853 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPeonidin co 0.090412 0.000973 0.006265 0.137354 0.137354 0.044904 0.044904 0.000359 0.133327 0.133327 0.006319 0.076476 0.000122 0.44047 0.019464 0.010969 0.001549 0.001157 0.641663 0.030651 0.008053 0.819733 0.028444 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MMalvidin co 0.153851 0.058666 0.035135 0.006316 0.006316 0.08131 0.08131 0.002783 0.088926 0.088926 0.015296 0.071004 0.102888 0.011313 0.536752 0.107063 0.016435 0.091914 6.01E-06 0.667007 0.337232 0.000663 0.796709 0.003394 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTAnthocya 0.056868 0.00023 0.098929 0.044076 0.044076 0.002073 0.002073 0.028298 0.042828 0.042828 0.366315 0.008906 0.576493 0.084862 0.916789 0.543093 0.002712 0.501556 0.015723 0.779666 0.108781 0.01209 0.805651 0.00425 0.703474 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTGlucoside 0.011848 0.018656 0.127834 0.074989 0.074989 0.01317 0.01317 0.049644 0.035453 0.035453 0.673016 0.071048 0.865018 0.196855 0.942161 0.67527 0.013288 0.607114 0.000925 0.536878 0.01118 0.010892 0.54628 0.000347 0.364263 0.86265 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTAcetylgluc 0.111122 0.000587 0.056694 0.089003 0.089003 0.031913 0.031913 0.009286 0.029366 0.029366 0.181455 0.001676 0.328896 0.014145 0.658482 0.496554 0.014415 0.555129 0.053491 0.971858 0.11293 0.001713 0.63803 0.003652 0.59649 0.797507 0.570605 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTCoumaroy 0.097479 0.070093 0.029987 0.001182 0.001182 0.047921 0.047921 0.003385 0.034319 0.034319 0.015937 0.040956 0.092226 0.001027 0.454408 0.114934 0.01428 0.0902 0.030396 0.560301 0.347019 0.030964 0.812207 0.070645 0.951211 0.673874 0.329201 0.533647 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTDelphinidi 0.002039 0.000344 0.126504 0.00466 0.00466 0.036616 0.036616 0.046427 0.006339 0.006339 0.734506 0.116104 0.83316 0.255353 0.717165 0.799011 0.020005 0.668781 0.01746 0.369543 0.036566 0.05941 0.409124 0.001858 0.203922 0.673036 0.834024 0.435488 0.211561 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTCyanidinin 0.032166 0.023922 0.02205 1.86E-07 1.86E-07 0.078537 0.078537 0.028275 0.126012 0.126012 0.254952 0.929321 0.133962 0.59665 0.002087 0.165899 0.577757 0.155788 0.337545 0.009208 0.123415 0.413442 0.000527 0.247136 0.04563 0.01209 0.05646 0.001113 0.01023 0.115082 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTPetunidins 0.000423 0.038744 0.127747 0.067295 0.067295 0.0436 0.0436 0.054927 0.02659 0.02659 0.786157 0.105455 0.939058 0.244078 0.802709 0.749879 0.016181 0.751847 0.015347 0.455939 1.97E-06 0.048934 0.551931 0.001794 0.256483 0.760636 0.919799 0.520629 0.246455 0.857442 0.101427 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTPeonidins 0.108628 0.005247 3.22E-05 0.070886 0.070886 0.085938 0.085938 0.006226 0.154938 0.154938 0.144011 0.279443 0.073156 0.807849 0.001098 0.145749 0.03873 0.09811 0.735196 0.005606 0.052204 0.833806 0.027122 0.839019 0.000571 0.036641 0.043982 0.004788 0.028057 0.081334 0.489038 0.07729 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTMalvinidin 0.108397 0.003061 0.089655 0.0648 0.0648 0.020378 0.020378 0.019129 0.083984 0.083984 0.224783 0.00336 0.437145 0.007234 0.901861 0.394886 0.000173 0.374188 0.000951 0.854302 0.172192 0.005985 0.791834 0.008718 0.80318 0.952409 0.759832 0.811442 0.709089 0.531161 0.004607 0.620483 5.42E-05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((A) Myriceti 0.107551 0.002842 0.114577 0.167795 0.167795 0.007314 0.007314 0.01274 0.087767 0.087767 0.299213 0.001704 0.422217 0.003184 0.608079 0.335813 0.004154 0.318713 0.030814 0.564234 0.0117 0.058339 0.35437 0.099018 0.308252 0.54075 0.551596 0.52347 0.209867 0.40052 0.001684 0.481761 0.021809 0.577614 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQuercetin g 0.253577 0.050871 0.198186 0.047264 0.047264 0.040149 0.040149 0.020489 0.102785 0.102785 0.150417 0.009767 0.205208 0.004578 0.285284 0.165547 0.003373 0.185666 0.00144 0.386417 0.042066 0.010061 0.188018 0.038393 0.184662 0.304291 0.266216 0.366452 0.14008 0.261851 0.00199 0.244309 0.004102 0.314659 0.607747 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQuercetin g 0.12211 0.026664 0.144268 0.022325 0.022325 0.007166 0.007166 0.008324 0.017708 0.017708 0.162662 0.028589 0.197018 0.03924 0.263761 0.168929 0.008493 0.124772 0.000541 0.259457 0.041443 0.001076 0.18794 0.001752 0.160737 0.284995 0.267612 0.256487 0.14611 0.275945 0.020349 0.227176 0.006383 0.265669 0.657707 0.792654 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((B) Myriceti 0.145314 0.01431 0.097026 0.058657 0.058657 0.027581 0.027581 0.009892 0.070714 0.070714 0.124843 0.003529 0.260651 0.001877 0.587681 0.238747 0.001389 0.221831 0.031175 0.649518 0.146457 0.089497 0.356451 0.105133 0.44712 0.562219 0.469088 0.581586 0.33137 0.339821 0.018025 0.340986 0.040058 0.644355 0.853728 0.578658 0.60783 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((C) Kaempf 0.123991 0.003828 0.123514 0.079267 0.079267 0.011544 0.011544 0.010779 0.082823 0.082823 0.351332 0.024977 0.36004 0.040289 0.445991 0.300157 0.010409 0.194021 0.011745 0.295315 0.00299 0.00146 0.272454 0.011757 0.221058 0.412269 0.45325 0.285471 0.176372 0.411433 0.012784 0.386641 0.000778 0.392669 0.736283 0.581629 0.751682 0.592368 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((D) Isorham 0.194424 0.097624 0.072346 0.001781 0.001781 0.078141 0.078141 0.000833 0.025966 0.025966 0.060643 0.012373 0.066647 0.029184 0.156178 0.026541 0.000558 2.01E-05 0.027603 0.04384 0.037179 0.0066 0.133838 0.006423 0.161597 0.155149 0.14794 0.032069 0.161466 0.11563 0.011623 0.077574 0.008137 0.149147 0.221469 0.298031 0.469909 0.221623 0.466114 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((E) Kaempf 0.194526 0.034117 0.13483 0.050013 0.050013 0.031393 0.031393 0.004593 0.047727 0.047727 0.134744 0.016379 0.163873 0.004889 0.258965 0.150269 0.019549 0.102919 0.011822 0.257968 0.049558 0.013889 0.158831 0.032526 0.157902 0.252789 0.239968 0.237944 0.121438 0.248876 0.005144 0.189524 0.004624 0.26161 0.663266 0.767682 0.916722 0.626188 0.806167 0.437855 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((F) Isorham 0.095111 0.0582 0.105136 0.000134 0.000134 0.008223 0.008223 0.006092 0.001705 0.001705 0.042409 0.000649 0.080264 0.01075 0.218085 0.097876 0.001414 0.0529 0.001443 0.265575 0.160866 1.08E-07 0.177983 0.000183 0.241595 0.267337 0.185013 0.250536 0.235902 0.187234 0.000559 0.118156 0.003912 0.272638 0.544514 0.608439 0.868881 0.656975 0.593332 0.42849 0.795836 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((G) Syringe 0.090997 0.016307 0.064518 0.02331 0.02331 0.017742 0.017742 0.005817 0.023369 0.023369 0.042265 0.016877 0.157838 0.010018 0.51757 0.165183 9.39E-07 0.144099 0.025327 0.63237 0.270284 0.097928 0.320749 0.086628 0.486154 0.515634 0.376127 0.554847 0.378526 0.256944 0.037422 0.23381 0.044378 0.616201 0.671718 0.420738 0.4661 0.918187 0.375881 0.152602 0.460612 0.62393 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTFlavonols 0.166502 0.02635 0.152204 0.044578 0.044578 0.019398 0.019398 0.011217 0.045964 0.045964 0.17041 0.00707 0.246224 0.011609 0.41115 0.21204 0.004862 0.170459 0.004683 0.423953 0.072624 0.009707 0.274058 0.024081 0.282183 0.419158 0.373995 0.3971 0.230898 0.33017 0.00135 0.297947 0.000982 0.431663 0.811607 0.82507 0.944684 0.8049 0.785411 0.442215 0.906628 0.867625 0.658834 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTQ-Glycosi 0.169552 0.035733 0.169874 0.031254 0.031254 0.016108 0.016108 0.012444 0.040587 0.040587 0.16665 0.022213 0.210079 0.024943 0.284927 0.176443 0.006838 0.151438 6.96E-06 0.315011 0.043803 0.000156 0.197669 0.009279 0.177343 0.306491 0.28093 0.306511 0.151494 0.285136 0.012612 0.244919 0.001027 0.296308 0.673668 0.904438 0.975091 0.628753 0.727479 0.42849 0.909515 0.815717 0.473764 0.949982 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTM-Glycosi 0.12068 5.19E-05 0.113112 0.137229 0.137229 0.01181 0.01181 0.01231 0.085578 0.085578 0.252803 0.000213 0.386764 0.000914 0.621086 0.317719 0.003371 0.300045 0.031859 0.60443 0.033962 0.06804 0.365817 0.103722 0.353358 0.563214 0.545125 0.55523 0.246981 0.39559 0.004482 0.455326 0.026949 0.613352 0.989236 0.618313 0.663955 0.919043 0.717664 0.228308 0.6733 0.591131 0.75633 0.834662 0.681814 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTK-Glycosi 0.180786 0.023665 0.137261 0.059903 0.059903 0.025979 0.025979 0.006306 0.058905 0.058905 0.192466 0.019375 0.219611 0.011757 0.318803 0.194647 0.017443 0.130655 0.012304 0.27951 0.03232 0.009563 0.195272 0.02683 0.181791 0.305624 0.304838 0.261386 0.141433 0.302243 0.007215 0.24733 0.001788 0.30789 0.712282 0.743968 0.906427 0.643037 0.894425 0.464618 0.984465 0.768161 0.454877 0.909371 0.893587 0.714711 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTI-Glycosid 0.140828 0.08023 0.110742 0.000494 0.000494 0.024938 0.024938 0.004722 0.006832 0.006832 0.055364 0.002997 0.08887 0.017778 0.232094 0.084343 0.00131 0.031299 0.000564 0.211294 0.134858 0.000678 0.191861 0.001279 0.25264 0.269917 0.202752 0.192505 0.24814 0.191924 0.002731 0.122977 0.00583 0.271426 0.507525 0.590511 0.862695 0.589633 0.647116 0.66728 0.793364 0.942419 0.528076 0.849698 0.804432 0.545091 0.783391 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCaffeic acid 0.068062 0.426358 0.003316 0.282592 0.282592 0.037505 0.037505 0.000501 0.001233 0.001233 0.17289 0.065663 0.099537 0.092416 0.00885 0.121189 0.01185 0.190192 0.068236 0.011449 0.428179 0.01158 0.000217 0.006568 0.042157 0.005524 0.035782 0.029334 0.04532 0.010095 0.053143 0.082407 0.052073 3.51E-05 0.01892 4.04E-05 0.0009 0.010155 0.009029 0.049509 0.007057 0.043314 0.04376 0.002685 0.00033 0.005624 0.001232 0.052635 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCoumaric a 0.135922 0.26991 0.027425 0.065799 0.065799 0.05033 0.05033 0.012053 0.011248 0.011248 0.127095 0.073083 0.044214 0.170893 0.002379 0.112067 0.005526 0.135255 0.208325 0.000191 0.334387 0.10783 0.002857 0.082843 0.074081 0.000251 0.005331 0.006164 0.049881 0.006998 0.094762 0.034435 0.167549 0.013942 0.000872 0.001417 5.67E-07 0.033897 0.003278 0.045161 0.007375 0.019822 0.076172 0.005056 0.000157 0.000782 0.002225 0.030583 0.811092 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCoumaric 2 0.150909 0.107297 0.121927 0.000167 0.000167 0.015584 0.015584 0.055673 0.075931 0.075931 0.042675 0.044442 0.003454 0.219194 0.008122 0.029026 0.001082 0.004584 0.134388 0.049732 0.220511 0.165997 0.00139 0.242046 0.031709 0.002895 0.000223 0.021907 0.008401 0.000491 0.081863 0.001665 0.264118 0.024318 0.012504 0.11002 0.010741 0.061259 0.000677 0.012855 0.029107 0.013889 0.083125 0.028084 0.034345 0.0226 0.014053 0.002909 0.254532 0.432459 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTcoumaric 0.155861 0.260055 0.045874 0.048575 0.048575 0.046961 0.046961 0.02043 0.02194 0.02194 0.119783 0.075006 0.036416 0.202096 0.003648 0.102407 0.004903 0.106513 0.215891 0.003455 0.347809 0.132927 0.002832 0.121116 0.072106 0.000615 0.004239 0.001253 0.043621 0.004398 0.10341 0.027581 0.207709 0.017713 2.18E-06 0.010385 0.00045 0.043448 0.002924 0.024467 0.011851 0.020832 0.087035 0.009156 0.002473 0.003074 0.00423 0.025528 0.758041 0.974749 0.59132 1 0 0 0 0 0 0 0 0 0 0 0 0 0
SSPEC Tant 0.104373 0.003577 0.095271 0.060582 0.060582 0.019229 0.019229 0.021034 0.058707 0.058707 0.236275 0.000235 0.453213 0.014662 0.857943 0.382827 0.004879 0.368068 0.001601 0.777501 0.173227 0.005421 0.643442 0.013599 0.685215 0.881431 0.742669 0.742528 0.598013 0.545197 8.04E-06 0.595827 5.37E-06 0.913323 0.577938 0.379681 0.314771 0.667434 0.387354 0.149526 0.318079 0.331198 0.65001 0.481425 0.353375 0.61967 0.350967 0.315673 0.005301 0.027481 0.056928 0.036481 1 0 0 0 0 0 0 0 0 0 0 0 0
SSPEC Tphe 0.046338 0.001001 0.057693 0.028834 0.028834 0.006683 0.006683 0.014185 0.011016 0.011016 0.165348 0.004433 0.351582 0.037589 0.71142 0.342102 0.008557 0.338641 0.012772 0.720083 0.213657 0.000258 0.550833 1.7E-05 0.61761 0.792747 0.624688 0.716034 0.5792 0.46984 0.004342 0.484847 0.012247 0.794024 0.503987 0.346343 0.347167 0.672961 0.307546 0.136373 0.288006 0.421872 0.713752 0.489063 0.364795 0.563528 0.305879 0.375526 0.007967 0.016942 0.036402 0.02271 0.871023 1 0 0 0 0 0 0 0 0 0 0 0
HHWC Strea 0.00121 0.062997 0.058644 0.140986 0.140986 0.022597 0.022597 0.084559 0.083672 0.083672 0.046919 0.043751 0.058079 4.27E-06 0.024065 0.026187 0.039518 0.072279 0.015667 0.011955 3.32E-06 0.013728 0.001347 0.032864 0.000304 0.011305 0.030064 0.012313 0.002354 0.05033 0.01949 0.047557 0.010725 0.009913 0.03322 0.046861 0.018066 0.015821 0.012066 0.003479 0.032887 0.003091 0.010935 0.020747 0.027573 0.028762 0.027053 0.000543 0.013545 0.001401 0.042853 7.42E-05 0.019669 0.012676 1 0 0 0 0 0 0 0 0 0 0
HHWC Brix 0.028886 0.017665 0.040431 0.000881 0.000881 0.004045 0.004045 0.032645 0.300112 0.300112 0.019616 0.00626 0.020302 2.15E-05 0.032511 0.000973 0.031885 0.002032 0.091207 6.45E-05 1.94E-05 0.009707 1.08E-05 0.008406 0.007098 0.010544 0.027539 0.002288 0.002499 0.016995 0.013228 0.008682 0.009406 0.014603 0.000491 0.017453 0.000573 0.0019 0.017959 0.032002 0.009062 5.81E-09 6.13E-05 0.002868 0.003869 0.000805 0.011653 0.003321 0.011786 0.037608 0.030032 0.040365 0.016596 1.36E-05 0.036661 1 0 0 0 0 0 0 0 0 0
HHWC Baum 0.031839 0.019414 0.036036 0.000825 0.000825 0.006019 0.006019 0.030858 0.305652 0.305652 0.016821 0.006637 0.01864 0.000375 0.030974 0.000312 0.030038 0.00234 0.09611 3.59E-05 2.87E-06 0.011976 7.42E-07 0.011779 0.007071 0.009511 0.025254 0.002302 0.002177 0.014926 0.014285 0.007964 0.012698 0.014173 0.000355 0.017307 0.000226 0.001959 0.016622 0.028364 0.00783 0.00018 0.000101 0.0022 0.00313 0.000682 0.010315 0.001918 0.012996 0.042691 0.037328 0.046431 0.015672 0.000135 0.036661 1 1 0 0 0 0 0 0 0 0
HHWC Antho 0.119827 0.006664 0.264729 0.059021 0.059021 2.29E-05 2.29E-05 0.162595 0.062302 0.062302 0.107822 0.000154 0.285568 0.0039 0.571095 0.114563 0.004331 0.168338 0.094135 0.467967 0.124161 0.060207 0.349871 0.107428 0.365785 0.480495 0.444811 0.388661 0.25806 0.290566 0.003683 0.35456 0.054299 0.569079 0.40758 0.350417 0.253964 0.47414 0.233969 0.125523 0.262022 0.23963 0.451424 0.360198 0.298528 0.438464 0.26359 0.236631 0.017934 0.083611 0.155081 0.106653 0.613386 0.459262 0.093817 0.017017 0.017606 1 0 0 0 0 0 0 0
HHWC Berry 0.689682 0.175733 0.087493 0.08474 0.08474 0.369873 0.369873 0.019575 0.161863 0.161863 0.008033 0.031994 0.006695 0.102386 0.019988 0.000979 0.00142 0.000379 0.061136 0.120124 0.016203 0.154989 0.019385 0.119813 0.077153 0.021943 0.002193 0.078545 0.031327 0.000409 0.066892 0.000522 0.125928 0.060776 0.151249 0.325548 0.195573 0.155256 0.212074 0.22727 0.264035 0.136043 0.071244 0.219975 0.247261 0.157131 0.258364 0.188197 0.001128 0.01908 0.077474 0.03038 0.049646 0.015781 0.000657 0.04116 0.045399 0.050815 1 0 0 0 0 0 0
HHWC BMY 0.119962 0.000264 0.077552 0.132543 0.132543 0.01888 0.01888 0.037068 0.014604 0.014604 0.065076 0.002893 0.150514 9.51E-05 0.263397 0.074376 0.009376 0.120682 0.050369 0.25796 0.015531 0.094484 0.066444 0.119948 0.076224 0.186943 0.217604 0.218716 0.034451 0.117129 0.002215 0.154366 0.037061 0.226793 0.372234 0.2803 0.266596 0.357731 0.180692 0.069858 0.229554 0.225793 0.319655 0.318235 0.284063 0.379909 0.223468 0.199505 0.008358 0.000318 0.040293 0.003126 0.287518 0.248975 0.070683 0.000282 0.0004 0.358964 0.101422 1 0 0 0 0 0
HHWC BMS 0.083633 0.08419 0.001948 0.006796 0.006796 0.082465 0.082465 0.015521 0.122192 0.122192 0.041805 0.142113 0.029322 0.190937 0.002689 0.003778 0.08824 0.004884 0.057791 0.066563 0.14802 0.09466 0.033053 0.101117 0.08278 0.006533 0.003958 0.036987 0.047775 2.4E-05 0.167812 0.006657 0.157638 0.03358 0.046445 0.069883 0.053352 0.073095 0.049736 0.017434 0.071977 0.054252 0.060092 0.063844 0.061505 0.05472 0.067839 0.048285 0.026499 0.01981 0.059423 0.028739 0.007668 0.005471 4.59E-05 0.005545 0.009135 0.003591 0.149934 0.004106 1 0 0 0 0
HHWC BMVi 0.146442 0.074626 0.016646 0.002433 0.002433 0.074643 0.074643 0.011133 0.050452 0.050452 0.00498 0.039219 0.011145 0.048631 0.049181 0.008828 0.034875 0.005785 0.097149 0.046956 0.036324 0.071663 0.013616 0.119875 0.023221 0.023384 0.024678 0.026965 0.006304 0.032197 0.064733 0.013661 0.101303 0.046839 0.109427 0.144197 0.139687 0.11245 0.13856 0.091398 0.193179 0.113049 0.062169 0.14381 0.1479 0.113717 0.183738 0.124634 0.023951 0.036624 0.028215 0.038948 0.050657 0.01761 7.22E-05 0.119195 0.117952 0.091094 0.188159 0.046774 0.092501 1 0 0 0
HHWC BMFr 0.234664 0.067794 0.103315 0.023167 0.023167 0.071903 0.071903 0.010723 0.011172 0.011172 0.006382 0.011943 0.029819 0.017162 0.089568 0.000237 0.001319 0.000533 0.08376 0.040727 0.060641 0.024069 0.05085 0.028603 0.080783 0.063578 0.057016 0.022199 0.056849 0.041786 0.017524 0.034651 0.036275 0.089034 0.157036 0.220186 0.236441 0.167622 0.20494 0.247815 0.293852 0.244364 0.120068 0.245354 0.241781 0.164904 0.277582 0.287456 0.072326 0.097317 0.080362 0.104759 0.135896 0.094979 0.003129 0.075434 0.068998 0.145396 0.130034 0.073113 0.000611 0.219647 1 0 0
HHWC BMLe 0.119699 0.052229 1.81E-05 0.002796 0.002796 0.126495 0.126495 0.002793 0.001716 0.001716 0.05968 0.043753 0.065441 0.051236 0.011343 0.061886 0.007781 0.104691 0.033754 0.000338 0.018222 0.098417 0.071331 0.035964 4.29E-05 0.016247 0.028178 0.005144 0.002016 0.037065 0.068509 0.089263 0.051678 0.0033 0.000173 0.015344 0.00923 0.00766 0.002309 0.018199 0.012957 0.028987 0.015157 0.011616 0.011663 0.001139 0.009474 0.029906 0.035433 0.032056 0.055903 0.040285 0.00131 0.004989 0.007987 0.004325 0.003305 0.000256 0.113022 0.051727 0.016263 0.017827 0.015889 1 0
HHWC Wine 0.025501 0.017835 0.004129 8.53E-06 8.53E-06 0.008152 0.008152 0.000274 0.045827 0.045827 0.037215 7.54E-06 0.014798 0.002852 7.41E-06 0.017997 0.001384 0.012752 0.002037 9.8E-05 0.016853 0.036176 0.029633 0.012484 2.39E-05 0.001293 0.00166 8.16E-05 0.000924 0.016851 0.002916 0.022042 0.007149 7.22E-07 0.011641 0.030577 0.03856 0.000121 0.081651 0.013726 0.055127 0.004531 0.023148 0.017406 0.037434 0.005927 0.064292 0.007893 0.018358 0.03376 0.014982 0.032977 0.006453 0.031223 0.021737 0.019676 0.022888 0.002769 0.01406 4.33E-05 0.000204 0.029844 0.038853 0.060165 1

APPENDIX 3B RL03 - R2 Values
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R1 1.4177 0.3692 0.0697 0.260422 26.04218 0.049164 4.916414 3.03 24.4 13.56 0.050098 0.009011 0.080914 0.070193 0.461992 0.015342 0.001779 0.017792 0.02542 0.165408 0.007738 0.008933 0.024015 0.055357 0.199175 1.193166 0.672207 0.225741 0.295218 0.073179 0.019722 0.122721 0.150969 0.826575 0.020831 0.015276 0.034347 0.006128 0.002702 0.002784 0.003898 0.012274 0.005324 0.103563 0.049623 0.026959 0.0066 0.015057 0.006844 0.0047 0.000746 0.005447 1.429385 0.338187 1.463064 2.968174 4.431238 2 23.04 12.8 1.49 1.39 16.3 1 40 5 2 2
R2 1.4347 0.3926 0.0703 0.273646 27.36461 0.049 4.899979 2.54 21 11.67 0.029504 0.006369 0.044748 0.04671 0.280347 0.009183 0.00134 0.010507 0.02131 0.135276 0.006037 0.012677 0.025142 0.053971 0.199766 0.882885 0.407677 0.177616 0.297592 0.044723 0.020386 0.080396 0.121991 0.615388 0.021125 0.027738 0.054071 0.006839 0.002525 0.003905 0.005877 0.016462 0.004997 0.143539 0.081809 0.027963 0.008402 0.020367 0.009391 0.008383 0.00123 0.009613 1.079885 0.31134 1.537358 3.040061 4.577419 3 21.24 11.8 1.13 1.3 19.9 1 20 4 1 2
R3 0.8565 0.2867 0.0656 0.334734 33.47344 0.076591 7.659078 2.6 23.3 12.94 0.040701 0.006877 0.073352 0.057533 0.473969 0.01471 0.001507 0.016584 0.022696 0.202374 0.009652 0.011797 0.028324 0.044319 0.20421 1.208606 0.652433 0.25787 0.298302 0.065063 0.020182 0.11826 0.124548 0.880553 0.038597 0.03166 0.060251 0.012594 0.004497 0.007314 0.008832 0.024593 0.011512 0.199849 0.091911 0.05119 0.01333 0.031906 0.007589 0.005039 0.001846 0.006884 1.584249 0.419352 1.544014 2.412803 3.956817 1 23.58 13.1 1.38 0.76 12.6 1 40 5 2 2
R4 1.1029 0.4016 0.0672 0.364131 36.41309 0.06093 6.093027 2.43 23 12.78 0.025096 0.005361 0.051524 0.05526 0.409461 0.010318 0.001397 0.011643 0.024684 0.187961 0.009581 0.012157 0.030386 0.05465 0.252107 1.141587 0.546702 0.236004 0.358881 0.044996 0.018914 0.093553 0.134595 0.849529 0.028268 0.021335 0.049191 0.011026 0.003324 0.006221 0.006278 0.020677 0.00975 0.15607 0.070527 0.039294 0.009602 0.026897 0.01086 0.007169 0.001961 0.00913 1.503328 0.416774 1.453295 3.253797 4.707092 1 23.4 13 1.3 1.01 21.3 1 70 4 1 2
R5 1.0619 0.3423 0.0618 0.322347 32.23467 0.058198 5.819757 2.2 24.6 13.67 0.04199 0.008113 0.071604 0.066417 0.446987 0.012901 0.001562 0.01429 0.024193 0.172057 0.008155 0.011318 0.026125 0.051099 0.211872 1.168682 0.635111 0.225003 0.308569 0.063046 0.020993 0.112019 0.141709 0.830916 0.028243 0.018798 0.044794 0.008886 0.003165 0.005748 0.005281 0.016512 0.008551 0.139977 0.063591 0.037128 0.008447 0.02226 0.008911 0.005514 0.001377 0.006891 1.467489 0.377277 1.43777 2.253947 3.691716 2 23.76 13.2 1.36 1.16 15.7 1 40 5 1 2
R6 1.166 0.365 0.052 0.313036 31.3036 0.044597 4.459691 1.92 23.5 13.06 0.046048 0.010648 0.074669 0.075962 0.425942 0.014252 0.001976 0.015214 0.026672 0.162844 0.009874 0.012839 0.026987 0.063092 0.208691 1.17571 0.633268 0.220959 0.321484 0.070174 0.025463 0.11687 0.165726 0.797476 0.019198 0.017169 0.044038 0.007096 0.00235 0.007806 0.003834 0.015744 0.00659 0.123824 0.061207 0.026294 0.006184 0.02355 0.005205 0.004832 0.001559 0.006391 1.513383 0.392931 1.766283 2.002209 3.768492 1 25.02 13.9 1.38 1.24 14.4 1 60 3 2 2
R7 1.0796 0.3335 0.0752 0.308911 30.89107 0.069655 6.965543 2.61 24.5 13.61 0.046796 0.008084 0.072524 0.062607 0.384984 0.016742 0.001519 0.017333 0.024729 0.163323 0.007695 0.009865 0.022272 0.046885 0.174225 1.059584 0.574995 0.223647 0.260943 0.071233 0.019468 0.112129 0.134221 0.722533 0.025856 0.021194 0.045476 0.006515 0.001967 0.00328 0.005021 0.017433 0.007803 0.134546 0.066671 0.032371 0.006989 0.020713 0.010142 0.007949 0.001169 0.009118 1.242162 0.329628 1.652656 2.567824 4.22048 2 23.94 13.3 1.2 1.13 9.1 1 30 5 1 2
R8 1.1208 0.3603 0.0655 0.321467 32.14668 0.05844 5.84404 2.21 25.2 14.00 0.062796 0.012261 0.094387 0.088541 0.467234 0.01818 0.002107 0.020028 0.029745 0.179278 0.006847 0.011024 0.028373 0.05873 0.210684 1.290214 0.725219 0.249337 0.315658 0.087823 0.025391 0.142789 0.177016 0.857195 0.026811 0.018953 0.039341 0.006469 0.002727 0.004205 0.00456 0.014502 0.006843 0.124413 0.058294 0.03328 0.007288 0.018708 0.013539 0.00948 0.00121 0.010689 1.545508 0.364651 1.339822 2.872277 4.212099 1 23.76 13.2 1.36 1.14 15.2 1 30 4 2 2
R9 1.1295 0.3157 0.0563 0.279504 27.95042 0.049845 4.984506 2.13 25.3 14.06 0.062129 0.015209 0.09397 0.0933 0.449908 0.016779 0.002287 0.018371 0.028711 0.162336 0.007286 0.013526 0.027302 0.058418 0.185072 1.234601 0.714515 0.228483 0.291603 0.086193 0.031021 0.139642 0.180428 0.797316 0.03095 0.028749 0.065788 0.008339 0.003677 0.007843 0.008163 0.022385 0.0087 0.184594 0.094537 0.03929 0.01184 0.030229 0.007454 0.005317 0.001652 0.006969 1.56576 0.416377 1.757612 2.413987 4.171599 1 23.4 13 1.37 1.28 10.8 1 40 3 2 3
R10 1.10825 0.30395 0.0622 0.274261 27.42612 0.056125 5.612452 2.11 24 13.33 0.034152 0.006044 0.062199 0.050419 0.410423 0.012014 0.001206 0.013561 0.020853 0.177047 0.008822 0.011924 0.028238 0.045211 0.219844 1.101957 0.563237 0.224681 0.31404 0.054989 0.019174 0.103997 0.116483 0.807314 0.028792 0.017643 0.044003 0.008596 0.002931 0.006392 0.00477 0.016647 0.008516 0.138289 0.061646 0.037388 0.007701 0.023039 0.007308 0.004838 0.001524 0.006362 1.299617 0.322869 1.554183 2.48897 4.043153 1 22.86 12.7 1.44 1.18 20.8 1 40 3 2 3
R11 1.0765 0.2854 0.069 0.265118 26.51184 0.064097 6.409661 2.38 25.5 14.17 0.024706 0.001955 0.046113 0.038511 0.368365 0.009893 0.000908 0.010724 0.021249 0.177775 0.00947 0.010144 0.028092 0.04807 0.250521 1.046497 0.47965 0.220549 0.346298 0.044069 0.013007 0.08493 0.10783 0.796661 0.021052 0.008686 0.026722 0.006881 0.001562 0.003745 0.002253 0.013063 0.007966 0.09193 0.035408 0.027933 0.003815 0.016808 0.006825 0.004997 0.00159 0.006587 1.309698 0.328131 1.310134 2.747994 4.058128 2 25.2 14 1.23 0.95 22.8 1 40 5 2 2
R12 1.2313 0.3194 0.0739 0.259401 25.94006 0.060018 6.001787 2.54 24.7 13.72 0.019778 0.004067 0.0368 0.048028 0.301862 0.007563 0.000848 0.008551 0.022863 0.1391 0.009489 0.011397 0.023752 0.053917 0.218249 0.906265 0.410535 0.178926 0.316803 0.03683 0.016312 0.069103 0.124808 0.659211 0.015837 0.00683 0.019561 0.005015 0.001611 0.002846 0.001439 0.008469 0.005029 0.066638 0.026391 0.020852 0.00305 0.011315 0.008503 0.006323 0.001161 0.007484 1.091349 0.285143 1.108011 2.77573 3.883741 2 24.3 13.5 1.28 1.08 17.7 1 40 5 2 2
R13 1.3516 0.3066 0.0646 0.226842 22.68423 0.047795 4.779521 2.29 21.2 11.78 0.022678 0.004341 0.043673 0.04673 0.342708 0.010144 0.001072 0.012898 0.024386 0.172807 0.007285 0.010534 0.027711 0.053165 0.260662 1.040795 0.46013 0.221308 0.359357 0.040107 0.015948 0.084282 0.124281 0.776177 0.014822 0.006723 0.01413 0.004878 0.001281 0.000937 0.001054 0.006095 0.005085 0.055005 0.020853 0.019701 0.002335 0.007032 0.007637 0.006401 0.000996 0.007397 1.276844 0.323773 1.31035 2.529642 3.839992 1 24.48 13.6 1.17 1.26 21.2 1 20 4 2 2
R14 1.0224 0.2826 0.0552 0.276408 27.64085 0.053991 5.399061 2.12 25 13.89 0.040855 0.008137 0.068508 0.068451 0.435385 0.014742 0.001477 0.016446 0.02793 0.193155 0.009197 0.012281 0.026983 0.057772 0.239778 1.221096 0.621337 0.25375 0.34601 0.064794 0.021895 0.111936 0.154153 0.868318 0.029464 0.023301 0.048834 0.009334 0.00265 0.004436 0.005563 0.022029 0.011444 0.157055 0.072136 0.038798 0.008213 0.026465 0.007002 0.005045 0.001671 0.006716 1.538342 0.37579 1.328872 2.883863 4.212735 2 23.04 12.8 1.48 1.14 16 1 40 5 1 2
R15 1.0522 0.3087 0.0607 0.293385 29.33853 0.057689 5.768865 2.08 22.5 12.50 0.023968 0.003272 0.044631 0.044888 0.409889 0.01076 0.00107 0.012584 0.023346 0.217588 0.007091 0.015549 0.035243 0.058072 0.341461 1.249414 0.526649 0.265348 0.457417 0.041819 0.019891 0.092458 0.126306 0.968938 0.031947 0.015433 0.033437 0.009817 0.002737 0.003198 0.004107 0.015496 0.009896 0.126069 0.04887 0.041764 0.006845 0.018694 0.010668 0.008959 0.001708 0.010667 1.616504 0.44392 1.610713 2.736202 4.346915 2 22.14 12.3 1.46 1 14.9 1 30 4 2 1
R16 0.8812 0.258 0.0586 0.292783 29.27826 0.0665 6.650023 2.26 26.8 14.89 0.019812 0.004503 0.042049 0.05062 0.397255 0.009101 0.001227 0.010302 0.02602 0.190491 0.015216 0.013142 0.027055 0.058503 0.278524 1.143819 0.51424 0.23714 0.392439 0.044129 0.018872 0.079405 0.135143 0.86627 0.021412 0.015452 0.03506 0.007916 0.001711 0.004422 0.003999 0.016764 0.009574 0.11631 0.050512 0.029328 0.00571 0.021186 0.004775 0.003387 0.001657 0.005043 1.460964 0.369649 1.482522 3.014748 4.49727 2 24.3 13.5 1.27 1.01 26.3 1 50 3 2 1
R17 1.1323 0.3551 0.0503 0.313609 31.36095 0.044423 4.442286 1.99 25.2 14.00 0.033615 0.008669 0.061063 0.072808 0.408943 0.010433 0.001522 0.011506 0.027584 0.150857 0.010609 0.014717 0.026501 0.065607 0.242578 1.147012 0.585098 0.201902 0.360011 0.054657 0.024907 0.09907 0.165999 0.802378 0.024615 0.020357 0.053798 0.008003 0.002645 0.006744 0.005318 0.019848 0.008968 0.150297 0.074155 0.032618 0.007963 0.026593 0.006246 0.004674 0.001561 0.006235 1.511944 0.423461 1.303252 1.86609 3.169343 1 22.86 12.7 1.24 1.22 22.2 1 40 4 2 1
R18 1.0896 0.3833 0.0654 0.35178 35.17805 0.060022 6.002203 2.33 24.7 13.72 0.019497 0.004086 0.040352 0.052913 0.386323 0.008296 0.00112 0.00909 0.026275 0.16767 0.01248 0.014414 0.029524 0.065391 0.288862 1.126293 0.503172 0.212451 0.41067 0.040273 0.01962 0.078966 0.144579 0.842855 0.017803 0.013376 0.034463 0.006987 0.001952 0.004697 0.00346 0.015788 0.007945 0.106472 0.047839 0.02479 0.005412 0.020486 0.005965 0.004012 0.001658 0.00567 1.44559 0.365941 1.363276 2.359717 3.722993 1 23.76 13.2 1.12 1.04 23.4 1 40 5 2 1
R19 1.003 0.2223 0.0645 0.221635 22.16351 0.064307 6.430708 2.18 25.2 14.00 0.020162 0.003127 0.043651 0.043071 0.381896 0.011006 0.00145 0.014363 0.025947 0.2181 0.016436 0.011726 0.026755 0.044754 0.265198 1.127642 0.491907 0.270867 0.364868 0.047604 0.016303 0.084769 0.113772 0.865194 0.023185 0.015088 0.030975 0.010968 0.001695 0.002033 0.003113 0.015444 0.01281 0.115313 0.046063 0.034153 0.004809 0.017477 0.002007 0.001835 0.001573 0.003408 1.487347 0.389267 1.455835 2.614386 4.070222 5 24.12 13.4 1.41 1.06 18.9 1 40 5 1 3
R20 1.1732 0.4001 0.065 0.341033 34.10331 0.055404 5.540402 2.35 24.6 13.67 0.01907 0.002433 0.036109 0.046446 0.311253 0.009324 0.001348 0.010574 0.029984 0.184741 0.008639 0.014079 0.028702 0.065226 0.27586 1.043788 0.41531 0.235971 0.392507 0.037034 0.01786 0.075385 0.141657 0.771853 0.014922 0.010397 0.025096 0.005667 0.001618 0.001475 0.001975 0.011798 0.006041 0.078989 0.035493 0.020589 0.003592 0.013273 0.00886 0.007192 0.001104 0.008296 1.299361 0.336807 1.223959 2.524537 3.748495 4 23.4 13 1.27 1.38 19 2 20 5 3 2
R21 1.4432 0.4492 0.0672 0.311253 31.12528 0.046563 4.656319 2.01 23.4 13.00 0.016893 0.00158 0.033062 0.038624 0.297083 0.007786 0.001699 0.008744 0.023595 0.168359 0.010114 0.014611 0.027516 0.058153 0.271925 0.979744 0.387242 0.210183 0.382319 0.034793 0.017891 0.069322 0.120372 0.737367 0.020579 0.018525 0.045553 0.008555 0.001964 0.003014 0.003943 0.020623 0.008553 0.131309 0.064078 0.029134 0.005907 0.023637 0.005926 0.004721 0.00138 0.006101 1.258745 0.366265 1.530529 1.831729 3.362258 5 22.14 12.3 1.06 1.21 30.9 1 40 3 2 3
R22 1.1507 0.3195 0.06 0.277657 27.76571 0.052142 5.214217 2.09 23.5 13.06 0.020516 0.00373 0.038185 0.040658 0.330391 0.00853 0.000867 0.009638 0.022332 0.173879 0.008565 0.013784 0.029516 0.053932 0.28947 1.043994 0.43348 0.215246 0.395268 0.037612 0.018381 0.077339 0.116922 0.79374 0.021166 0.013687 0.034367 0.007739 0.002286 0.003475 0.004027 0.01424 0.007774 0.108762 0.048054 0.028905 0.006313 0.017716 0.005416 0.004679 0.001374 0.006053 1.310382 0.334311 1.605572 2.339052 3.944624 4 22.68 12.6 1.16 1.28 19.8 1 20 5 1 3
R23 0.9955 0.3538 0.069 0.355399 35.53993 0.069312 6.93119 2.6 24.4 13.56 0.018332 0.002169 0.040879 0.050111 0.373187 0.008688 0.001136 0.009858 0.026711 0.190796 0.012505 0.014726 0.030546 0.058224 0.291142 1.129009 0.484678 0.237189 0.407142 0.039525 0.01803 0.081283 0.135046 0.855125 0.022039 0.022017 0.044499 0.00853 0.002105 0.006502 0.004255 0.017151 0.007793 0.134892 0.066516 0.030569 0.00636 0.023653 0.005746 0.00446 0.001644 0.006103 1.458416 0.416828 1.5094 2.821235 4.330635 4 23.04 12.8 1.23 1.05 22.2 1 40 5 2 3
R24 1.0456 0.3334 0.0651 0.31886 31.886 0.062261 6.22609 2.34 23.5 13.06 0.021799 0.004244 0.04019 0.04622 0.349216 0.009142 0.001174 0.010496 0.024887 0.181404 0.006661 0.014593 0.029198 0.055472 0.268068 1.062762 0.461668 0.227104 0.373991 0.037602 0.020011 0.079883 0.126579 0.798687 0.018197 0.012157 0.028731 0.006335 0.001807 0.003775 0.002463 0.011094 0.006105 0.090664 0.040888 0.024532 0.00427 0.014869 0.009388 0.006082 0.001281 0.007363 1.312143 0.32439 1.290099 2.42725 3.717349 5 23.58 13.1 1.18 1.29 24.9 1 20 4 3 3
R25 1.1648 0.3365 0.0763 0.288891 28.88908 0.065505 6.550481 2.58 24.5 13.61 0.02287 0.003922 0.041296 0.047056 0.35236 0.009535 0.001095 0.010894 0.026522 0.193709 0.008102 0.014287 0.027976 0.057322 0.27018 1.087125 0.467504 0.241755 0.377866 0.040507 0.019303 0.080166 0.1309 0.816249 0.018753 0.010768 0.025877 0.006299 0.002018 0.001876 0.001935 0.010777 0.00627 0.084575 0.036646 0.025052 0.003953 0.012654 0.008786 0.006299 0.001215 0.007514 1.316843 0.344035 1.25862 2.442753 3.701373 5 24.3 13.5 1.18 1.28 20.9 1 40 2 1 3
R26 1.0449 0.337 0.0611 0.322519 32.25189 0.058474 5.84745 2.33 25.3 14.06 0.026514 0.005137 0.046133 0.056591 0.388767 0.011619 0.001354 0.012414 0.027905 0.200853 0.008707 0.014412 0.029527 0.06274 0.29226 1.184931 0.523142 0.254143 0.407645 0.04684 0.020902 0.088074 0.147236 0.881879 0.026247 0.01428 0.033884 0.009103 0.00233 0.003469 0.003338 0.01634 0.009412 0.118403 0.048164 0.03535 0.005668 0.019809 0.005854 0.004425 0.001564 0.005989 1.476935 0.376692 1.161442 2.571807 3.733249 3 25.02 13.9 1.2 1.04 20.3 1 30 4 1 3
R27 1.2868 0.3492 0.0619 0.271371 27.13708 0.048104 4.810382 2.03 24.8 13.78 0.028919 0.005809 0.050453 0.058051 0.383108 0.011493 0.001425 0.013746 0.02972 0.199334 0.007233 0.013804 0.032119 0.065922 0.289459 1.190596 0.526341 0.255718 0.408537 0.047645 0.021039 0.096318 0.153693 0.871901 0.019491 0.010031 0.027812 0.006612 0.002139 0.002854 0.002459 0.00985 0.006164 0.087411 0.037842 0.026103 0.004599 0.012703 0.007491 0.006043 0.001318 0.007362 1.520197 0.386799 1.312921 2.068203 3.381124 3 24.48 13.6 1.26 1.39 21.7 1 20 5 2 3
R28 0.9838 0.2911 0.0524 0.295893 29.58935 0.053263 5.326286 1.97 25.4 14.11 0.030188 0.005896 0.056927 0.06569 0.500254 0.012129 0.001497 0.014456 0.033377 0.251675 0.012057 0.020053 0.040237 0.078409 0.386214 1.50906 0.658955 0.313134 0.53697 0.054374 0.027446 0.11162 0.177476 1.138143 0.034885 0.027632 0.072485 0.01376 0.003766 0.009139 0.008225 0.029583 0.01339 0.212864 0.100116 0.048645 0.011991 0.038722 0.00353 0.002912 0.002499 0.005411 1.906377 0.492429 1.734464 2.469813 4.204277 1 23.94 13.3 1.44 1.27 19.6 1 40 4 1 1
R29 1.1706 0.3408 0.0666 0.291133 29.11328 0.056894 5.68939 2.37 24.6 13.67 0.028532 0.005396 0.050261 0.062186 0.433578 0.012433 0.001369 0.014647 0.029967 0.212864 0.00871 0.017366 0.032602 0.073942 0.329154 1.313007 0.579953 0.271279 0.461775 0.049675 0.024131 0.09751 0.166095 0.975595 0.02623 0.014514 0.044291 0.009799 0.00302 0.005126 0.004925 0.019279 0.009636 0.136819 0.058805 0.036029 0.007944 0.024405 0.005494 0.004281 0.001904 0.006185 1.54433 0.407729 1.57351 1.786755 3.360266 1 24.66 13.7 1.24 1.09 32.4 1 30 5 3 2
R30 1.1815 0.3121 0.0611 0.264156 26.41557 0.051714 5.171392 2.28 24.7 13.72 0.025023 0.004854 0.049968 0.061094 0.455891 0.00885 0.000808 0.010777 0.02518 0.184162 0.015451 0.015989 0.029431 0.064451 0.303095 1.255024 0.59683 0.229777 0.428417 0.049325 0.021651 0.090176 0.150725 0.943148 0.024032 0.015782 0.042169 0.009997 0.002472 0.006911 0.004407 0.018811 0.011293 0.135874 0.057951 0.034029 0.006879 0.025722 0.004288 0.003305 0.00191 0.005215 1.5188 0.390551 1.323082 2.277616 3.600698 1 23.94 13.3 1.09 1.14 20.2 1 20 4 1 1
R31 1.088 0.3307 0.0624 0.303952 30.39522 0.057353 5.735294 2.26 25.8 14.33 0.023813 0.007049 0.043467 0.073493 0.366944 0.008702 0.001516 0.010129 0.02882 0.155987 0.011249 0.013497 0.023319 0.062771 0.227713 1.058469 0.514767 0.205153 0.338549 0.043764 0.022062 0.076915 0.165083 0.750644 0.016556 0.011406 0.031364 0.005722 0.001836 0.004474 0.001991 0.011333 0.00571 0.090393 0.04277 0.022278 0.003827 0.015807 0.006874 0.004861 0.001084 0.005945 1.386663 0.372935 1.526116 2.641998 4.168113 4 24.12 13.4 1.04 1.02 24.4 1 40 4 2
R32 1.1587 0.3692 0.0528 0.318633 31.8633 0.045568 4.556831 2.08 25.7 14.28 0.050001 0.007274 0.093442 0.075631 0.614792 0.014653 0.001191 0.017194 0.026519 0.222535 0.010364 0.015977 0.037832 0.067501 0.333383 1.58829 0.84114 0.282093 0.465057 0.075018 0.024443 0.148468 0.169651 1.170711 0.042479 0.021806 0.058785 0.015255 0.00357 0.01001 0.006163 0.026419 0.016209 0.200696 0.080591 0.057733 0.009734 0.036429 0.005236 0.003139 0.002682 0.005821 2.104047 0.507906 1.714377 1.984734 3.699111 1 23.58 13.1 1.5 1.48 21.9 1 50 5 2 1
R33 1.2598 0.3488 0.0705 0.276869 27.68693 0.055961 5.596126 2.45 25.8 14.33 0.020824 0.003949 0.045413 0.057374 0.425902 0.010534 0.001389 0.014206 0.029976 0.215923 0.018925 0.01532 0.03593 0.070428 0.350582 1.316677 0.553462 0.272029 0.491185 0.050283 0.020658 0.095549 0.157779 0.992408 0.018433 0.007721 0.024496 0.007671 0.001829 0.00291 0.001763 0.011788 0.008422 0.085034 0.032217 0.026105 0.003592 0.014698 0.004799 0.003399 0.001779 0.005178 1.717254 0.443089 1.349646 2.452405 3.80205 3 25.2 14 1.27 1.55 29.4 1 20 5 2 2
R34 1.1757 0.302 0.0546 0.256868 25.68682 0.04644 4.644042 1.95 24.3 13.50 0.02961 0.006487 0.052921 0.068578 0.429583 0.012777 0.001744 0.015518 0.031755 0.203566 0.01037 0.016183 0.034433 0.076259 0.313956 1.30374 0.587179 0.26536 0.451201 0.052757 0.024413 0.102873 0.176593 0.947105 0.022527 0.014635 0.04291 0.008241 0.002914 0.004151 0.004093 0.01773 0.007497 0.124698 0.057545 0.030768 0.007006 0.021881 0.005071 0.004188 0.001475 0.005663 1.941111 0.469555 1.477534 2.144965 3.622499 3 23.76 13.2 1.49 1.34 32.4 1 40 5 2 2
R35 0.9311 0.2717 0.0507 0.291805 29.18054 0.054452 5.445172 1.88 26 14.44 0.045188 0.008026 0.082217 0.086132 0.646455 0.015284 0.001772 0.018493 0.032606 0.26089 0.012815 0.018454 0.039981 0.073243 0.36491 1.706466 0.868018 0.329045 0.509403 0.073287 0.028252 0.140691 0.191981 1.272255 0.040791 0.024524 0.05919 0.013252 0.004553 0.008173 0.006475 0.022536 0.012345 0.191841 0.083714 0.054044 0.011029 0.030709 0.005121 0.004461 0.002056 0.006517 2.249351 0.536407 1.699833 2.414122 4.113955 2 23.76 13.2 1.5 1.08 22.3 1 30 4 2 3
R36 1.3128 0.3665 0.0654 0.279174 27.91743 0.049817 4.981718 2.17 25.8 14.33 0.029406 0.007538 0.057843 0.081839 0.429532 0.01233 0.001858 0.015381 0.036776 0.19337 0.010893 0.01998 0.040922 0.099675 0.346093 1.383434 0.606158 0.259715 0.517561 0.052628 0.029376 0.114146 0.21829 0.968995 0.020044 0.01218 0.04198 0.006648 0.001897 0.003024 0.003123 0.017565 0.006486 0.112947 0.05416 0.026692 0.00502 0.020589 0.008341 0.007805 0.00181 0.009615 1.763685 0.45331 1.769146 2.237791 4.006937 4 25.02 13.9 1.37 1.52 25.7 1 20 5 2 3
R37 1.5113 0.3523 0.07 0.233111 23.31106 0.046318 4.631774 2.29 24.4 13.56 0.021312 0.005783 0.039556 0.06646 0.322149 0.009109 0.001515 0.011263 0.033072 0.16022 0.010126 0.017095 0.02957 0.084018 0.263076 1.074324 0.45526 0.215178 0.403886 0.040546 0.024393 0.080389 0.18355 0.745445 0.015334 0.011855 0.039864 0.006325 0.002036 0.00361 0.00313 0.016747 0.006146 0.105048 0.051719 0.021659 0.005165 0.020358 0.007537 0.008537 0.001272 0.009809 1.430639 0.407604 1.539736 1.876261 3.415997 4 23.94 13.3 0.8 1.84 2 10 5 3 4
R38 1.1444 0.3063 0.0695 0.267651 26.76512 0.060731 6.073051 2.46 24 13.33 0.020294 0.003931 0.037162 0.051311 0.348469 0.009655 0.001201 0.011608 0.026812 0.183168 0.010852 0.01676 0.033656 0.072981 0.329198 1.157056 0.461167 0.232443 0.463447 0.040801 0.021891 0.082425 0.151104 0.860835 0.018381 0.008579 0.027553 0.006932 0.001977 0.002943 0.002884 0.013836 0.007342 0.090427 0.036132 0.025313 0.004861 0.016779 0.005746 0.005376 0.001398 0.006775 1.527088 0.388151 1.36016 3.077346 4.437507 4 24.48 13.6 1.13 1.01 28 1 20 4 2 4
R39 1.1809 0.2817 0.0619 0.238547 23.85469 0.052418 5.241765 2.09 24.5 13.61 0.016278 0.003862 0.031498 0.050068 0.297032 0.008489 0.001138 0.009964 0.027833 0.15776 0.010604 0.015316 0.027802 0.071895 0.280145 1.009686 0.398738 0.205185 0.405762 0.035372 0.020317 0.069265 0.149795 0.734937 0.015252 0.00915 0.027789 0.005974 0.001939 0.003354 0.002601 0.012339 0.006315 0.084713 0.036939 0.021226 0.004541 0.015692 0.005112 0.004782 0.001294 0.006077 1.340897 0.368735 1.282027 2.610761 3.892788 4 23.76 13.2 0.92 1.34 29.6 1 20 4 2 4
R40 1.0305 0.296 0.0568 0.287239 28.72392 0.055119 5.511887 2.09 25.4 14.11 0.013276 0.002898 0.030464 0.049719 0.365796 0.007581 0.000973 0.008243 0.027461 0.192155 0.013675 0.015516 0.029864 0.068488 0.329533 1.155641 0.462154 0.236413 0.457075 0.034532 0.019387 0.068571 0.145668 0.887484 0.019196 0.015924 0.041816 0.009705 0.002287 0.00765 0.004204 0.023786 0.012186 0.136753 0.057739 0.028901 0.00649 0.031436 0.005209 0.004225 0.002328 0.006552 1.620663 0.416278 1.42995 2.793664 4.223614 3 24.12 13.4 1.26 1.34 30.7 1 30 5 3 3
R41 1.071 0.2628 0.0593 0.245378 24.53782 0.055369 5.536881 2.16 24.6 13.67 0.017788 0.002979 0.03713 0.041092 0.344964 0.008944 0.000932 0.010631 0.02263 0.184293 0.008875 0.01429 0.028843 0.05265 0.284616 1.060657 0.443953 0.227429 0.389275 0.035606 0.018201 0.076604 0.116372 0.813873 0.020289 0.01061 0.027707 0.007442 0.002137 0.002849 0.002692 0.013009 0.007759 0.094492 0.038316 0.02773 0.004829 0.015858 0.004113 0.003644 0.001311 0.004955 1.228656 0.327024 1.450316 2.16261 3.612926 4 24.12 13.4 1.31 1.37 25.4 1 30 4 2 4
R42 1.136 0.3006 0.063 0.264613 26.46127 0.055458 5.545775 2.18 27.6 15.33 0.016818 0.004127 0.040184 0.060899 0.390007 0.008963 0.001208 0.010867 0.030358 0.192336 0.017369 0.013793 0.029031 0.073683 0.315538 1.205182 0.512035 0.243732 0.449414 0.04315 0.019128 0.080081 0.164941 0.897882 0.016006 0.010285 0.031543 0.007705 0.001393 0.002766 0.002852 0.016594 0.010341 0.099485 0.041827 0.023711 0.004245 0.01936 0.002444 0.001752 0.001758 0.00351 1.427005 0.360527 1.362455 2.393167 3.755623 5 25.74 14.3 1.57 1.36 30 1 20 5 2 4
R43 0.9655 0.2847 0.0516 0.294873 29.48731 0.053444 5.344381 1.89 26.3 14.61 0.029107 0.00571 0.051916 0.064045 0.462259 0.014025 0.001517 0.015838 0.030196 0.234352 0.013452 0.016484 0.031908 0.062434 0.317743 1.350986 0.613038 0.295927 0.442021 0.056584 0.023711 0.099662 0.156674 1.014354 0.028656 0.018013 0.052077 0.011183 0.002856 0.004693 0.005291 0.024422 0.013116 0.160308 0.07009 0.039839 0.008148 0.029115 0.002323 0.003258 0.001961 0.00522 1.636751 0.443297 1.396083 2.594136 3.990218 2 25.74 14.3 1.21 1.12 25.4 1 40 5 2 1
R44 0.8285 0.2819 0.052 0.340253 34.02535 0.062764 6.276403 2.09 26 14.44 0.013092 0.005168 0.027398 0.059821 0.27041 0.006054 0.001326 0.005884 0.026499 0.122027 0.009176 0.013924 0.019471 0.069269 0.212117 0.861637 0.37589 0.16179 0.323957 0.028322 0.020419 0.052752 0.155589 0.604554 0.016016 0.016922 0.052103 0.006616 0.002043 0.007144 0.004885 0.02397 0.007708 0.137408 0.069025 0.022632 0.006928 0.031115 0.002268 0.002621 0.001636 0.004258 1.1097 0.308504 1.515566 2.847664 4.36323 5 25.2 14 1.13 1.35 31.3 1 20 5 3 4
R45 0.8841 0.2618 0.0612 0.29612 29.61203 0.069223 6.922294 2.32 25.3 14.06 0.017997 0.004052 0.03631 0.055738 0.372101 0.008484 0.000831 0.008528 0.023357 0.171496 0.008449 0.01484 0.025877 0.062347 0.293626 1.104035 0.486197 0.212697 0.40514 0.03493 0.019723 0.070716 0.141442 0.837223 0.024286 0.015216 0.039751 0.008659 0.002697 0.006671 0.004448 0.018056 0.00907 0.128854 0.054968 0.032945 0.007144 0.024727 0.002483 0.00394 0.001877 0.005817 1.345821 0.376317 1.587837 2.855575 4.443412 3 24.3 13.5 1.14 0.98 18.3 1 30 5 1 2
R46 1.2533 0.2785 0.0534 0.222213 22.22134 0.042608 4.260752 2.05 27.2 15.11 0.027424 0.007877 0.053312 0.083531 0.404521 0.009887 0.001914 0.012121 0.032898 0.165587 0.009843 0.017911 0.026203 0.086818 0.255588 1.195434 0.576666 0.222407 0.396362 0.047153 0.027702 0.091637 0.203247 0.825695 0.025007 0.027364 0.070417 0.010378 0.002589 0.010587 0.006644 0.026437 0.010193 0.189616 0.097781 0.035385 0.009233 0.037024 0.001661 0.003523 0.001324 0.004848 1.413639 0.371868 1.655967 1.788794 3.444761 5 25.2 14 1.28 1.45 29.3 1 20 5 2 4
R47 1.2604 0.3035 0.063 0.240797 24.07966 0.049984 4.998413 2.15 25.9 14.39 0.027086 0.005889 0.042932 0.062014 0.319233 0.011594 0.001335 0.011822 0.027156 0.143464 0.009835 0.013065 0.024919 0.06938 0.239152 1.008876 0.457153 0.195372 0.356351 0.048516 0.020289 0.079674 0.15855 0.701848 0.012722 0.008128 0.028527 0.004863 0.0015 0.004343 0.002376 0.014258 0.005478 0.082194 0.036655 0.017585 0.003876 0.018601 0.001982 0.003953 0.001372 0.005325 1.195552 0.331951 1.429105 2.121634 3.55074 5 24.66 13.7 1.07 1.6 29.6 1 30 5 2 3
R48 1.0573 0.2445 0.0569 0.231249 23.12494 0.053816 5.381632 1.97 27 15.00 0.019808 0.003915 0.038586 0.052389 0.360127 0.00842 0.001067 0.009761 0.022318 0.158267 0.013465 0.011306 0.02824 0.064039 0.301668 1.093374 0.474824 0.199832 0.418717 0.041692 0.016288 0.076587 0.138745 0.820062 0.012721 0.010246 0.02065 0.005373 0.001522 0.007837 0.002373 0.009377 0.006501 0.076599 0.030896 0.018093 0.003895 0.017214 0.001428 0.002286 0.001539 0.003825 1.26616 0.305376 1.318899 2.282985 3.601883 5 25.92 14.4 1.32 1.28 21.4 1 10 5 2 3
R49 1.2871 0.2956 0.066 0.229664 22.96636 0.051278 5.127807 2.37 26.2 14.56 0.023657 0.005209 0.042317 0.060727 0.323949 0.011695 0.001821 0.01425 0.030893 0.157957 0.012306 0.013403 0.027112 0.072056 0.25585 1.053201 0.455859 0.216616 0.380727 0.047658 0.020432 0.083679 0.163675 0.737756 0.009654 0.005366 0.017774 0.004119 0.001314 0.001014 0.00138 0.008223 0.00481 0.053655 0.02314 0.013773 0.002694 0.009237 0.001558 0.002652 0.001042 0.003694 1.245581 0.319067 1.602332 2.250296 3.852628 3 24.48 13.6 1.25 1.5 26.7 2 20 5 2 2
R50 1.138 0.2956 0.0591 0.259754 25.9754 0.051933 5.193322 2.01 26.6 14.78 0.026165 0.00423 0.050919 0.047449 0.443621 0.011617 0.001486 0.014947 0.023501 0.227758 0.01127 0.014588 0.032042 0.048144 0.315386 1.273124 0.572384 0.279309 0.42143 0.049052 0.020304 0.097908 0.119095 0.986764 0.027278 0.015117 0.034156 0.010945 0.002441 0.002925 0.002886 0.012951 0.010427 0.119125 0.049273 0.038223 0.005327 0.015876 0.004695 0.004533 0.001457 0.00599 1.612094 0.411646 1.634999 2.855612 4.490611 5 24.66 13.7 1.53 1.1 27.4 1 30 5 2 4
R51 1.134 0.2441 0.0513 0.215256 21.52557 0.045238 4.52381 1.99 26 14.44 0.030687 0.008715 0.051879 0.082185 0.384982 0.011299 0.001893 0.012717 0.028536 0.158528 0.009498 0.01352 0.022002 0.063287 0.21446 1.094187 0.558447 0.212973 0.322767 0.051483 0.024129 0.086598 0.174008 0.75797 0.019205 0.017618 0.048382 0.007682 0.002414 0.008444 0.004617 0.017159 0.007569 0.133089 0.066 0.026887 0.007031 0.025602 0.001378 0.002102 0.001157 0.00326 1.255813 0.311013 1.430983 2.580643 4.011626 5 23.94 13.3 1.17 1.14 29 1 20 4 2 4
R52 1.1975 0.3104 0.0603 0.259207 25.92067 0.050355 5.035491 2.19 24.2 13.44 0.019556 0.004801 0.036437 0.06518 0.328043 0.007881 0.000996 0.008913 0.027444 0.143021 0.00882 0.013679 0.024679 0.077385 0.268331 1.035164 0.454018 0.188254 0.392892 0.036257 0.019475 0.070028 0.170009 0.739395 0.011552 0.007951 0.02562 0.004926 0.001758 0.003055 0.002369 0.010964 0.004632 0.072827 0.033571 0.016478 0.004127 0.01402 0.002178 0.00268 0.001105 0.003785 1.222809 0.317656 1.374106 2.136759 3.510865 3 23.76 13.2 1.18 1.4 1 30 5 2 2
R53 0.9487 0.2496 0.0521 0.263097 26.30969 0.054917 5.491726 1.96 25.8 14.33 0.021168 0.005401 0.041303 0.06723 0.395163 0.008812 0.001246 0.010685 0.028672 0.175976 0.014034 0.015763 0.023055 0.064176 0.246791 1.119475 0.530265 0.225392 0.363819 0.044015 0.022409 0.075043 0.160078 0.81793 0.017824 0.016368 0.046073 0.007832 0.002082 0.007721 0.003508 0.016934 0.008228 0.126569 0.062441 0.025656 0.00559 0.024655 0.004207 0.003311 0.001312 0.004623 1.21441 0.304468 1.354651 2.468225 3.822875 3 25.2 14 1.3 1.1 21.7 1 30 4 2 2
R54 0.7139 0.2185 0.0451 0.306065 30.60653 0.063174 6.317411 1.36 28.6 15.89 0.035187 0.010691 0.05877 0.092637 0.411718 0.012005 0.002108 0.012587 0.030937 0.173589 0.008742 0.015328 0.022293 0.060706 0.20836 1.155658 0.609003 0.231225 0.31543 0.055934 0.028127 0.09365 0.18428 0.793667 0.033786 0.03786 0.098449 0.013126 0.004273 0.019149 0.010478 0.034028 0.012258 0.263406 0.136309 0.046912 0.014751 0.053177 0.003371 0.003963 0.002505 0.006468 1.455021 0.403875 2.079428 3.19193 5.271358 3 23.76 13.2 1.38 1.03 16.4 1 40 4 1 2
R55 1.3122 0.3447 0.0585 0.262689 26.26886 0.044582 4.458162 2.14 26.8 14.89 0.036717 0.009507 0.067824 0.104232 0.467552 0.01065 0.001388 0.012355 0.026578 0.142119 0.009534 0.015378 0.02857 0.073814 0.253344 1.259562 0.685832 0.19309 0.38064 0.056901 0.026273 0.108749 0.204624 0.863015 0.017708 0.011056 0.035851 0.007245 0.002062 0.007341 0.002985 0.012708 0.00689 0.103845 0.046907 0.024953 0.005047 0.020049 0.001328 0.002169 0.001703 0.003872 1.529515 0.39901 1.980003 1.933609 3.913613 4 25.38 14.1 1.33 1.49 31.8 1 30 5 2

APPENDIX 3B RL04 - Mean Values



BBerry Weig SSkin WeighSSeed Weig SSkin mass SSkin as a pSSeed massSSeed as a pNNumber of BBrix Baume DDelphinidinCCyanindin gPPetunidin gPPeonidin glMMalvidin gluDDelphinidinCCyanidin acPPetunidin aPPeonidin acMMalvidin acDDelphinidinCCyanidin coPPetunidin cPPeonidin coMMalvidin coTTAnthocyanTTGlucosideTTAcetylglucTTCoumaroyTTDelphinidiTTCyanidininTTPetunidinsTTPeonidinsTTMalvinidin((A) MyricetiQQuercetin gQQuercetin g((B) Myriceti((C) Kaemp ((D) Isorham((E) Kaempf((F) Isorham((G) SyringeTTFlavonols TTQ-GlycosiTTM-GlycosiTTK-Glycosi TTI-GlycosidCCaffeic acidCCoumaric aCCoumaric 2TTcoumaric SSPEC TantSSPEC TpheSSkin tanninSSeed tanninTTotal TanniHHWC StreaHHWC Brix HHWC BaumHHWC AnthoHHWC BerryHHWC BMY HHWC BMShHHWC BMFrHHWC BMLLeHHWC BMC HHWC Wine
BBerry Weig 1
SSkin Weigh 0.597034 1
SSeed Weig 0.466571 0.466212 1
SSkin mass -0.40208 0.487739 0.03214 1
SSkin as a p -0.40208 0.487739 0.03214 1 1
SSeed mass -0.65036 -0.23282 0.356154 0.453983 0.453983 1
SSeed as a p -0.65036 -0.23282 0.356154 0.453983 0.453983 1 1
NNumber of 0.330927 0.400699 0.829793 0.121538 0.121538 0.362213 0.362213 1
BBrix -0.35827 -0.47498 -0.45137 -0.15856 -0.15856 -0.01408 -0.01408 -0.43325 1
BBaume -0.35827 -0.47498 -0.45137 -0.15856 -0.15856 -0.01408 -0.01408 -0.43325 1 1
DDelphinidin 0.009966 0.15188 -0.16944 0.160413 0.160413 -0.15314 -0.15314 -0.02099 0.018859 0.018859 1
CCyanindin g -0.01645 0.011492 -0.37001 0.047658 0.047658 -0.28261 -0.28261 -0.22046 0.202657 0.202657 0.861931 1
PPetunidin g -0.03051 0.136542 -0.21441 0.185274 0.185274 -0.14751 -0.14751 -0.0429 0.073544 0.073544 0.976115 0.816604 1
PPeonidin gl -0.03032 -0.06012 -0.48388 -0.01506 -0.01506 -0.36198 -0.36198 -0.34556 0.469449 0.469449 0.65382 0.863753 0.664702 1
MMalvidin glu -0.24382 -0.05453 -0.38942 0.186877 0.186877 -0.08776 -0.08776 -0.2002 0.258785 0.258785 0.656267 0.475011 0.778121 0.548627 1
DDelphinidin -0.05018 0.050619 -0.11861 0.106757 0.106757 -0.05466 -0.05466 -0.01605 0.045734 0.045734 0.914532 0.718893 0.900047 0.532498 0.677674 1
CCyanidin ac 0.071942 0.085368 -0.2928 0.030363 0.030363 -0.29678 -0.29678 -0.27709 0.256201 0.256201 0.641879 0.762377 0.601797 0.691732 0.33534 0.650171 1
PPetunidin a 0.037779 0.034405 -0.09544 -0.00999 -0.00999 -0.13085 -0.13085 -0.01194 0.047459 0.047459 0.848529 0.644545 0.863374 0.503976 0.725335 0.965864 0.639614 1
PPeonidin ac 0.065793 -0.02486 -0.28753 -0.08019 -0.08019 -0.31886 -0.31886 -0.30663 0.449106 0.449106 0.118369 0.322511 0.14441 0.583731 0.274919 0.230287 0.544776 0.304831 1
MMalvidin ac -0.29516 -0.12797 -0.15402 0.142016 0.142016 0.146338 0.146338 -0.16297 0.09269 0.09269 0.107869 -0.14869 0.222469 -0.06911 0.65336 0.354686 0.037688 0.471912 0.273398 1
DDelphinidin -0.17474 -0.27848 -0.12565 -0.1537 -0.1537 0.055309 0.055309 -0.12737 0.469706 0.469706 -0.35508 -0.30797 -0.23437 -0.06315 0.169573 -0.23096 -0.13585 -0.10983 0.25367 0.333935 1
CCyanidin co -0.03902 -0.03888 -0.35613 -0.00074 -0.00074 -0.26608 -0.26608 -0.40901 0.255288 0.255288 -0.20276 -0.05595 -0.12775 0.255443 0.268614 -0.13691 0.08541 -0.04119 0.646505 0.425906 0.264617 1
PPetunidin c 0.083926 0.184707 -0.03142 0.097482 0.097482 -0.14787 -0.14787 -0.10835 -0.04368 -0.04368 0.063324 -0.1335 0.178531 0.009267 0.548781 0.217978 -0.01138 0.356098 0.363432 0.768578 0.238711 0.620153 1
PPeonidin co 0.2644 0.063171 -0.23009 -0.19362 -0.19362 -0.47141 -0.47141 -0.24683 0.343522 0.343522 -0.14854 0.096189 -0.11284 0.443616 0.077706 -0.13199 0.20091 -0.05813 0.796367 0.013065 0.230003 0.742133 0.389781 1
MMalvidin co -0.03695 -0.04613 -0.11546 -0.04131 -0.04131 -0.09979 -0.09979 -0.19353 0.134902 0.134902 -0.37853 -0.47685 -0.263 -0.19398 0.293035 -0.19797 -0.31393 -0.05289 0.331288 0.696723 0.468339 0.698987 0.831404 0.472999 1
TTAnthocyan -0.1647 -0.03756 -0.36943 0.116076 0.116076 -0.16512 -0.16512 -0.26471 0.285668 0.285668 0.477054 0.323261 0.601702 0.478869 0.928472 0.576101 0.305415 0.66748 0.484628 0.785675 0.269988 0.522092 0.770065 0.323823 0.576754 1
TTGlucoside -0.17308 -0.00718 -0.39418 0.171773 0.171773 -0.15847 -0.15847 -0.19959 0.26114 0.26114 0.821452 0.692767 0.905284 0.712121 0.959958 0.793516 0.509929 0.806741 0.313523 0.474015 0.022054 0.174583 0.403355 0.084958 0.07519 0.850523 1
TTAcetylgluc -0.25066 -0.1062 -0.18733 0.123637 0.123637 0.073652 0.073652 -0.18079 0.14023 0.14023 0.268592 0.032429 0.37131 0.10079 0.727803 0.514422 0.215636 0.625162 0.399759 0.977059 0.28835 0.427483 0.761884 0.082877 0.619857 0.851878 0.594255 1
TTCoumaroy 0.014471 -0.02574 -0.15352 -0.0668 -0.0668 -0.18092 -0.18092 -0.22598 0.195096 0.195096 -0.34487 -0.38604 -0.23045 -0.06743 0.303501 -0.17968 -0.21657 -0.03265 0.465656 0.640923 0.483563 0.779683 0.834281 0.618407 0.983418 0.60192 0.111589 0.589985 1
TTDelphinidi -0.03805 0.083072 -0.19648 0.127845 0.127845 -0.13167 -0.13167 -0.04801 0.123767 0.123767 0.973252 0.824518 0.97497 0.658529 0.738545 0.942614 0.656681 0.904094 0.201628 0.234383 -0.14386 -0.14728 0.148487 -0.1067 -0.26872 0.58436 0.873631 0.395776 -0.23278 1
TTCyanidinin -0.02989 -0.00832 -0.52188 0.036881 0.036881 -0.40177 -0.40177 -0.44584 0.333222 0.333222 0.555375 0.760034 0.566492 0.852809 0.546207 0.494571 0.700564 0.500664 0.69606 0.166867 -0.06737 0.603559 0.296728 0.56057 0.069822 0.594798 0.660473 0.315747 0.196058 0.565003 1
TTPetunidins -0.00045 0.154865 -0.19258 0.168202 0.168202 -0.16979 -0.16979 -0.05985 0.056289 0.056289 0.920321 0.71941 0.966887 0.608397 0.850109 0.91064 0.573516 0.916601 0.240219 0.416164 -0.15146 0.027637 0.414658 -0.01344 -0.03603 0.748881 0.932014 0.556431 -0.00636 0.946268 0.592323 1
TTPeonidins 0.106393 -0.01204 -0.43175 -0.10479 -0.10479 -0.46813 -0.46813 -0.35842 0.495011 0.495011 0.345193 0.606825 0.37095 0.876874 0.402402 0.294874 0.579797 0.320302 0.838031 0.001972 0.097623 0.567678 0.226256 0.814429 0.13578 0.496997 0.509367 0.152292 0.294138 0.377845 0.854911 0.393758 1
TTMalvinidin -0.22542 -0.08008 -0.30896 0.125136 0.125136 -0.05724 -0.05724 -0.23239 0.22651 0.22651 0.254458 0.049688 0.398579 0.225019 0.851972 0.397083 0.07741 0.510542 0.357065 0.893548 0.365067 0.537032 0.833131 0.238851 0.735529 0.955448 0.699174 0.900559 0.721958 0.376014 0.384798 0.57698 0.289337 1
((A) Myriceti -0.43321 -0.07384 -0.34237 0.379078 0.379078 0.175487 0.175487 -0.22126 0.02951 0.02951 0.578017 0.369577 0.658055 0.283123 0.777448 0.600196 0.273491 0.582227 0.02247 0.619335 -0.10897 0.200024 0.401374 -0.2147 0.127052 0.679405 0.741372 0.650482 0.094493 0.597103 0.42046 0.700584 0.079777 0.647667 1
QQuercetin g -0.41246 -0.0839 -0.42136 0.367863 0.367863 0.124189 0.124189 -0.2786 0.070306 0.070306 0.508124 0.519701 0.523863 0.402499 0.444429 0.430774 0.488638 0.356956 0.088227 0.198613 -0.16011 0.129636 -0.01696 -0.15326 -0.23729 0.312662 0.508892 0.257159 -0.2185 0.49196 0.504683 0.468236 0.187621 0.209206 0.758843 1
QQuercetin g -0.39009 -0.12531 -0.56189 0.300546 0.300546 -0.02266 -0.02266 -0.44719 0.245264 0.245264 0.438609 0.545047 0.465495 0.539117 0.458249 0.358984 0.521812 0.292608 0.289519 0.178505 -0.0892 0.348163 0.034182 0.099565 -0.12987 0.378163 0.521822 0.249646 -0.07351 0.432323 0.66513 0.423241 0.40825 0.255853 0.701012 0.932882 1
((B) Myriceti -0.46907 -0.18902 -0.46946 0.282757 0.282757 0.109829 0.109829 -0.36891 0.192601 0.192601 0.267456 0.142151 0.389825 0.203459 0.705658 0.325061 0.164238 0.354091 0.117045 0.690741 0.19504 0.399096 0.434643 -0.06242 0.339837 0.676711 0.599683 0.677875 0.313442 0.337172 0.372192 0.459537 0.111453 0.708241 0.88253 0.701694 0.71523 1
((C) Kaemp -0.39835 -0.08462 -0.43209 0.349438 0.349438 0.077904 0.077904 -0.27345 0.026172 0.026172 0.583168 0.512304 0.629511 0.43861 0.697181 0.550079 0.403765 0.516052 0.127962 0.4376 -0.19071 0.251 0.282698 -0.07625 0.011873 0.593742 0.709304 0.494084 0.017471 0.574363 0.568467 0.641959 0.24852 0.512275 0.886633 0.811058 0.797053 0.789008 1
((D) Isorham -0.49396 -0.32618 -0.67371 0.182394 0.182394 -0.01734 -0.01734 -0.56024 0.438994 0.438994 0.290612 0.464671 0.333054 0.561749 0.406737 0.144463 0.315522 0.067561 0.170133 0.019558 0.024105 0.270533 -0.07993 0.119786 -0.10754 0.295741 0.451345 0.056969 -0.05845 0.285067 0.53807 0.259029 0.414173 0.197905 0.496536 0.719488 0.824877 0.587644 0.637585 1
((E) Kaempf -0.4519 -0.14082 -0.47582 0.350023 0.350023 0.115702 0.115702 -0.31914 0.119669 0.119669 0.508186 0.53668 0.531556 0.445563 0.497602 0.446227 0.452203 0.367036 0.133289 0.226899 -0.14532 0.200405 0.05562 -0.05972 -0.1541 0.385644 0.552642 0.288543 -0.12744 0.498217 0.558516 0.491794 0.260668 0.280249 0.789974 0.955713 0.946819 0.743288 0.880135 0.756658 1
((F) Isorham -0.47031 -0.16576 -0.562 0.336616 0.336616 0.055294 0.055294 -0.44315 0.293132 0.293132 0.273972 0.338054 0.328786 0.393215 0.450211 0.264037 0.357267 0.201291 0.301317 0.304605 0.080301 0.427245 0.139643 0.159453 0.070019 0.424562 0.450693 0.342975 0.113589 0.306513 0.550096 0.323471 0.348198 0.361053 0.699866 0.835422 0.928935 0.794593 0.731948 0.754474 0.891054 1
((G) Syringe -0.52819 -0.28839 -0.48464 0.222128 0.222128 0.142944 0.142944 -0.38728 0.321553 0.321553 0.176622 0.053163 0.30324 0.134901 0.647796 0.268031 0.055183 0.289096 0.120299 0.680154 0.373815 0.350315 0.38292 -0.05603 0.386752 0.637808 0.524982 0.65702 0.354081 0.284664 0.266464 0.369307 0.073417 0.691012 0.77791 0.568485 0.597903 0.932333 0.607518 0.503553 0.624402 0.765469 1
TTFlavonols -0.47518 -0.15617 -0.54884 0.349034 0.349034 0.070857 0.070857 -0.41551 0.216061 0.216061 0.464999 0.476452 0.518845 0.457542 0.585076 0.420223 0.433265 0.365065 0.201159 0.349723 -0.04129 0.320924 0.149365 -0.00684 -0.02652 0.495786 0.605191 0.400646 -0.00104 0.477458 0.589797 0.501882 0.30039 0.411129 0.840825 0.941683 0.967597 0.848226 0.870153 0.796558 0.964387 0.940765 0.746079 1
TTQ-Glycosi -0.40282 -0.11416 -0.52604 0.32606 0.32606 0.023061 0.023061 -0.40087 0.193987 0.193987 0.466835 0.545083 0.490619 0.504169 0.460628 0.386757 0.519052 0.317075 0.230632 0.187426 -0.11274 0.28473 0.018644 0.021735 -0.16546 0.363161 0.525411 0.25566 -0.12006 0.457359 0.624555 0.443552 0.345038 0.244972 0.729418 0.967597 0.9936 0.721462 0.813121 0.803909 0.963478 0.913216 0.597436 0.973644 1
TTM-Glycosi -0.45253 -0.10553 -0.38336 0.362742 0.362742 0.162439 0.162439 -0.26481 0.072653 0.072653 0.510488 0.318887 0.603393 0.26891 0.776685 0.542402 0.251353 0.536256 0.047612 0.652209 -0.03233 0.256467 0.419292 -0.18001 0.185383 0.694371 0.721578 0.672615 0.153678 0.543196 0.417589 0.65398 0.089864 0.678374 0.992476 0.761463 0.72088 0.933467 0.881662 0.531708 0.796036 0.740669 0.836056 0.862142 0.744168 1
TTK-Glycosi -0.44777 -0.12807 -0.47515 0.358689 0.358689 0.107659 0.107659 -0.31394 0.095571 0.095571 0.542762 0.543157 0.573385 0.454793 0.56805 0.487613 0.449568 0.419523 0.135108 0.29374 -0.16215 0.220139 0.122887 -0.06602 -0.10985 0.455737 0.612031 0.355443 -0.08863 0.532879 0.5755 0.547763 0.263724 0.354622 0.83795 0.93788 0.927279 0.77531 0.937118 0.74122 0.990475 0.867397 0.635266 0.961397 0.944187 0.840965 1
TTI-Glycosid -0.50794 -0.23586 -0.63815 0.299581 0.299581 0.031532 0.031532 -0.51404 0.36559 0.36559 0.296961 0.406069 0.350506 0.480272 0.461521 0.235509 0.363534 0.163632 0.270732 0.216716 0.064214 0.394827 0.066126 0.154388 0.007943 0.402405 0.478525 0.257077 0.056245 0.31726 0.579273 0.319186 0.394169 0.322178 0.666713 0.84323 0.946906 0.765885 0.741484 0.892419 0.895367 0.969448 0.714435 0.944454 0.928263 0.707909 0.873334 1
CCaffeic acid 0.165916 0.553266 0.499066 0.450051 0.450051 0.231564 0.231564 0.393931 -0.58417 -0.58417 0.335752 0.124429 0.284942 -0.15437 0.015779 0.292473 0.054963 0.253979 -0.17964 0.047107 -0.49962 -0.27976 0.11569 -0.33659 -0.22881 -0.04221 0.072889 0.070293 -0.26521 0.244243 -0.08269 0.290893 -0.26492 -0.07206 0.215264 0.09923 -0.07102 -0.10755 0.130039 -0.29509 0.026953 -0.16005 -0.2046 -0.03105 -0.01867 0.136178 0.057533 -0.22031 1
CCoumaric a 0.29394 0.501912 0.48355 0.270255 0.270255 0.103775 0.103775 0.306 -0.56793 -0.56793 0.249011 0.119115 0.166206 -0.11214 -0.12947 0.230586 0.102666 0.193273 -0.06388 -0.05306 -0.57497 -0.14276 0.104071 -0.14601 -0.2043 -0.12021 -0.04731 -0.01506 -0.21107 0.141121 0.005108 0.184353 -0.14018 -0.17 0.093235 0.058589 -0.06649 -0.20734 0.050371 -0.29816 -0.01561 -0.16986 -0.32358 -0.07546 -0.02824 0.017126 0.003133 -0.22821 0.906295 1
CCoumaric 2 -0.49689 -0.1685 -0.46141 0.340211 0.340211 0.136381 0.136381 -0.43249 0.324169 0.324169 0.091271 0.064691 0.210628 0.214562 0.562173 0.126833 -0.01226 0.120166 0.197002 0.53509 0.333452 0.492467 0.498247 0.181825 0.480075 0.610867 0.455114 0.510328 0.482096 0.174106 0.358811 0.295555 0.235945 0.645048 0.637765 0.487338 0.590535 0.801373 0.576317 0.624452 0.594492 0.745788 0.826609 0.691502 0.566822 0.69507 0.604226 0.74609 -0.20443 -0.27133 1
TTcoumaric 0.196006 0.483565 0.40039 0.354732 0.354732 0.13747 0.13747 0.222612 -0.51794 -0.51794 0.278196 0.137681 0.218465 -0.0693 -0.01116 0.266877 0.103777 0.226726 -0.0231 0.062141 -0.5232 -0.04021 0.217009 -0.11159 -0.10674 0.009097 0.050588 0.096121 -0.11331 0.184457 0.08386 0.255878 -0.0937 -0.03505 0.236321 0.167459 0.06035 -0.03954 0.178419 -0.17246 0.113979 -0.01284 -0.15454 0.073155 0.094825 0.169948 0.135547 -0.07328 0.895023 0.977542 -0.0624 1
SSPEC Tant -0.15784 0.026196 -0.34651 0.188007 0.188007 -0.14291 -0.14291 -0.26609 0.184322 0.184322 0.397981 0.254437 0.524169 0.39159 0.850066 0.496601 0.289983 0.590188 0.469917 0.770158 0.27296 0.528312 0.802423 0.321433 0.5945 0.940515 0.762469 0.822791 0.618273 0.500704 0.547506 0.682518 0.44136 0.913363 0.663355 0.308971 0.367848 0.67798 0.594069 0.260372 0.37762 0.440724 0.630472 0.487437 0.354772 0.68246 0.449932 0.400296 0.022285 -0.05553 0.637872 0.082083 1
SSPEC Tphe -0.15546 0.088075 -0.32319 0.266409 0.266409 -0.10754 -0.10754 -0.28564 0.136114 0.136114 0.302359 0.209892 0.422525 0.354966 0.741469 0.399324 0.288635 0.477845 0.470955 0.720319 0.260368 0.611998 0.771012 0.340394 0.581237 0.852507 0.656363 0.760807 0.611438 0.395923 0.568375 0.577707 0.427735 0.833231 0.668281 0.388326 0.460322 0.716667 0.618122 0.3022 0.453642 0.537122 0.648024 0.558889 0.444486 0.69629 0.5128 0.4822 0.018372 -0.00324 0.697989 0.149468 0.944009 1
SSkin tannin -0.11568 -0.08238 -0.37151 0.051496 0.051496 -0.13772 -0.13772 -0.37781 0.249546 0.249546 0.376101 0.476329 0.415063 0.54559 0.39583 0.325921 0.475935 0.31419 0.221258 0.088929 -0.09402 0.324344 0.156587 0.192021 -0.02303 0.364384 0.464148 0.16285 0.035277 0.370682 0.595927 0.412893 0.44309 0.241748 0.419465 0.529744 0.619168 0.436569 0.488427 0.569045 0.558579 0.516618 0.301365 0.579053 0.600194 0.433592 0.552331 0.567835 -0.20933 -0.09625 0.436888 -0.00415 0.345264 0.426054 1
SSeed tannin -0.42193 -0.21868 0.126629 0.21813 0.21813 0.543164 0.543164 0.208606 -0.04785 -0.04785 -0.04933 -0.07163 -0.08564 -0.2069 -0.10851 -0.01545 -0.09661 -0.0633 -0.25717 0.042685 -0.02896 -0.32038 -0.19097 -0.41839 -0.15782 -0.17494 -0.12373 0.001414 -0.22642 -0.05177 -0.26471 -0.11975 -0.34304 -0.11681 0.111793 0.178218 0.046483 0.061029 0.078941 0.031449 0.137184 0.049961 0.062575 0.090269 0.088477 0.101154 0.123754 0.046101 0.253897 0.202695 0.048324 0.220765 -0.12853 -0.13675 -0.10937 1
TTotal Tann -0.44866 -0.24324 -0.05926 0.227982 0.227982 0.440749 0.440749 0.014177 0.074498 0.074498 0.133522 0.160575 0.118271 0.067502 0.087764 0.141166 0.137092 0.090947 -0.13419 0.082252 -0.07189 -0.14393 -0.10333 -0.29848 -0.15816 0.010803 0.106175 0.079053 -0.19429 0.128664 0.037618 0.085423 -0.10837 0.006475 0.30447 0.419049 0.338894 0.265297 0.306754 0.300951 0.39455 0.293187 0.202201 0.360576 0.368996 0.301292 0.379044 0.314035 0.136836 0.143066 0.253603 0.20388 0.044956 0.07585 0.375346 0.880271 1
HHWC Strea 0.124254 -0.18067 0.072334 -0.34556 -0.34556 -0.05757 -0.05757 -0.09321 0.289245 0.289245 -0.53039 -0.36374 -0.55456 -0.1822 -0.49665 -0.49214 -0.07383 -0.4444 0.080913 -0.20995 0.129689 0.140048 -0.19208 0.203653 0.085436 -0.3647 -0.51567 -0.25767 0.100788 -0.5299 -0.18105 -0.55153 -0.00951 -0.30342 -0.50759 -0.31335 -0.25879 -0.30063 -0.48869 -0.17031 -0.39623 -0.23663 -0.26633 -0.34107 -0.27969 -0.46541 -0.43305 -0.22633 -0.38769 -0.22951 -0.30604 -0.305 -0.34399 -0.31105 -0.06781 -0.06492 -0.09291 1
HHWC Brix -0.14877 -0.3798 -0.14857 -0.26482 -0.26482 0.010606 0.010606 -0.15702 0.607834 0.607834 -0.18365 -0.04213 -0.14057 0.189813 0.056387 -0.07507 -0.02776 -0.03649 0.310149 0.059638 0.427052 0.140425 0.025977 0.345303 0.210929 0.13332 0.022278 0.075564 0.254442 -0.08434 0.056198 -0.1122 0.308154 0.131678 -0.2943 -0.38049 -0.2175 -0.12468 -0.31376 0.037745 -0.30831 -0.12095 0.016624 -0.23398 -0.27181 -0.25692 -0.31767 -0.06904 -0.49422 -0.44617 0.09152 -0.44262 0.024517 -0.04891 -0.07049 -0.16909 -0.19132 0.232971 1
HHWC Baum -0.14877 -0.3798 -0.14857 -0.26482 -0.26482 0.010606 0.010606 -0.15702 0.607834 0.607834 -0.18365 -0.04213 -0.14057 0.189813 0.056387 -0.07507 -0.02776 -0.03649 0.310149 0.059638 0.427052 0.140425 0.025977 0.345303 0.210929 0.13332 0.022278 0.075564 0.254442 -0.08434 0.056198 -0.1122 0.308154 0.131678 -0.2943 -0.38049 -0.2175 -0.12468 -0.31376 0.037745 -0.30831 -0.12095 0.016624 -0.23398 -0.27181 -0.25692 -0.31767 -0.06904 -0.49422 -0.44617 0.09152 -0.44262 0.024517 -0.04891 -0.07049 -0.16909 -0.19132 0.232971 1 1
HHWC Antho -0.27602 -0.16986 -0.31433 0.070727 0.070727 -0.00342 -0.00342 -0.17915 0.232217 0.232217 0.450122 0.287853 0.542119 0.251868 0.635081 0.510813 0.273234 0.561202 0.057149 0.500058 0.104053 -0.04914 0.331621 -0.14072 0.144101 0.573231 0.606545 0.540663 0.116122 0.513248 0.202867 0.58939 0.098092 0.543946 0.523998 0.318785 0.253712 0.469316 0.420666 0.205005 0.317283 0.238138 0.445284 0.361735 0.277837 0.521845 0.355278 0.240331 0.015343 -0.1525 0.335451 -0.08469 0.508676 0.363112 0.28695 0.108711 0.238342 -0.25421 0.031401 0.031401 1
HHWC Berry 0.633155 0.233259 0.025516 -0.39541 -0.39541 -0.63803 -0.63803 -0.04575 0.107242 0.107242 -0.05369 0.071356 -0.06292 0.196486 -0.16423 -0.08883 0.116101 -0.01979 0.402044 -0.23946 0.018569 0.238874 0.118207 0.571541 0.108158 -0.01966 -0.09645 -0.17394 0.205398 -0.06035 0.214529 -0.02736 0.423763 -0.10769 -0.41979 -0.32853 -0.17219 -0.34208 -0.3203 -0.16336 -0.30258 -0.17529 -0.31621 -0.28571 -0.22374 -0.40924 -0.31536 -0.18156 -0.19683 -0.02643 -0.17406 -0.06551 -0.01834 -0.02353 0.089365 -0.50631 -0.42946 0.332205 0.140619 0.140619 -0.17535 1
HHWC BMY 0.225982 -0.04153 -0.10645 -0.28445 -0.28445 -0.32346 -0.32346 -0.17913 0.289596 0.289596 -0.55323 -0.37951 -0.50832 -0.07003 -0.21223 -0.49183 -0.13631 -0.3944 0.270273 -0.02375 0.364368 0.443949 0.156949 0.533298 0.43152 -0.02727 -0.30283 -0.07115 0.475725 -0.50174 -0.00891 -0.43129 0.220002 0.047956 -0.42141 -0.41502 -0.20902 -0.12516 -0.35225 -0.10736 -0.35432 -0.07588 -0.06604 -0.27073 -0.27621 -0.35383 -0.36283 -0.09234 -0.51589 -0.46754 0.037354 -0.4783 0.019928 0.031716 -0.06829 -0.27103 -0.28546 0.504576 0.353249 0.353249 -0.25302 0.395768 1
HHWC BMSh 0.303795 0.167981 0.190991 -0.10147 -0.10147 -0.13719 -0.13719 0.122889 0.014276 0.014276 -0.14647 -0.12246 -0.17493 -0.0528 -0.2596 -0.08077 0.117607 -0.04374 0.294705 -0.1167 -0.00097 0.071704 -0.01777 0.231196 -0.024 -0.16355 -0.2294 -0.07978 0.023349 -0.14294 -0.03183 -0.15036 0.110065 -0.18789 -0.31024 -0.24021 -0.2048 -0.27535 -0.22947 -0.24836 -0.23969 -0.19626 -0.26048 -0.26124 -0.2189 -0.30831 -0.24278 -0.22775 0.023662 0.182631 -0.25563 0.133409 -0.13853 -0.10691 -0.03675 -0.16815 -0.17434 0.122443 -0.03024 -0.03024 -0.25595 0.424454 0.007449 1
HHWC BMFr -0.29157 0.171109 -0.1114 0.485873 0.485873 0.205486 0.205486 0.001133 -0.07773 -0.07773 0.331687 0.212471 0.380263 0.083156 0.358121 0.300883 0.156843 0.222448 -0.18202 0.186431 -0.02936 -0.20918 -0.00487 -0.36745 -0.19317 0.190258 0.35501 0.190616 -0.22761 0.34082 0.035534 0.336111 -0.13571 0.173926 0.446343 0.360455 0.308514 0.400611 0.394978 0.233395 0.35888 0.318617 0.341521 0.379294 0.329323 0.444729 0.378409 0.306269 0.194506 -0.01636 0.315099 0.052032 0.253096 0.290275 0.179619 0.189616 0.262552 -0.49945 -0.2004 -0.2004 0.350471 -0.43817 -0.3016 -0.31336 1
HHWC BMLe 0.047343 -0.07453 0.048605 -0.10639 -0.10639 0.00555 0.00555 0.121898 0.225461 0.225461 -0.13456 -0.17072 -0.09392 0.015147 0.010245 -0.03265 -0.15005 0.00666 0.131672 0.005397 0.157539 -0.00515 0.065088 0.215012 0.158685 0.05689 -0.02464 0.015199 0.175319 -0.08981 -0.14099 -0.05993 0.121318 0.071159 -0.11828 -0.1763 -0.12855 -0.01326 -0.13724 -0.08804 -0.11924 -0.0293 0.051029 -0.11308 -0.14541 -0.09366 -0.12747 -0.05305 -0.2497 -0.17073 0.054007 -0.16522 0.066435 0.041071 -0.02634 -0.0903 -0.09678 0.132511 0.263918 0.263918 0.074431 0.208377 0.15883 0.184768 -0.30691 1
HHWC BMC 0.165149 0.115207 -0.02544 -0.02126 -0.02126 -0.18685 -0.18685 -0.00287 0.06318 0.06318 -0.18863 -0.12893 -0.18715 -0.00588 -0.14856 -0.18983 0.012666 -0.15389 0.209248 -0.10841 0.027481 0.177055 0.059462 0.318889 0.116985 -0.06168 -0.15435 -0.10214 0.16138 -0.19534 0.020531 -0.15946 0.164796 -0.06453 -0.32051 -0.32222 -0.21916 -0.27038 -0.23536 -0.12118 -0.29137 -0.15023 -0.22447 -0.26635 -0.25469 -0.31485 -0.28248 -0.14857 -0.03766 0.011502 -0.1269 -0.01586 -0.01849 -0.03867 -0.11051 -0.2755 -0.30965 0.163645 0.198588 0.198588 -0.14556 0.335758 0.479953 0.332337 -0.29268 0.17534 1
HHWC Wine 0.156558 -0.1894 0.069802 -0.37134 -0.37134 -0.09848 -0.09848 -0.06198 0.159729 0.159729 -0.25983 -0.1134 -0.2881 -0.07057 -0.35141 -0.24569 0.070873 -0.20701 0.075683 -0.19008 -0.03971 0.084006 -0.13448 0.151799 -0.0407 -0.26549 -0.3255 -0.19655 -0.01365 -0.28162 -0.02076 -0.29059 0.039187 -0.2631 -0.31454 -0.1844 -0.14139 -0.22418 -0.23535 -0.1064 -0.21986 -0.15457 -0.2373 -0.20794 -0.15687 -0.29835 -0.23 -0.14515 -0.2169 -0.08727 -0.29387 -0.15499 -0.24362 -0.24086 -0.02558 -0.05849 -0.0649 0.735979 0.216456 0.216456 -0.19174 0.293044 0.405675 0.050603 -0.46262 0.004078 0.249968 1

APPENDIX 3B RL04 - R Values



BBerry Weig SSkin WeighSSeed Weig SSkin mass SSkin as a pSSeed massSSeed as a pNNumber of BBrix Baume DDelphinidinCCyanindin gPPetunidin gPPeonidin glMMalvidin gluDDelphinidinCCyanidin acPPetunidin aPPeonidin acMMalvidin acDDelphinidinCCyanidin coPPetunidin cPPeonidin coMMalvidin coTTAnthocyanTTGlucosideTTAcetylglucTTCoumaroyTTDelphinidiTTCyanidininTTPetunidinsTTPeonidinsTTMalvinidin((A) MyricetiQQuercetin gQQuercetin g((B) Myriceti((C) Kaemp ((D) Isorham((E) Kaempf((F) Isorham((G) SyringeTTFlavonols TTQ-GlycosiTTM-GlycosiTTK-Glycosi TTI-GlycosidCCaffeic acidCCoumaric aCCoumaric 2TTcoumaric SSPEC TantSSPEC TpheSSkin tanninSSeed tanninTTotal TanniHHWC StreaHHWC Brix HHWC BaumHHWC AnthoHHWC BerryHHWC BMY HHWC BMShHHWC BMFrHHWC BMLeHHWC BMC HHWC Wine
BBerry Weig 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin Weigh 0.35645 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed Weig 0.217689 0.217353 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin mass 0.16167 0.237889 0.001033 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin as a p 0.16167 0.237889 0.001033 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed mass 0.422971 0.054205 0.126845 0.206101 0.206101 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed as a p 0.422971 0.054205 0.126845 0.206101 0.206101 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
NNumber of 0.109513 0.160559 0.688557 0.014771 0.014771 0.131198 0.131198 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
BBrix 0.128354 0.225603 0.203739 0.02514 0.02514 0.000198 0.000198 0.187705 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
BBaume 0.128354 0.225603 0.203739 0.02514 0.02514 0.000198 0.000198 0.187705 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DDelphinidin 9.93E-05 0.023068 0.028711 0.025732 0.025732 0.023453 0.023453 0.000441 0.000356 0.000356 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCyanindin g 0.00027 0.000132 0.136908 0.002271 0.002271 0.079869 0.079869 0.048604 0.04107 0.04107 0.742925 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPetunidin g 0.000931 0.018644 0.04597 0.034326 0.034326 0.02176 0.02176 0.00184 0.005409 0.005409 0.952801 0.666841 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPeonidin gl 0.000919 0.003615 0.234138 0.000227 0.000227 0.131029 0.131029 0.119413 0.220383 0.220383 0.42748 0.746069 0.441828 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MMalvidin glu 0.059446 0.002973 0.151648 0.034923 0.034923 0.007702 0.007702 0.040081 0.066969 0.066969 0.430686 0.225635 0.605473 0.300992 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DDelphinidin 0.002518 0.002562 0.014068 0.011397 0.011397 0.002988 0.002988 0.000258 0.002092 0.002092 0.836369 0.516807 0.810085 0.283554 0.459242 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCyanidin ac 0.005176 0.007288 0.085732 0.000922 0.000922 0.088076 0.088076 0.076781 0.065639 0.065639 0.412009 0.581219 0.362159 0.478493 0.112453 0.422722 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPetunidin a 0.001427 0.001184 0.00911 9.99E-05 9.99E-05 0.017121 0.017121 0.000143 0.002252 0.002252 0.720001 0.415438 0.745415 0.253992 0.526111 0.932893 0.409106 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPeonidin ac 0.004329 0.000618 0.082671 0.006431 0.006431 0.101674 0.101674 0.094021 0.201696 0.201696 0.014011 0.104013 0.020854 0.340742 0.07558 0.053032 0.296781 0.092922 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MMalvidin ac 0.087117 0.016376 0.023721 0.020169 0.020169 0.021415 0.021415 0.026559 0.008591 0.008591 0.011636 0.022108 0.049493 0.004776 0.42688 0.125802 0.00142 0.222701 0.074746 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
DDelphinidin 0.030535 0.077552 0.015787 0.023622 0.023622 0.003059 0.003059 0.016224 0.220624 0.220624 0.126084 0.094848 0.05493 0.003988 0.028755 0.053343 0.018455 0.012062 0.064348 0.111512 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCyanidin co 0.001522 0.001512 0.126831 5.48E-07 5.48E-07 0.070798 0.070798 0.167286 0.065172 0.065172 0.041114 0.00313 0.01632 0.065251 0.072153 0.018745 0.007295 0.001697 0.417969 0.181396 0.070022 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPetunidin c 0.007044 0.034117 0.000987 0.009503 0.009503 0.021865 0.021865 0.01174 0.001908 0.001908 0.00401 0.017823 0.031873 8.59E-05 0.301161 0.047514 0.00013 0.126806 0.132083 0.590712 0.056983 0.38459 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
PPeonidin co 0.069908 0.003991 0.052941 0.037488 0.037488 0.222224 0.222224 0.060926 0.118007 0.118007 0.022063 0.009252 0.012734 0.196795 0.006038 0.017422 0.040365 0.00338 0.6342 0.000171 0.052901 0.550761 0.151929 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
MMalvidin co 0.001365 0.002128 0.01333 0.001706 0.001706 0.009958 0.009958 0.037454 0.018199 0.018199 0.143288 0.227389 0.069167 0.037628 0.08587 0.039192 0.098553 0.002798 0.109752 0.485423 0.219341 0.488583 0.691232 0.223728 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTAnthocyan 0.027125 0.001411 0.136478 0.013474 0.013474 0.027264 0.027264 0.070069 0.081606 0.081606 0.22758 0.104498 0.362045 0.229315 0.862061 0.331892 0.093278 0.44553 0.234865 0.617286 0.072894 0.27258 0.592999 0.104861 0.332645 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTGlucoside 0.029957 5.16E-05 0.155379 0.029506 0.029506 0.025112 0.025112 0.039837 0.068194 0.068194 0.674784 0.479926 0.819539 0.507116 0.921519 0.629668 0.260028 0.650832 0.098297 0.22469 0.000486 0.030479 0.162695 0.007218 0.005654 0.723389 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTAcetylgluc 0.062829 0.011278 0.035094 0.015286 0.015286 0.005425 0.005425 0.032684 0.019664 0.019664 0.072142 0.001052 0.137871 0.010159 0.529697 0.26463 0.046499 0.390828 0.159807 0.954644 0.083146 0.182741 0.580468 0.006869 0.384223 0.725696 0.353138 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTCoumaroy 0.000209 0.000662 0.02357 0.004462 0.004462 0.032731 0.032731 0.051067 0.038063 0.038063 0.118932 0.149026 0.053107 0.004547 0.092113 0.032286 0.046905 0.001066 0.216835 0.410782 0.233834 0.607905 0.696024 0.382427 0.967111 0.362307 0.012452 0.348082 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTDelphinidi 0.001448 0.006901 0.038603 0.016344 0.016344 0.017337 0.017337 0.002305 0.015318 0.015318 0.94722 0.67983 0.950567 0.43366 0.545449 0.888521 0.43123 0.817387 0.040654 0.054935 0.020697 0.02169 0.022048 0.011385 0.07221 0.341477 0.763232 0.156639 0.054186 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTCyanidinin 0.000893 6.93E-05 0.272358 0.00136 0.00136 0.161416 0.161416 0.198772 0.111037 0.111037 0.308441 0.577651 0.320913 0.727284 0.298342 0.244601 0.490791 0.250664 0.484499 0.027844 0.004539 0.364284 0.088048 0.314239 0.004875 0.353784 0.436224 0.099696 0.038439 0.319228 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTPetunidins 2.05E-07 0.023983 0.037088 0.028292 0.028292 0.028828 0.028828 0.003582 0.003168 0.003168 0.84699 0.517551 0.93487 0.370147 0.722686 0.829265 0.328921 0.840157 0.057705 0.173193 0.02294 0.000764 0.171941 0.000181 0.001298 0.560822 0.86865 0.309615 4.05E-05 0.895424 0.350847 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTPeonidins 0.011319 0.000145 0.186405 0.01098 0.01098 0.21915 0.21915 0.128466 0.245036 0.245036 0.119158 0.368237 0.137604 0.768908 0.161927 0.086951 0.336165 0.102593 0.702296 3.89E-06 0.00953 0.322258 0.051192 0.663295 0.018436 0.247006 0.259455 0.023193 0.086517 0.142767 0.730873 0.155046 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTMalvinidin 0.050816 0.006413 0.095456 0.015659 0.015659 0.003277 0.003277 0.054005 0.051307 0.051307 0.064749 0.002469 0.158865 0.050633 0.725856 0.157675 0.005992 0.260653 0.127495 0.798429 0.133274 0.288404 0.694107 0.05705 0.541002 0.912881 0.488845 0.811007 0.521223 0.141387 0.148069 0.332906 0.083716 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((A) Myriceti 0.187667 0.005453 0.117218 0.1437 0.1437 0.030796 0.030796 0.048958 0.000871 0.000871 0.334104 0.136587 0.433036 0.080159 0.604425 0.360235 0.074797 0.338988 0.000505 0.383576 0.011875 0.040009 0.161101 0.046098 0.016142 0.461591 0.549633 0.423127 0.008929 0.356532 0.176787 0.490817 0.006364 0.419473 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQuercetin g 0.17012 0.007039 0.177541 0.135323 0.135323 0.015423 0.015423 0.07762 0.004943 0.004943 0.25819 0.270089 0.274432 0.162005 0.197517 0.185567 0.238767 0.127418 0.007784 0.039447 0.025634 0.016806 0.000288 0.023487 0.056306 0.097758 0.258971 0.066131 0.047743 0.242025 0.254705 0.219245 0.035202 0.043767 0.575843 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
QQuercetin g 0.152171 0.015702 0.315716 0.090328 0.090328 0.000514 0.000514 0.199983 0.060154 0.060154 0.192378 0.297076 0.216686 0.290648 0.209992 0.12887 0.272288 0.08562 0.083821 0.031864 0.007956 0.121217 0.001168 0.009913 0.016867 0.143007 0.272299 0.062323 0.005404 0.186904 0.442398 0.179133 0.166668 0.065461 0.491418 0.870269 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((B) Myriceti 0.220024 0.035728 0.220393 0.079951 0.079951 0.012062 0.012062 0.136093 0.037095 0.037095 0.071533 0.020207 0.151963 0.041395 0.497953 0.105665 0.026974 0.12538 0.0137 0.477123 0.038041 0.159277 0.188915 0.003897 0.115489 0.457938 0.359619 0.459515 0.098246 0.113685 0.138527 0.211174 0.012422 0.501605 0.778859 0.492374 0.511554 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((C) Kaemp 0.158683 0.00716 0.186704 0.122107 0.122107 0.006069 0.006069 0.074776 0.000685 0.000685 0.340084 0.262455 0.396285 0.192379 0.486062 0.302587 0.163026 0.26631 0.016374 0.191494 0.036372 0.063001 0.079918 0.005814 0.000141 0.35253 0.503112 0.244119 0.000305 0.329893 0.323155 0.412112 0.061762 0.262426 0.786118 0.657815 0.635293 0.622533 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((D) Isorham 0.243993 0.106396 0.453892 0.033267 0.033267 0.000301 0.000301 0.313873 0.192716 0.192716 0.084455 0.215919 0.110925 0.315562 0.165435 0.020869 0.099554 0.004564 0.028945 0.000383 0.000581 0.073188 0.006389 0.014349 0.011565 0.087463 0.203712 0.003245 0.003416 0.081263 0.28952 0.067096 0.171539 0.039166 0.246548 0.517662 0.680423 0.345325 0.406515 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((E) Kaempf 0.204212 0.019831 0.226407 0.122516 0.122516 0.013387 0.013387 0.101851 0.014321 0.014321 0.258253 0.288026 0.282552 0.198527 0.247608 0.199119 0.204487 0.134715 0.017766 0.051483 0.021118 0.040162 0.003094 0.003566 0.023746 0.148721 0.305413 0.083257 0.016241 0.24822 0.31194 0.241861 0.067948 0.07854 0.624059 0.913387 0.896466 0.552476 0.774637 0.572531 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((F) Isorham 0.221193 0.027476 0.315841 0.11331 0.11331 0.003057 0.003057 0.19638 0.085926 0.085926 0.07506 0.11428 0.1081 0.154618 0.20269 0.069715 0.12764 0.040518 0.090792 0.092784 0.006448 0.182538 0.0195 0.025425 0.004903 0.180253 0.203125 0.117632 0.012903 0.09395 0.302605 0.104633 0.121242 0.130359 0.489813 0.697931 0.862921 0.631377 0.535748 0.569231 0.793976 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
((G) Syringe 0.278983 0.083171 0.234879 0.049341 0.049341 0.020433 0.020433 0.149985 0.103396 0.103396 0.031195 0.002826 0.091955 0.018198 0.419639 0.07184 0.003045 0.083577 0.014472 0.46261 0.139737 0.12272 0.146628 0.003139 0.149577 0.406799 0.275606 0.431675 0.125373 0.081034 0.071003 0.136388 0.00539 0.477497 0.605145 0.323175 0.357488 0.869245 0.369078 0.253566 0.389878 0.585942 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTFlavonols 0.225794 0.024388 0.301228 0.121824 0.121824 0.005021 0.005021 0.17265 0.046682 0.046682 0.216224 0.227007 0.2692 0.209345 0.342313 0.176588 0.187718 0.133272 0.040465 0.122306 0.001705 0.102992 0.02231 4.68E-05 0.000703 0.245804 0.366256 0.160517 1.08E-06 0.227966 0.34786 0.251886 0.090234 0.169027 0.706986 0.886768 0.936243 0.719487 0.757166 0.634504 0.930041 0.885039 0.556633 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTQ-Glycosi 0.162263 0.013032 0.276723 0.106315 0.106315 0.000532 0.000532 0.160699 0.037631 0.037631 0.217935 0.297115 0.240707 0.254187 0.212178 0.149581 0.269415 0.100537 0.053191 0.035128 0.012711 0.081071 0.000348 0.000472 0.027378 0.131886 0.276057 0.065362 0.014414 0.209178 0.390069 0.196739 0.119051 0.060011 0.53205 0.936244 0.98724 0.520507 0.661166 0.64627 0.92829 0.833964 0.356929 0.947983 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTM-Glycosi 0.204785 0.011137 0.146962 0.131582 0.131582 0.026386 0.026386 0.070123 0.005278 0.005278 0.260598 0.101689 0.364083 0.072313 0.60324 0.2942 0.063178 0.28757 0.002267 0.425376 0.001045 0.065775 0.175806 0.032403 0.034367 0.482152 0.520675 0.452411 0.023617 0.295062 0.174381 0.42769 0.008076 0.460192 0.985009 0.579826 0.519668 0.871361 0.777327 0.282713 0.633674 0.548591 0.698989 0.743289 0.553785 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTK-Glycosi 0.200501 0.016403 0.225767 0.128658 0.128658 0.011591 0.011591 0.098561 0.009134 0.009134 0.294591 0.295019 0.328771 0.206837 0.322681 0.237766 0.202111 0.175999 0.018254 0.086283 0.026294 0.048461 0.015101 0.004359 0.012067 0.207696 0.374582 0.12634 0.007854 0.28396 0.3312 0.300044 0.06955 0.125757 0.70216 0.879618 0.859846 0.601106 0.878189 0.549408 0.981041 0.752377 0.403562 0.924284 0.891489 0.707222 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTI-Glycosid 0.258 0.055631 0.407237 0.089749 0.089749 0.000994 0.000994 0.264234 0.133656 0.133656 0.088186 0.164892 0.122855 0.230662 0.213001 0.055464 0.132157 0.026775 0.073296 0.046966 0.004123 0.155889 0.004373 0.023836 6.31E-05 0.161929 0.228986 0.066088 0.003163 0.100654 0.335557 0.10188 0.155369 0.103799 0.444506 0.711037 0.89663 0.58658 0.549798 0.796412 0.801682 0.939829 0.510418 0.891993 0.861672 0.501135 0.762712 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCaffeic acid 0.027528 0.306104 0.249067 0.202546 0.202546 0.053622 0.053622 0.155181 0.341257 0.341257 0.112729 0.015483 0.081192 0.023829 0.000249 0.08554 0.003021 0.064505 0.032271 0.002219 0.249621 0.078263 0.013384 0.113295 0.052354 0.001781 0.005313 0.004941 0.070337 0.059655 0.006838 0.084619 0.070184 0.005192 0.046338 0.009847 0.005043 0.011568 0.01691 0.087076 0.000726 0.025615 0.041861 0.000964 0.000348 0.018544 0.00331 0.048538 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCoumaric a 0.086401 0.251916 0.233821 0.073038 0.073038 0.010769 0.010769 0.093636 0.322542 0.322542 0.062006 0.014188 0.027624 0.012575 0.016762 0.05317 0.01054 0.037355 0.00408 0.002815 0.330586 0.02038 0.010831 0.021319 0.041739 0.014451 0.002238 0.000227 0.044551 0.019915 2.61E-05 0.033986 0.01965 0.028902 0.008693 0.003433 0.004421 0.04299 0.002537 0.088902 0.000244 0.028853 0.104701 0.005695 0.000797 0.000293 9.82E-06 0.05208 0.821371 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCoumaric 2 0.246897 0.028392 0.212902 0.115744 0.115744 0.0186 0.0186 0.187045 0.105086 0.105086 0.00833 0.004185 0.044364 0.046037 0.316039 0.016087 0.00015 0.01444 0.03881 0.286322 0.11119 0.242524 0.24825 0.03306 0.230472 0.373158 0.207128 0.260434 0.232416 0.030313 0.128746 0.087353 0.05567 0.416087 0.406745 0.237498 0.348732 0.642199 0.332141 0.389941 0.353421 0.5562 0.683283 0.478176 0.321287 0.483123 0.365089 0.556651 0.041792 0.07362 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTcoumaric 0.038418 0.233835 0.160312 0.125835 0.125835 0.018898 0.018898 0.049556 0.268257 0.268257 0.077393 0.018956 0.047727 0.004803 0.000125 0.071223 0.01077 0.051405 0.000534 0.003862 0.27374 0.001617 0.047093 0.012453 0.011393 8.27E-05 0.002559 0.009239 0.01284 0.034024 0.007032 0.065473 0.008779 0.001229 0.055848 0.028042 0.003642 0.001563 0.031833 0.029741 0.012991 0.000165 0.023883 0.005352 0.008992 0.028882 0.018373 0.00537 0.801065 0.955588 0.003894 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSPEC Tant 0.024913 0.000686 0.120073 0.035347 0.035347 0.020424 0.020424 0.070803 0.033975 0.033975 0.158389 0.064738 0.274753 0.153343 0.722611 0.246612 0.08409 0.348322 0.220822 0.593144 0.074507 0.279114 0.643883 0.103319 0.353431 0.884569 0.581358 0.676985 0.382262 0.250704 0.299763 0.465831 0.194799 0.834232 0.44004 0.095463 0.135312 0.459657 0.352918 0.067794 0.142597 0.194238 0.397494 0.237595 0.125863 0.465752 0.202439 0.160237 0.000497 0.003084 0.406881 0.006738 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSPEC Tphe 0.024167 0.007757 0.104449 0.070974 0.070974 0.011564 0.011564 0.08159 0.018527 0.018527 0.091421 0.044055 0.178527 0.126001 0.549776 0.15946 0.08331 0.228336 0.221798 0.518859 0.067791 0.374541 0.594459 0.115868 0.337837 0.726768 0.430813 0.578827 0.373856 0.156755 0.32305 0.333745 0.182957 0.694275 0.446599 0.150797 0.211896 0.513611 0.382074 0.091325 0.205791 0.2885 0.419935 0.312357 0.197568 0.48482 0.262963 0.232516 0.000338 1.05E-05 0.487189 0.022341 0.891153 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SSkin tannin 0.013382 0.006787 0.138022 0.002652 0.002652 0.018967 0.018967 0.142744 0.062273 0.062273 0.141452 0.22689 0.172278 0.297668 0.156681 0.106225 0.226514 0.098716 0.048955 0.007908 0.00884 0.105199 0.02452 0.036872 0.00053 0.132776 0.215433 0.02652 0.001244 0.137405 0.355129 0.17048 0.196329 0.058442 0.175951 0.280629 0.383369 0.190593 0.238561 0.323812 0.31201 0.266894 0.090821 0.335303 0.360233 0.188002 0.305069 0.322436 0.043817 0.009264 0.190871 1.72E-05 0.119207 0.181522 1 0 0 0 0 0 0 0 0 0 0 0 0 0
SSeed tannin 0.178027 0.047821 0.016035 0.047581 0.047581 0.295027 0.295027 0.043516 0.00229 0.00229 0.002434 0.005131 0.007333 0.042806 0.011773 0.000239 0.009334 0.004007 0.066135 0.001822 0.000839 0.102643 0.03647 0.175053 0.024908 0.030605 0.01531 2E-06 0.051264 0.00268 0.070073 0.01434 0.117675 0.013644 0.012498 0.031762 0.002161 0.003724 0.006232 0.000989 0.01882 0.002496 0.003916 0.008149 0.007828 0.010232 0.015315 0.002125 0.064464 0.041085 0.002335 0.048737 0.01652 0.018702 0.011962 1 0 0 0 0 0 0 0 0 0 0 0 0
TTotal Tann 0.201298 0.059165 0.003511 0.051976 0.051976 0.19426 0.19426 0.000201 0.00555 0.00555 0.017828 0.025784 0.013988 0.004557 0.007703 0.019928 0.018794 0.008271 0.018007 0.006765 0.005168 0.020715 0.010678 0.089093 0.025014 0.000117 0.011273 0.006249 0.037748 0.016554 0.001415 0.007297 0.011745 4.19E-05 0.092702 0.175602 0.114849 0.070383 0.094098 0.090571 0.15567 0.085958 0.040885 0.130015 0.136158 0.090777 0.143674 0.098618 0.018724 0.020468 0.064315 0.041567 0.002021 0.005753 0.140885 0.774878 1 0 0 0 0 0 0 0 0 0 0 0
HHWC Strea 0.015439 0.032642 0.005232 0.119412 0.119412 0.003314 0.003314 0.008687 0.083663 0.083663 0.281316 0.132303 0.307534 0.033197 0.246658 0.242202 0.005451 0.197487 0.006547 0.044078 0.016819 0.019613 0.036897 0.041475 0.007299 0.133003 0.265912 0.066393 0.010158 0.280795 0.032778 0.304186 9.05E-05 0.092062 0.257647 0.098185 0.066972 0.090375 0.238822 0.029005 0.156996 0.055994 0.07093 0.116332 0.078226 0.216606 0.187531 0.051224 0.150301 0.052674 0.093658 0.093022 0.118326 0.096752 0.004599 0.004215 0.008632 1 0 0 0 0 0 0 0 0 0 0
HHWC Brix 0.022132 0.144248 0.022072 0.070127 0.070127 0.000112 0.000112 0.024654 0.369462 0.369462 0.033729 0.001775 0.019759 0.036029 0.003179 0.005635 0.00077 0.001331 0.096192 0.003557 0.182373 0.019719 0.000675 0.119234 0.044491 0.017774 0.000496 0.00571 0.064741 0.007113 0.003158 0.012589 0.094959 0.017339 0.086611 0.144773 0.047308 0.015545 0.098446 0.001425 0.095056 0.014628 0.000276 0.054747 0.073878 0.066009 0.100917 0.004767 0.244255 0.199067 0.008376 0.19591 0.000601 0.002392 0.004969 0.028592 0.036604 0.054276 1 0 0 0 0 0 0 0 0 0
HHWC Baum 0.022132 0.144248 0.022072 0.070127 0.070127 0.000112 0.000112 0.024654 0.369462 0.369462 0.033729 0.001775 0.019759 0.036029 0.003179 0.005635 0.00077 0.001331 0.096192 0.003557 0.182373 0.019719 0.000675 0.119234 0.044491 0.017774 0.000496 0.00571 0.064741 0.007113 0.003158 0.012589 0.094959 0.017339 0.086611 0.144773 0.047308 0.015545 0.098446 0.001425 0.095056 0.014628 0.000276 0.054747 0.073878 0.066009 0.100917 0.004767 0.244255 0.199067 0.008376 0.19591 0.000601 0.002392 0.004969 0.028592 0.036604 0.054276 1 1 0 0 0 0 0 0 0 0
HHWC Antho 0.076184 0.028853 0.098803 0.005002 0.005002 1.17E-05 1.17E-05 0.032096 0.053925 0.053925 0.20261 0.08286 0.293893 0.063438 0.403327 0.26093 0.074657 0.314947 0.003266 0.250058 0.010827 0.002415 0.109972 0.019801 0.020765 0.328593 0.367897 0.292317 0.013484 0.263424 0.041155 0.34738 0.009622 0.295878 0.274574 0.101624 0.06437 0.220258 0.17696 0.042027 0.100669 0.05671 0.198278 0.130852 0.077193 0.272322 0.126223 0.057759 0.000235 0.023256 0.112527 0.007172 0.258751 0.13185 0.08234 0.011818 0.056807 0.064623 0.000986 0.000986 1 0 0 0 0 0 0 0
HHWC Berry 0.400885 0.05441 0.000651 0.156348 0.156348 0.407078 0.407078 0.002093 0.011501 0.011501 0.002882 0.005092 0.003959 0.038607 0.026973 0.00789 0.01348 0.000392 0.161639 0.057339 0.000345 0.057061 0.013973 0.326659 0.011698 0.000387 0.009303 0.030256 0.042188 0.003642 0.046023 0.000749 0.179575 0.011597 0.176221 0.107929 0.029651 0.117021 0.102591 0.026686 0.091556 0.030725 0.099988 0.081633 0.050061 0.167475 0.099451 0.032963 0.038742 0.000698 0.030297 0.004292 0.000336 0.000553 0.007986 0.256346 0.184439 0.11036 0.019774 0.019774 0.030749 1 0 0 0 0 0 0
HHWC BMY 0.051068 0.001725 0.011331 0.080912 0.080912 0.104627 0.104627 0.032086 0.083866 0.083866 0.306061 0.144027 0.258385 0.004904 0.045043 0.241893 0.01858 0.15555 0.073048 0.000564 0.132764 0.197091 0.024633 0.284407 0.186209 0.000743 0.091708 0.005062 0.226314 0.251748 7.93E-05 0.186012 0.048401 0.0023 0.177586 0.172241 0.043689 0.015665 0.124079 0.011526 0.12554 0.005758 0.004361 0.073296 0.076293 0.125196 0.131646 0.008527 0.266143 0.218591 0.001395 0.228769 0.000397 0.001006 0.004663 0.073457 0.081485 0.254597 0.124785 0.124785 0.064017 0.156632 1 0 0 0 0 0
HHWC BMSh 0.092292 0.028218 0.036477 0.010297 0.010297 0.018821 0.018821 0.015102 0.000204 0.000204 0.021454 0.014996 0.030599 0.002788 0.067395 0.006524 0.013831 0.001914 0.086851 0.01362 9.33E-07 0.005141 0.000316 0.053452 0.000576 0.02675 0.052625 0.006365 0.000545 0.020431 0.001013 0.022609 0.012114 0.035301 0.09625 0.057702 0.041941 0.07582 0.052656 0.061684 0.057453 0.038518 0.067851 0.068247 0.047918 0.095057 0.058941 0.051869 0.00056 0.033354 0.065346 0.017798 0.019191 0.011431 0.00135 0.028274 0.030393 0.014992 0.000915 0.000915 0.065512 0.180161 5.55E-05 1 0 0 0 0
HHWC BMFr 0.08501 0.029278 0.01241 0.236073 0.236073 0.042225 0.042225 1.28E-06 0.006043 0.006043 0.110016 0.045144 0.1446 0.006915 0.128251 0.090531 0.0246 0.049483 0.03313 0.034757 0.000862 0.043755 2.37E-05 0.135016 0.037314 0.036198 0.126032 0.036334 0.051805 0.116158 0.001263 0.112971 0.018417 0.03025 0.199222 0.129928 0.095181 0.160489 0.156007 0.054473 0.128795 0.101516 0.116637 0.143864 0.108454 0.197784 0.143193 0.0938 0.037833 0.000268 0.099287 0.002707 0.064058 0.084259 0.032263 0.035954 0.068933 0.249451 0.04016 0.04016 0.12283 0.191993 0.09096 0.098196 1 0 0 0
HHWC BMLe 0.002241 0.005555 0.002362 0.011319 0.011319 3.08E-05 3.08E-05 0.014859 0.050833 0.050833 0.018107 0.029144 0.008821 0.000229 0.000105 0.001066 0.022514 4.44E-05 0.017338 2.91E-05 0.024818 2.65E-05 0.004237 0.04623 0.025181 0.003237 0.000607 0.000231 0.030737 0.008065 0.019877 0.003591 0.014718 0.005064 0.01399 0.031081 0.016524 0.000176 0.018834 0.00775 0.014219 0.000859 0.002604 0.012786 0.021143 0.008773 0.016249 0.002814 0.062349 0.029149 0.002917 0.027296 0.004414 0.001687 0.000694 0.008154 0.009366 0.017559 0.069653 0.069653 0.00554 0.043421 0.025227 0.034139 0.094191 1 0 0
HHWC BMC 0.027274 0.013273 0.000647 0.000452 0.000452 0.034915 0.034915 8.22E-06 0.003992 0.003992 0.035583 0.016624 0.035025 3.46E-05 0.02207 0.036037 0.00016 0.023682 0.043785 0.011754 0.000755 0.031349 0.003536 0.10169 0.013686 0.003805 0.023825 0.010433 0.026043 0.038157 0.000422 0.025426 0.027158 0.004164 0.102724 0.103824 0.04803 0.073105 0.055395 0.014685 0.084894 0.022569 0.050386 0.070941 0.064866 0.099128 0.079793 0.022073 0.001418 0.000132 0.016103 0.000251 0.000342 0.001495 0.012213 0.0759 0.095883 0.02678 0.039437 0.039437 0.021187 0.112733 0.230355 0.110448 0.085661 0.030744 1 0
HHWC Wine 0.02451 0.035873 0.004872 0.137893 0.137893 0.009699 0.009699 0.003841 0.025513 0.025513 0.067512 0.012859 0.083003 0.00498 0.123489 0.060362 0.005023 0.042852 0.005728 0.036129 0.001577 0.007057 0.018086 0.023043 0.001657 0.070484 0.105951 0.038633 0.000186 0.079307 0.000431 0.084444 0.001536 0.069224 0.098935 0.034003 0.019992 0.050258 0.055391 0.011321 0.04834 0.023891 0.05631 0.043239 0.024609 0.089016 0.0529 0.021069 0.047046 0.007616 0.086359 0.024023 0.05935 0.058015 0.000654 0.003421 0.004212 0.541665 0.046853 0.046853 0.036764 0.085875 0.164572 0.002561 0.214018 1.66E-05 0.062484 1
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APPENDIX 4A

Maps of experimental plots

(Light induction of flavonol biosynthesis)

Figure 4A.1 Map of Slate Creek Vineyard, Willunga. Light induction experiments were conducted in a 
commercial vineyard, Harvey’s Slate Creek, in Willunga, South Australia (34o 46’ South, 138o 32’ East). 
Varieties sampled included Shiraz & Chardonnay vines grown on modified Scott-Henry trellises. The 
experimental plot included a single block each for 180 Shiraz vines (6 rows & ten panels) & 72 Chardonnay 
vines (four rows & six panels). Boxes were applied to both sides of the row & a two-panel & two-row buffer 
was employed to avoid end effects. Map downloaded from Google Earth (Nov 2005).
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NOTE:  This figure is included on page 256 of the print copy of the 
thesis held in the University of Adelaide Library.



Appendix 4A-Maps of experimental plots for Chapter 4 (Light induction of flavonol biosynthesis)

Figure 4A.2 Map of Coombe Vineyard, Adelaide University Waite Campus. Diurnal experiments were 
conducted at the Coombe Vineyard on the Waite Campus of Adelaide University (Adelaide, South Australia, 
latitude 34° 56' South, longitude 138° 36' East). The experiment plot included two N-S facing rows of 180 Shiraz 
(clone BVRC12S) vines, & a two-panel & five-row buffer was employed to avoid end effects. Map downloaded 
from Google Earth (Nov 2005).
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NOTE:  This figure is included on page 257 of the print copy of the 
thesis held in the University of Adelaide Library.
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APPENDIX 4B 

Supplementary results for Chapter 4 (Light induction of flavonol biosynthesis) 

The influence of bunch light exposure on expression of 

VvLDOX & VvCHI in Shiraz & Chardonnay berries during 

development 

The influence of bunch light exposure on expression of VvLDOX and VvCHI in Shiraz and 

Chardonnay berries during development are in graphs below.  Detailed descriptions of samples and 

key sampling dates are discussed in Chapter 4.  Boxes were applied to vines at budburst in the 

2003-2004 season.  At each stage in development, boxes were removed from vines and 

berries/inflorescences were randomly sampled from shaded (now Light Induced (LI)) along with 

nearby control berries (Exposed Controls (EC)).  Light induced samples were taken every 2nd day 

for 6 days, when another exposed control sample was taken.  At pre-veraison and post-veraison 

time-points, an additional shaded control (SC) sample was also taken on day 6.  For each sample, 

100 berries (5-10 inflorescences) were pooled together.  Error bars represent the standard error (+

SEM) for three analytical replicates.  Expression of VvLDOX and VvCHI is relative to VvUBIQ1

expression determined by RT-PCR.   
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Figure 4B.1 RT-PCR expression of VvCHI & VvLDOX genes in Shiraz berries 

during development

FLOWERING - SHIRAZ 

VvCHI       VvLDOX 

PRE-VERAISON - SHRIAZ 

VvCHI       VvLDOX 
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POST-VERAISON - SHIRAZ 

VvCHI       VvLDOX

HARVEST - SHIRAZ 

VvCHI       VvLDOX
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Figure 4B.2 RT-PCR expression of VvCHI & VvLDOX genes in Chardonnay 

berries during development

FLOWERING - CHARDONNAY  

VvCHI       VvLDOX

POST-VERAISON – CHARDONNAY 

VvCHI       VvLDOX



Appendix 4B-Supplementary results for Chapter 4 (Light induction of flavonol biosynthesis) 

262

HARVEST - CHARDONNAY 

VvCHI       VvLDOX
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APPENDIX 5A 

Supplementary results for Chapter 5 (Molecular mechanisms of flavonol biosynthesis) 

Microarray data (On CD)

FILE ON CD: Appendix 5A Microarray data   (Provided as a Microsoft Excel document)

Total RNA was extracted from light-exposed and dark-control Chardonnay cells (as described in 

Chapter 5). Microarray analysis involved hybridisations using the Affy-1-cycle labelling technique.  

The V. vinifera cDNA microarray slide contained 16,602 unique sequences, (part of the NCBI 

grapevine database http://www.ncbi.nlm.nih.gov/). The microarray procedures and V. vinifera slide 

information are available on the Affymetrix website (http://www.affymetrix.com).

The raw data was analysed in Avadis (V4) (Strand Life Sciences, USA). The probe level was 

corrected using a normalisation method (GC-RMA), which accounts for technical bias in a sample.  

The data was then log transformed (base 2) which compresses the data, allowing large differences to 

stand out. Differential expression analysis (DEA) was performed on each gene, resulting in the 

following headings: 

-Corrected p value.  An unpaired t-test was conducted on the technical replicates; the correction 

type, Benjamini-Hochberg.  The corrected p value indicates which genes significantly changed in 

response to light, where p<0.001 is highly significant and ns is not significant.   

-Rank.  These values are closely associated with the corrected p value, ranging from 0-16,601.   

-Absolute value.  These values are used to indicate the difference in gene expression between the 

light and dark samples.  It is also represented as L-D. 

-Regulation. Indicates whether genes are up/down regulated in response to light. This is quantified 

as the ratio of L/D (additional calculation-no correction), where values >1.0 indicated up-regulation 

in response to light. 
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1606368_sVvi.7514 GO:000588Cultivar Riesling actin 22546.13 23264.85 22377.44 22976.74 16 14.46059 14.50586 14.44976 14.48789 0.6745324 0.486785 0.7120612 15726 1.0100356 up 14.48323 14.46882 0.032013 0.02696 0.014406 1.000996
1606427_aVvi.11550 Transcr ibed locus, weakly similar to NP_174029.1 glycine-rich protein [Arabidopsis thaliana] 493.0513 519.3864 506.7138 573.9403 16 8.945594 9.020664 8.985027 9.164757 0.4455338 0.942235 0.49924082 14815 1.0656713 down 8.98313 9.074892 0.053083 0.127088 -0.0917625 0.989888
1606428_at 9.498721 9.829444 9.701516 9.626683 16 3.247733 3.29711 3.27821 3.267039 0.9943267 0.00802 0.9951659 16587 1.0001408 down 3.272421 3.272625 0.034914 0.007899 -0.0002031 0.999938
1606429_aVvi.10710 Transcr ibed locus, weakly similar to NP_201042.2 invertase/pectin methylesterase inhibitor fa 5.909323 5.944533 5.743974 6.551819 16 2.562993 2.571563 2.522049 2.711896 0.6531487 0.522989 0.6926589 15654 1.0350457 down 2.567278 2.616972 0.00606 0.134242 -0.0496944 0.981011
1606430_aVvi.12732 Transcr ibed locus, moderately similar to NP_173115.1 TAZ zinc finger family protein / zinc fi 984.419 886.097 1019.691 901.7249 16 9.943129 9.791321 9.993916 9.816544 0.7756549 0.325571 0.8038341 16019 1.026693 down 9.867225 9.90523 0.107344 0.125421 -0.038005 0.996163
1606431_aVvi.6723 Transcr ibed locus, weakly similar to XP_472308.1 OSJNBa0055C08.14 [Oryza sativa (japonic 445.161 437.8381 557.9754 522.7633 16 8.798183 8.774254 9.124058 9.030014 0.0267251 5.993733 0.05318104 8342 1.2233331 down 8.786219 9.077036 0.016921 0.066499 -0.290817 0.967961
1606432_aVvi.13207 Transcr ibed locus, moderately similar to NP_568066.1 expressed protein [Arabidopsis thalian 484.9967 459.9789 543.0104 527.6118 16 8.921831 8.845424 9.084836 9.043333 0.0534332 4.150746 0.08682564 10216 1.1332437 down 8.883627 9.064085 0.054028 0.029347 -0.180458 0.980091
1606433_aVvi.1185 Transcr ibed locus 1504.914 1955.224 1443.341 1758.034 16 10.55547 10.93312 10.4952 10.77975 0.6956749 0.451811 0.73140365 15790 1.0768514 up 10.74429 10.63747 0.26704 0.201208 0.106819 1.010042
1606434_aVvi.3205 Transcr ibed locus, strongly similar to NP_199088.1 glucose-6-phosphate isomerase, cytosol 1053.754 1129.177 972.8214 868.2885 16 10.04132 10.14106 9.926031 9.762031 0.1234675 2.575305 0.16870844 12149 1.1868676 up 10.09119 9.84403 0.070522 0.115966 0.247159 1.025108
1606435_at 528.5592 607.5601 9.920914 5.127187 16 9.045921 9.246883 3.310473 2.358168 0.0058914 12.97076 0.03008681 3249 79.455894 up 9.146402 2.83432 0.142102 0.673382 6.3120817 3.227018
1606436_sVvi.7636 Transcr ibed locus, moderately similar to NP_194772.1 senescence-associated family protein 4818.716 5065.145 2354.36 2309.683 16 12.23443 12.30639 11.20112 11.17348 0.0012638 28.10322 0.02354478 889 2.1185994 up 12.27041 11.1873 0.05088 0.019545 1.083111 1.096816
1606437_aVvi.7968 Transcr ibed locus, strongly similar to XP_477993.1 putative DNA-directed RNA polymerase     1646.1 1423.567 1477.2 1541.252 16 10.68484 10.4753 10.52865 10.58989 0.8664763 0.190537 0.88502765 16253 1.0145203 up 10.58007 10.55927 0.148168 0.043301 0.020798 1.00197
1606438_aVvi.2347 Transcr ibed locus, weakly similar to NP_850013.1 expressed protein [Arabidopsis thaliana] 639.909 726.841 332.1182 403.1523 16 9.321723 9.505496 8.375553 8.655181 0.0329853 5.368883 0.06118001 8950 1.8637935 up 9.41361 8.515368 0.129947 0.197727 0.898242 1.105485
1606439_sVvi.12361 Transcr ibed locus, weakly similar to NP_197917.1 F-box family protein [Arabidopsis thaliana] 1177.315 1047.275 1854.405 1710.142 16 10.20128 10.03243 10.85674 10.7399 0.0219542 6.637388 0.04735399 7696 1.6037687 down 10.11686 10.79832 0.119402 0.082619 -0.681466 0.936891
1606440_aVvi.6188 Transcr ibed locus 4.934721 4.955938 4.734907 4.757721 16 2.302969 2.309158 2.243336 2.250271 0.0060949 12.75044 0.03013007 3354 1.0419312 up 2.306063 2.246803 0.004377 0.004904 0.0592599 1.026375
1606441_aVvi.15310 Transcr ibed locus 8.137636 8.250678 7.530973 7.790997 16 3.02461 3.044513 2.912837 2.961808 0.0665862 3.67904 0.10286264 10746 1.0697243 up 3.034561 2.937322 0.014073 0.034628 0.0972391 1.033105
1606442_aVvi.3277 Transcr ibed locus, moderately similar to NP_851228.1 actin-depolymerizing factor 4 (ADF4) 3813.448 3617.081 3483.673 3423.01 16 11.89688 11.82061 11.76639 11.74105 0.1205079 2.613478 0.16538586 12096 1.0755125 up 11.85875 11.75372 0.053931 0.017922 0.105025 1.008935
1606443_aVvi.9302 Transcr ibed locus 7.198072 7.236918 6.823566 6.924495 16 2.847611 2.855376 2.770526 2.791709 0.0247441 6.238585 0.05089027 8070 1.0499899 up 2.851493 2.781117 0.005491 0.014979 0.0703756 1.025305
1606444_aVvi.5190 Transcr ibed locus, moderately similar to NP_187982.1 protein kinase family protein [Arabidop 32.36863 18.82306 126.9147 126.744 16 5.016524 4.234429 6.987715 6.985773 0.0263475 6.038294 0.05277233 8287 5.1382146 down 4.625477 6.986744 0.553025 0.001373 -2.361267 0.662036
1606445_aVvi.7648 Transcr ibed locus, weakly similar to NP_595941.1 ubiquinol-cytochrome c reductase iron-sul 272.9809 304.0981 45.57618 45.66271 16 8.092656 8.248393 5.510208 5.512945 8.57E-04 34.14139 0.0221369 641 6.3157234 up 8.170525 5.511577 0.110123 0.001935 2.6589483 1.48243
1606446_aVvi.8640 Transcr ibed locus 3.39642 3.406083 3.288058 3.302042 16 1.764015 1.768114 1.717236 1.723359 0.0064175 12.42279 0.03041107 3500 1.0322319 up 1.766064 1.720297 0.002898 0.00433 0.0457672 1.026604
1606447_aVvi.2057 Transcr ibed locus 263.7447 218.7908 254.1565 259.2683 16 8.042998 7.773408 7.989573 8.018302 0.5532341 0.706222 0.6004168 15295 1.0686094 down 7.908203 8.003938 0.190629 0.020314 -0.095735 0.988039
1606448_aVvi.1349 Transcr ibed locus, moderately similar to NP_567180.1 expressed protein [Arabidopsis thalian 1061.948 1084.43 1140.591 1104.242 16 10.0525 10.08272 10.15557 10.10884 0.1459854 2.321502 0.19333687 12534 1.0457901 down 10.06761 10.1322 0.021371 0.03304 -0.064593 0.993625
1606449_aVvi.9549 Transcr ibed locus, moderately similar to XP_476952.1 putative 1-deoxyxylulose 5-phosphate s 5.584386 7.114439 19.12299 7.511803 16 2.481399 2.83075 4.257237 2.909159 0.3145077 1.331492 0.3703102 14099 1.901481 down 2.656074 3.583198 0.247029 0.953235 -0.9271235 0.741258
1606450_aVvi.14935 Transcr ibed locus 4.024427 4.32836 6.204257 9.364751 16 2.008783 2.113821 2.633258 3.227241 0.1023124 2.881136 0.14462069 11744 1.8263301 down 2.061302 2.93025 0.074273 0.420009 -0.8689475 0.703456
1606451_at 1074.531 1025.39 9.866482 7.298552 16 10.06949 10.00196 3.302536 2.86761 0.001001 31.58399 0.02259248 733 123.69571 up 10.03573 3.085073 0.047754 0.307539 6.950652 3.252994
1606452_aVvi.12558 Transcr ibed locus 4.729837 4.747838 5.528489 4.627923 16 2.24179 2.247271 2.466885 2.210365 0.5396041 0.733455 0.5879443 15236 1.0673952 down 2.24453 2.338625 0.003875 0.181387 -0.0940946 0.959765
1606453_x_at 1950.63 1913.407 1210.273 1765.76 16 10.92973 10.90193 10.24112 10.78607 0.2783456 1.474277 0.33394226 13837 1.3215501 up 10.91583 10.5136 0.019655 0.385343 0.402231 1.038258
1606454_aVvi.4169 Transcr ibed locus, moderately similar to NP_197225.1 phytoene synthase (PSY) / geranylger 355.4726 362.3487 111.7975 130.5863 16 8.473595 8.501235 6.804744 7.02886 0.0051281 13.91066 0.02943507 2885 2.9703097 up 8.487415 6.916802 0.019545 0.158474 1.570613 1.227072
1606455_aVvi.816 Transcr ibed locus, weakly similar to NP_908999.1 putative rust resistance kinase Lr10 [Oryza 106.7771 84.0046 132.6451 124.2155 16 6.738459 6.392397 7.051428 6.956701 0.1343664 2.445066 0.18073006 12342 1.3553231 down 6.565428 7.004065 0.244703 0.066982 -0.4386366 0.937374
1606456_aVvi.14586 Transcr ibed locus 445.948 443.6214 550.9759 529.911 16 8.800732 8.793185 9.105845 9.049606 0.0100573 9.896078 0.03396633 4914 1.2148409 down 8.796959 9.077726 0.005336 0.039767 -0.280767 0.969071
1606457_aVvi.563 Transcr ibed locus, strongly similar to NP_178011.1 vacuolar ATP synthase catalytic subunit A 1798.178 1826.332 2024.832 2207.953 16 10.81232 10.83473 10.98359 11.10849 0.0725735 3.506846 0.10995822 10956 1.1667644 down 10.82353 11.04604 0.015849 0.088323 -0.222514 0.979856
1606458_aVvi.1764 Transcr ibed locus, moderately similar to NP_190075.1 50S ribosomal protein L9, chloroplast 275.346 318.5709 325.2671 312.3325 16 8.105102 8.315471 8.345481 8.286939 0.434307 0.970162 0.48913422 14740 1.0761832 down 8.210286 8.31621 0.148753 0.041396 -0.105924 0.987263
1606459_aVvi.12123 Transcr ibed locus 5.369948 5.410299 5.15846 5.189317 16 2.424908 2.435708 2.366941 2.375545 0.0133895 8.55503 0.03729125 5960 1.041791 up 2.430308 2.371243 0.007637 0.006084 0.0590658 1.024909
1606460_aVvi.5038 Transcr ibed locus, moderately similar to XP_480900.1 hypothetical protein [Oryza sativa (japo 6.372538 6.404911 6.170591 6.197898 16 2.671868 2.679179 2.625409 2.631779 0.010505 9.679648 0.03453259 5049 1.0330638 up 2.675523 2.628594 0.005169 0.004504 0.0469293 1.017853
1606461_at 4.887389 4.870087 4.769916 5.339762 16 2.289064 2.283948 2.253964 2.416776 0.6094586 0.599954 0.6523262 15510 1.0344499 down 2.286506 2.33537 0.003618 0.115125 -0.0488639 0.979077
1606462_aVvi.7238 Transcr ibed locus 18.02264 22.16189 7.502346 7.076054 16 4.171738 4.470009 2.907342 2.822945 0.0111465 9.392374 0.03509482 5272 2.742954 up 4.320874 2.865143 0.21091 0.059677 1.4557304 1.508083
1606463_aVvi.4151 Transcr ibed locus 6.216211 6.273309 6.462222 5.904225 16 2.636035 2.649227 2.69203 2.561748 0.8323943 0.240431 0.8549499 16163 1.0109713 up 2.642631 2.626889 0.009328 0.092124 0.015742 1.005993
1606464_at 586.8659 837.9 249.7552 310.9066 16 9.196887 9.710634 7.964371 8.280337 0.0476652 4.414959 0.0796115 9939 2.5164773 up 9.45376 8.122355 0.363274 0.223422 1.3314055 1.163919
1606465_at 4.392806 4.415826 4.23702 4.256735 16 2.135143 2.142683 2.08305 2.089747 0.0090954 10.41386 0.03284064 4597 1.0370709 up 2.138913 2.086399 0.005332 0.004736 0.0525146 1.02517
1606466_aVvi.11823 Transcr ibed locus, weakly similar to NP_178101.2 expressed protein [Arabidopsis thaliana] 72.53088 74.56642 71.05889 71.58419 16 6.180523 6.220454 6.150943 6.161569 0.1655999 2.140978 0.21485792 12794 1.0311351 up 6.200489 6.156256 0.028235 0.007514 0.0442333 1.007185
1606467_aVvi.4416 Transcr ibed locus 4.500446 4.503497 4.319083 4.329812 16 2.170068 2.171046 2.110725 2.114304 0.0010201 31.28573 0.02259248 746 1.0410521 up 2.170557 2.112515 6.91E-04 0.002531 0.0580423 1.027475
1606468_aVvi.8132 Transcr ibed locus, moderately similar to NP_187210.1 60S ribosomal protein L18 (RPL18B) 6963.985 6837.96 9563.897 9971.456 16 12.7657 12.73935 13.22338 13.28359 0.0042748 15.24559 0.02900377 2445 1.415158 down 12.75252 13.25349 0.01863 0.042572 -0.500964 0.962201
1606469_aVvi.4484 Transcr ibed locus, moderately similar to NP_192181.2 expressed protein [Arabidopsis thalian 390.2001 425.2362 422.2547 410.3648 16 8.60807 8.732121 8.72197 8.680763 0.6795219 0.478461 0.7166991 15739 1.021912 down 8.670095 8.701366 0.087717 0.029137 -0.031271 0.996406
1606470_aVvi.14581 Transcr ibed locus 17.27641 16.43948 12.79067 15.57058 16 4.110732 4.039093 3.677019 3.960751 0.222257 1.749802 0.27528808 13402 1.1941855 up 4.074912 3.818885 0.050656 0.200628 0.256027 1.067042
1606471_aVvi.10546 Transcr ibed locus, moderately similar to NP_196320.1 aspartyl protease family protein [Arabi 6.305762 5.076212 22.18995 35.91079 16 2.656671 2.343752 4.471834 5.166346 0.0259332 6.088286 0.05229953 8230 4.989442 down 2.500212 4.81909 0.221267 0.491094 -2.3188785 0.518814
1606472_aVvi.6312 Transcr ibed locus 423.3979 400.2425 248.8564 234.2434 16 8.72587 8.644731 7.95917 7.871865 0.00594 12.91711 0.03008822 3276 1.7050139 up 8.685301 7.915517 0.057374 0.061734 0.7697837 1.09725
1606473_at 3.935117 3.957024 3.805911 3.818424 16 1.976406 1.984416 1.928242 1.932977 0.0086141 10.70474 0.03220978 4437 1.0351225 up 1.980411 1.93061 0.005663 0.003349 0.0498015 1.025796
1606474_s_at 619.4717 643.0044 716.2416 635.9611 16 9.274895 9.328685 9.484303 9.312795 0.3942677 1.076623 0.4494701 14562 1.0693676 down 9.30179 9.398548 0.038035 0.121274 -0.096758 0.989705
1606475_aVvi.9068 Transcr ibed locus, weakly similar to NP_188140.1 protein kinase, putative [Arabidopsis thalian 159.7513 164.5961 163.8584 159.7811 16 7.319684 7.362786 7.356306 7.319953 0.9223303 0.110174 0.93408936 16392 1.0021553 up 7.341235 7.338129 0.030478 0.025706 0.003106 1.000423
1606476_aVvi.11180 Transcr ibed locus 2.455787 2.460272 2.394774 2.406021 16 1.296186 1.298818 1.25989 1.266649 0.0110402 9.438249 0.03503452 5230 1.0240117 up 1.297502 1.263269 0.001861 0.00478 0.0342323 1.027098
1606477_aVvi.11306 Transcr ibed locus, strongly similar to NP_190184.1 histone H2B [Arabidopsis thaliana] 2844.46 2851.861 5815.093 5951.127 16 11.47394 11.47769 12.50559 12.53895 2.57E-04 62.3437 0.0180123 234 2.0654461 down 11.47581 12.52227 0.002651 0.023589 -1.046453 0.916433
1606478_aVvi.4602 Transcr ibed locus, weakly similar to NP_565741.1 expressed protein [Arabidopsis thaliana] 795.1936 829.5911 803.6625 916.5342 16 9.635162 9.696257 9.650446 9.840045 0.5083072 0.798557 0.55890566 15098 1.0566778 down 9.66571 9.745245 0.0432 0.134067 -0.0795355 0.991839
1606479_aVvi.12322 Transcr ibed locus, weakly similar to NP_195787.2 aldose reductase, putative [Arabidopsis tha 517.4286 520.0573 387.4727 430.4436 16 9.015216 9.022527 8.597951 8.749681 0.0451926 4.543026 0.07660683 9793 1.2701999 up 9.018871 8.673816 0.00517 0.107289 0.345055 1.039781
1606480_aVvi.15402 Transcr ibed locus 3.988996 3.97049 3.843377 3.862726 16 1.996026 1.989317 1.942375 1.94962 0.0110044 9.453878 0.03499837 5219 1.0328813 up 1.992671 1.945997 0.004744 0.005123 0.0466744 1.023985
1606481_aVvi.10983 Transcr ibed locus 471.8283 439.9706 425.7515 338.8838 16 8.882118 8.781263 8.733868 8.404647 0.2669064 1.524347 0.32215053 13754 1.1995 up 8.831691 8.569258 0.071315 0.232794 0.262433 1.030625
1606482_aVvi.584 Transcr ibed locus, moderately similar to NP_196868.1 lecithin:cholesterol acyltransferase fam       3.949257 3.915999 3.754655 3.782924 16 1.981581 1.96938 1.90868 1.919502 0.0171893 7.528608 0.04163662 6853 1.0434705 up 1.975481 1.914091 0.008627 0.007652 0.0613898 1.032073
1606483_at 82.90833 96.41837 109.852 116.6668 16 6.373445 6.591236 6.779417 6.86625 0.1009153 2.904456 0.14290312 11723 1.266189 down 6.48234 6.822833 0.154001 0.0614 -0.3404927 0.950095
1606484_at 4.98135 5.017841 4.839909 4.856743 16 2.316537 2.327067 2.27498 2.279989 0.0168709 7.601183 0.04122613 6793 1.031195 up 2.321802 2.277484 0.007446 0.003542 0.0443173 1.019459
1606485_aVvi.785 Transcr ibed locus, weakly similar to NP_850278.1 zinc finger (C3HC4-type RING finger) fam 1198.13 1032.584 807.1396 750.5923 16 10.22657 10.01204 9.656674 9.551886 0.0497491 4.314351 0.08214983 10053 1.4290199 up 10.11931 9.60428 0.151692 0.074097 0.515027 1.053625
1606486_aVvi.9709 Transcr ibed locus 10.48115 10.66275 6.519493 6.771254 16 3.389725 3.414507 2.70476 2.759423 0.002 22.32716 0.02553182 1297 1.5910999 up 3.402116 2.732091 0.017524 0.038653 0.6700244 1.245242
1606487_aVvi.15148 Transcr ibed locus 2585.765 2746.1 2693.383 2656.126 16 11.33638 11.42317 11.3952 11.37511 0.9148446 0.120867 0.9280368 16365 1.0037385 down 11.37977 11.38516 0.061372 0.01421 -0.005384 0.999527
1606488_x_at 11.1846 11.68444 9.919202 9.633225 16 3.483442 3.546517 3.310224 3.268019 0.0270861 5.951989 0.05360394 8388 1.1694726 up 3.514979 3.289121 0.044601 0.029844 0.225858 1.068668
1606489_aVvi.10582 Transcr ibed locus, weakly similar to NP_189499.1 AAA-type ATPase family protein [Arabidop 122.6532 149.0259 143.8496 137.5266 16 6.93844 7.21942 7.168418 7.103567 0.7305065 0.395764 0.7632871 15888 1.0403451 down 7.07893 7.135992 0.198682 0.045857 -0.057062 0.992004
1606490_aVvi.11510 Transcr ibed locus, moderately similar to NP_200152.1 nuclear movement family protein [Arab 1713.169 1722.452 1989.259 2033.307 16 10.74245 10.75025 10.95802 10.98961 0.0050788 13.97855 0.02943507 2855 1.1707757 down 10.74635 10.97381 0.005513 0.022343 -0.227465 0.979272
1606491_aVvi.10229 Transcr ibed locus, weakly similar to NP_175145.2 homeobox-leucine zipper transcr iption fact 1219.938 1218.365 2560.144 2549.55 16 10.25259 10.25073 11.32201 11.31603 8.61E-06 340.7176 0.00893811 15 2.0955894 down 10.25166 11.31902 0.001316 0.00423 -1.067356 0.905702
1606492_sVvi.8099 Transcr ibed locus, moderately similar to NP_565851.1 60S ribosomal protein L24 (RPL24A) 15689.35 15938.58 19555.83 18634.84 16 13.9375 13.96024 14.25531 14.18572 0.0176805 7.420501 0.04223026 6949 1.207184 down 13.94887 14.22051 0.016076 0.049211 -0.271645 0.980898
1606493_aVvi.15490 Transcr ibed locus 334.2173 408.347 571.7451 523.063 16 8.384643 8.673652 9.159228 9.030841 0.0699801 3.578815 0.10708827 10848 1.4802978 down 8.529147 9.095035 0.20436 0.090784 -0.565888 0.937781
1606494_aVvi.6700 Transcr ibed locus, strongly similar to NP_566563.1 ubiquitin-conjugating enzyme, putative [A 630.0282 601.6201 508.5954 449.575 16 9.299273 9.232709 8.990375 8.812418 0.0616775 3.837876 0.09684753 10572 1.2875205 up 9.265991 8.901396 0.047068 0.125834 0.364595 1.040959
1606495_aVvi.15206 Transcr ibed locus 29.29442 26.09786 20.28471 24.90396 16 4.872554 4.70586 4.342321 4.638303 0.220513 1.759784 0.27336895 13391 1.2302012 up 4.789207 4.490312 0.117871 0.209291 0.2988945 1.066564
1606496_aVvi.6291 Transcr ibed locus, weakly similar to XP_483473.1 cyst nematode resistance protein-like [Oryz 17.35504 17.38637 16.8326 17.06651 16 4.117283 4.119885 4.073186 4.093096 0.0717126 3.530318 0.10890715 10931 1.0248713 up 4.118584 4.083141 0.00184 0.014078 0.0354427 1.00868
1606497_aVvi.3093 Transcr ibed locus, moderately similar to NP_568168.1 ubiquitin activating enzyme 2 (UBA2) 483.4826 466.7736 474.6695 461.9143 16 8.91732 8.866579 8.89078 8.851481 0.5830272 0.64878 0.62731165 15429 1.0145357 up 8.89195 8.87113 0.035879 0.027788 0.02082 1.002347
1606498_sVvi.7931 Clone 7 powdery mildew-resistant-like mRNA, partial sequence 19430.8 19804.05 11871.25 12689.79 16 14.24606 14.27351 13.53518 13.63138 0.0054224 13.5249 0.02958331 3042 1.598258 up 14.25978 13.58328 0.01941 0.068022 0.676501 1.049804
1606499_aVvi.5629 Transcr ibed locus, moderately similar to NP_568072.1 peroxisomal ABC transporter (PXA1) 730.0789 727.3514 670.0653 627.5239 16 9.511909 9.506509 9.388158 9.293527 0.0709093 3.552592 0.10805284 10894 1.1237853 up 9.509209 9.340842 0.003818 0.066914 0.168367 1.018025
1606500_aVvi.15844 Transcr ibed locus 3.613113 3.629771 3.505356 3.52174 16 1.853242 1.859879 1.809561 1.816288 0.0115217 9.235572 0.03544051 5395 1.0307082 up 1.856561 1.812925 0.004692 0.004757 0.043636 1.024069
1606501_sVvi.12727 Transcr ibed locus 69.69501 93.20313 252.0958 256.8538 16 6.122984 6.542307 7.977829 8.004804 0.0156679 7.894857 0.03970664 6550 3.1572542 down 6.332645 7.991316 0.296506 0.019074 -1.6586706 0.792441
1606502_aVvi.3214 Transcr ibed locus, strongly similar to NP_187644.1 transcr iption initiation factor IIB-2 / gene      629.1521 645.9256 542.0056 432.5278 16 9.297265 9.335224 9.082164 8.756649 0.1364528 2.421808 0.1830469 12375 1.3166183 up 9.316244 8.919407 0.026841 0.230174 0.396837 1.044491
1606503_aVvi.11019 Transcr ibed locus, weakly similar to XP_469184.1 putative small GTP-binding protein [Oryza 5.657266 5.683519 5.537869 5.562516 16 2.500105 2.506784 2.469331 2.475738 0.0216876 6.679425 0.04694995 7667 1.0216568 up 2.503445 2.472534 0.004723 0.00453 0.0309105 1.012502
1606504_aVvi.11669 Transcr ibed locus, weakly similar to NP_194808.1 expressed protein [Arabidopsis thaliana] 268.4692 222.1668 189.1403 187.1824 16 8.068613 7.795499 7.563313 7.548301 0.1106279 2.751107 0.1542978 11902 1.2979635 up 7.932056 7.555807 0.193121 0.010615 0.3762498 1.049796
1606505_aVvi.461 Transcr ibed locus 7934.85 7967.773 3895.625 4319.089 16 12.95399 12.95996 11.92764 12.07651 0.0060313 12.81811 0.03011773 3323 1.9384437 up 12.95697 12.00208 0.004223 0.105269 0.954899 1.079561
1606506_aVvi.731 Transcr ibed locus, weakly similar to XP_473674.1 OSJNBa0013K16.11 [Oryza sativa (japonic 99.92215 87.86454 67.80695 58.64155 16 6.642733 6.457209 6.083361 5.873851 0.0550653 4.08343 0.08884302 10289 1.4859287 up 6.549971 5.978606 0.131185 0.148146 0.571365 1.095568
1606507_aVvi.10445 Transcr ibed locus 444.9083 400.5265 544.4733 576.7466 16 8.797364 8.645754 9.088717 9.171794 0.0419388 4.728103 0.07243742 9611 1.3274856 down 8.72156 9.130256 0.107205 0.058744 -0.408696 0.955237
1606508_aVvi.9018 Transcr ibed locus, moderately similar to XP_550363.1 putative gamma-adaptin 1 [Oryza sativ 605.9133 623.5753 687.2473 670.0126 16 9.242968 9.28442 9.424686 9.388044 0.0355983 5.157548 0.06447925 9164 1.1039468 down 9.263694 9.406364 0.029311 0.025909 -0.14267 0.984833
1606509_aVvi.5437 Transcr ibed locus, weakly similar to XP_471943.1 OSJNBa0008A08.11 [Oryza sativa (japonic 8.638643 8.572391 9.860982 8.59291 16 3.110805 3.099698 3.301731 3.103147 0.4314955 0.977277 0.48639923 14727 1.0696863 down 3.105251 3.202439 0.007854 0.14042 -0.0971878 0.969652
1606510_at 6.673387 6.721758 6.365834 6.375954 16 2.738419 2.748839 2.67035 2.672641 0.0054243 13.52251 0.02958397 3043 1.0512702 up 2.743629 2.671495 0.007368 0.00162 0.0721336 1.027001
1606511_aVvi.14601 Transcr ibed locus 4.595603 4.633808 4.469517 4.463492 16 2.200254 2.212199 2.160119 2.158173 0.0161205 7.780547 0.0402569 6646 1.033172 up 2.206226 2.159146 0.008446 0.001376 0.0470805 1.021805
1606512_at 10.22324 10.17456 8.958242 8.725082 12 3.35378 3.346895 3.163216 3.125169 0.0086805 10.66313 0.03230533 4459 1.1536018 up 3.350338 3.144192 0.004869 0.026903 0.2061453 1.065564
1606513_sVvi.3092 Transcr ibed locus, weakly similar to NP_187201.1 rubber elongation factor (REF) family prot 1961.673 2152.166 718.5193 598.5894 16 10.93787 11.07157 9.488883 9.225423 0.0079435 11.15311 0.03158117 4173 3.13305 up 11.00472 9.357153 0.094543 0.186294 1.647568 1.176076
1606514_aVvi.7600 Transcr ibed locus, weakly similar to NP_192765.1 wound-responsive family protein [Arabidop 158.9674 201.9265 745.3729 950.6301 16 7.312587 7.657686 9.541819 9.89274 0.0119374 9.070462 0.03581035 5532 4.698313 down 7.485137 9.717279 0.244022 0.248139 -2.2321425 0.770291
1606515_at 151.5954 153.6298 231.8312 218.7359 16 7.244083 7.263314 7.856931 7.773046 0.005826 13.04395 0.03002916 3220 1.4755883 down 7.253698 7.814989 0.013599 0.059316 -0.5612903 0.928178
1606516_sVvi.8879 Transcr ibed locus, moderately similar to NP_193147.1 COP9 signalosome subunit, putative / 596.7172 652.6205 872.2268 865.7747 16 9.220903 9.350101 9.768559 9.757848 0.0179189 7.369641 0.04256355 6987 1.392524 down 9.285502 9.763204 0.091356 0.007574 -0.4777025 0.951071
1606517_aVvi.7564 Transcr ibed locus, weakly similar to NP_568046.1 thaumatin, putative [Arabidopsis thaliana] 3.595173 3.609174 3.485416 3.489401 16 1.846061 1.851669 1.801331 1.802979 0.0038915 15.98354 0.02842986 2271 1.0329068 up 1.848865 1.802155 0.003965 0.001166 0.04671 1.025919
1606518_aVvi.6320 Transcr ibed locus 155.2803 147.5882 457.9325 430.5791 16 7.278732 7.205434 8.838991 8.750134 0.0013734 26.95576 0.0239147 952 2.9332106 down 7.242083 8.794563 0.05183 0.062831 -1.5524804 0.823473
1606519_at 3295.987 3680.208 4408.189 4478.827 16 11.6865 11.84557 12.10597 12.12891 0.0485218 4.372841 0.08065261 9987 1.2758026 down 11.76603 12.11744 0.112484 0.016218 -0.351405 0.971
1606520_aVvi.8752 Transcr ibed locus, weakly similar to XP_493844.1 putative glutathione S-transferase [Oryza s 6608.907 6529.484 7978.726 7536.713 16 12.6902 12.67275 12.96194 12.87972 0.0294727 5.695365 0.05659985 8644 1.1804664 down 12.68148 12.92083 0.012335 0.05814 -0.239357 0.981475
1606521_aVvi.10477 Transcr ibed locus 83.37766 89.43609 100.1747 96.41601 16 6.381589 6.482785 6.646374 6.591201 0.0835954 3.23793 0.12265585 11314 1.1380789 down 6.432187 6.618788 0.071556 0.039013 -0.186601 0.971807
1606522_aVvi.6657 Transcr ibed locus, weakly similar to NP_564507.1 expressed protein [Arabidopsis thaliana] 722.2116 718.8523 1412.533 1301.507 16 9.496278 9.489552 10.46407 10.34597 0.0041787 15.42115 0.0288901 2395 1.8817874 down 9.492914 10.40502 0.004756 0.08351 -0.912104 0.91234
1606523_aVvi.15147 Transcr ibed locus 5.754161 5.812624 5.505678 5.522859 16 2.524606 2.53919 2.46092 2.465415 0.0121026 9.007196 0.03596352 5586 1.048793 up 2.531898 2.463168 0.010312 0.003179 0.0687298 1.027903
1606524_aVvi.6292 Transcr ibed locus, weakly similar to XP_483236.1 unknown protein [Oryza sativa (japonica cu 32.75459 31.23608 106.6859 83.04468 16 5.033625 4.965141 6.737226 6.375816 0.0136657 8.466362 0.03756261 6039 2.942694 down 4.999383 6.556521 0.048425 0.255555 -1.5571375 0.762506
1606525_aVvi.3324 Transcr ibed locus, strongly similar to NP_566107.1 small nuclear ribonucleoprotein D2, puta 2452.122 2401.754 2931.276 2967.084 16 11.25982 11.22987 11.51731 11.53483 0.0037824 16.21371 0.02824424 2221 1.2152281 down 11.24484 11.52607 0.021173 0.012386 -0.281228 0.975601
1606526_aVvi.223 Transcr ibed locus, moderately similar to NP_197367.1 isoflavone reductase-related [Arabidop 8.290541 8.626246 6.97106 7.974155 16 3.051466 3.108733 2.801378 2.995332 0.2141015 1.797394 0.26675522 13324 1.1342547 up 3.0801 2.898355 0.040494 0.137146 0.1817446 1.062706
1606527_s_at 38.56522 42.17113 330.9782 392.0796 16 5.269229 5.398184 8.370592 8.615003 0.0019075 22.86347 0.02532748 1246 8.932673 down 5.333706 8.492798 0.091185 0.172824 -3.159092 0.628027
1606528_aVvi.2709 Transcr ibed locus, strongly similar to NP_563790.1 transcr iption factor IIA large subunit, put 1502.037 1522.511 1376.348 1402.979 16 10.55271 10.57224 10.42663 10.45428 0.018704 7.208973 0.04348164 7140 1.0882552 up 10.56247 10.44045 0.013811 0.01955 0.1220165 1.011687
1606529_sVvi.15716 Transcr ibed locus 106.818 113.1026 123.2247 135.978 16 6.739011 6.821488 6.945148 7.087229 0.102848 2.872314 0.14515711 11762 1.177673 down 6.78025 7.016189 0.05832 0.100466 -0.235939 0.966372
1606530_sVvi.10176 Transcr ibed locus, moderately similar to NP_176440.1 protease inhibitor/seed storage/lipid tr 3145.363 3110.017 3245.053 2748.106 16 11.61901 11.60271 11.66403 11.42422 0.6345133 0.555293 0.67552835 15593 1.0473433 up 11.61086 11.54412 0.011529 0.169567 0.066734 1.005781
1606531_aVvi.230 Transcr ibed locus, moderately similar to NP_569048.1 cucumisin-like serine protease (ARA1 3.865935 3.876851 3.73615 3.768077 16 1.950817 1.954885 1.901552 1.913829 0.0198917 6.984071 0.04486374 7360 1.0317981 up 1.952851 1.907691 0.002876 0.00868 0.0451607 1.023673
1606532_sVvi.8804 Transcr ibed locus, moderately similar to XP_483668.1 putative acyl carrier protein III, chlorop        7738.305 7285.939 9273.504 9652.052 16 12.9178 12.8309 13.1789 13.23662 0.0236135 6.391766 0.04939284 7936 1.2599882 down 12.87435 13.20776 0.061449 0.040815 -0.33341 0.974757
1606533_at 5.831994 5.847566 5.61127 5.465744 16 2.543989 2.547836 2.488327 2.450418 0.0567375 4.017416 0.0908851 10363 1.0544862 up 2.545913 2.469373 0.00272 0.026806 0.0765402 1.030996
1606534_aVvi.11601 Transcr ibed locus, weakly similar to NP_189586.1 exocyst subunit EXO70 family protein [Arab 747.4121 634.4465 568.7404 550.7127 16 9.54576 9.309355 9.151627 9.105156 0.1310205 2.483434 0.17701846 12287 1.2304326 up 9.427557 9.128391 0.167164 0.03286 0.299166 1.032773
1606535_at 4.629172 4.640109 4.42756 4.443418 16 2.210754 2.214159 2.146512 2.15167 0.0023697 20.50617 0.02619858 1499 1.0449004 up 2.212456 2.149091 0.002407 0.003647 0.0633654 1.029485
1606536_aVvi.5604 Transcr ibed locus, weakly similar to XP_478130.1 putative glucosyltransferase-2 [Oryza sativ 6.011601 6.08528 5.676548 5.673126 16 2.587749 2.605324 2.505014 2.504144 0.0090296 10.45221 0.03278923 4570 1.0658153 up 2.596536 2.504579 0.012427 6.15E-04 0.0919576 1.036716
1606537_aVvi.13447 Transcr ibed locus, moderately similar to XP_466950.1 putative alcohol dehydrogenase [Oryza   6.112084 6.446263 5.938562 5.937016 16 2.611664 2.688463 2.570114 2.569738 0.1721705 2.086934 0.22185457 12883 1.057119 up 2.650064 2.569926 0.054305 2.66E-04 0.0801377 1.031183
1606538_at 4.126939 4.144623 3.958231 4.004232 16 2.045072 2.051241 1.984856 2.001525 0.02516 6.184822 0.05139962 8125 1.0388346 up 2.048157 1.993191 0.004362 0.011787 0.054966 1.027577
1606539_aVvi.15055 Transcr ibed locus 4.824791 4.854059 4.647333 4.659738 16 2.270466 2.279192 2.216403 2.220249 0.0070446 11.85136 0.03087745 3786 1.039942 up 2.274829 2.218326 0.00617 0.002719 0.0565031 1.025471
1606540_s_at 5.85074 5.901881 5.558749 5.631221 16 2.548619 2.561175 2.47476 2.493448 0.0243636 6.28896 0.05044705 8017 1.0502939 up 2.554897 2.484104 0.008878 0.013214 0.070793 1.028498
1606541_aVvi.2644 Transcr ibed locus, moderately similar to NP_192693.1 expressed protein [Arabidopsis thalian 135.014 131.1959 243.7272 256.3351 16 7.076965 7.035578 7.929123 8.001887 0.0021124 21.72331 0.02580234 1354 1.8780482 down 7.056272 7.965506 0.029265 0.051452 -0.909234 0.885854
1606542_aVvi.717 Transcr ibed locus, moderately similar to NP_565394.1 high-affinity nickel-transport family pro  704.8605 702.0152 966.8221 819.6957 16 9.461194 9.455359 9.917107 9.678945 0.104082 2.852238 0.14663686 11783 1.2655358 down 9.458277 9.798025 0.004126 0.168406 -0.339748 0.965325
1606543_at 369.7597 343.061 317.0736 285.7107 16 8.530444 8.422321 8.308674 8.158411 0.1197401 2.623597 0.16460232 12076 1.1833204 up 8.476383 8.233542 0.076454 0.106252 0.242841 1.029494
1606544_aVvi.4676 Transcr ibed locus, moderately similar to NP_566360.1 ankyrin repeat family protein [Arabidop 907.3119 920.6129 1050.283 973.7646 16 9.825455 9.846451 10.03656 9.927429 0.1193922 2.628213 0.1642347 12068 1.1065309 down 9.835953 9.981997 0.014846 0.077169 -0.146044 0.985369
1606545_aVvi.10598 Transcr ibed locus, moderately similar to NP_568796.1 expressed protein [Arabidopsis thalian 3923.189 3497.865 3948.861 3758.627 16 11.93781 11.77226 11.94722 11.87599 0.5942747 0.627774 0.6381313 15460 1.039991 down 11.85504 11.91161 0.117063 0.050368 -0.056571 0.995251
1606546_aVvi.15049 Transcr ibed locus 3.762135 3.778125 3.65229 3.688096 16 1.911552 1.91767 1.868801 1.882876 0.0370093 5.052685 0.06624126 9274 1.0272392 up 1.914611 1.875839 0.004326 0.009952 0.0387721 1.020669
1606547_at 5.876331 5.845346 5.609791 5.536302 16 2.554916 2.547288 2.487947 2.468923 0.0193145 7.090804 0.04426547 7243 1.0516591 up 2.551102 2.478435 0.005393 0.013452 0.0726672 1.02932
1606548_aVvi.8762 Transcr ibed locus, moderately similar to NP_849392.1 expressed protein [Arabidopsis thalian 768.0057 716.965 904.6785 1006.52 16 9.584973 9.485759 9.821261 9.97516 0.0581668 3.963195 0.09261393 10426 1.2859589 down 9.535366 9.898211 0.070155 0.108822 -0.362845 0.963342
1606549_aVvi.9054 Transcr ibed locus 609.9714 566.5622 673.9045 673.6186 16 9.252598 9.146091 9.3964 9.395788 0.0660833 3.694525 0.10223783 10730 1.1461133 down 9.199345 9.396094 0.075312 4.33E-04 -0.196749 0.979061
1606550_at 7.282501 7.147624 6.813434 6.828432 16 2.864434 2.837464 2.768382 2.771554 0.0269811 5.964043 0.05345248 8379 1.0577369 up 2.850949 2.769968 0.019071 0.002243 0.0809808 1.029235
1606551_aVvi.10039 Transcr ibed locus, moderately similar to NP_194296.1 expressed protein [Arabidopsis thalian 955.3611 850.7288 1427.362 1549.068 16 9.899902 9.732555 10.47914 10.59719 0.0195305 7.050307 0.0445209 7282 1.6493888 down 9.816229 10.53816 0.118332 0.083474 -0.721931 0.931494
1606552_aVvi.4546 Transcr ibed locus 4.324714 4.332993 4.192267 4.266753 16 2.112605 2.115364 2.067731 2.093139 0.1196021 2.625426 0.16448256 12071 1.0235271 up 2.113984 2.080435 0.001951 0.017966 0.0335492 1.016126
1606553_aVvi.15121 Transcr ibed locus 3.464502 3.488429 3.358962 3.376412 16 1.792648 1.802578 1.748016 1.755491 0.0178729 7.379379 0.04249862 6981 1.032298 up 1.797613 1.751753 0.007021 0.005286 0.0458595 1.026179
1606554_aVvi.9139 Transcr ibed locus, weakly similar to NP_917794.1 putative cytochrome P450 [Oryza sativa (ja 30.27407 47.7228 99.30896 94.25352 16 4.920011 5.576607 6.633852 6.558475 0.0551805 4.078792 0.08896825 10296 2.5453324 down 5.248309 6.596163 0.464284 0.0533 -1.3478543 0.795661
1606555_aVvi.12211 Transcr ibed locus, weakly similar to NP_919599.1 putative G-protein [Oryza sativa (japonica c 925.6925 884.6133 738.7054 727.3399 16 9.854389 9.788903 9.528855 9.506486 0.0127101 8.785275 0.03666591 5754 1.2345413 up 9.821646 9.517671 0.046306 0.015818 0.303975 1.031938
1606556_aVvi.10677 Transcr ibed locus, weakly similar to NP_193014.2 auxilin-related [Arabidopsis thaliana] 24.37772 13.83619 8.011627 7.985431 16 4.607491 3.790375 3.002096 2.997371 0.0991173 2.935154 0.14078933 11687 2.2961233 up 4.198933 2.999733 0.577788 0.003341 1.1992 1.399769
1606557_aVvi.6026 Transcr ibed locus, weakly similar to NP_174683.1 somatic embryogenesis receptor-like kinas    17.33276 17.76424 19.55647 19.60564 16 4.115429 4.150904 4.289574 4.293197 0.0124618 8.874023 0.03642787 5678 1.115909 down 4.133166 4.291386 0.025084 0.002562 -0.1582194 0.963131
1606558_aVvi.566 Transcr ibed locus, moderately similar to NP_186883.1 zinc finger (C3HC4-type RING finger 473.2584 460.4254 700.511 662.6121 16 8.886484 8.846824 9.452264 9.372021 0.0066642 12.18842 0.03065634 3608 1.4595143 down 8.866653 9.412142 0.028044 0.05674 -0.545489 0.942044
1606559_at 5.980749 6.13211 5.622627 5.659564 16 2.580326 2.616384 2.491244 2.500691 0.0315729 5.493702 0.05929561 8839 1.0735483 up 2.598355 2.495968 0.025496 0.00668 0.1023872 1.041021
1606560_aVvi.11099 Transcr ibed locus, weakly similar to NP_565742.1 expressed protein [Arabidopsis thaliana] 100.5507 101.1201 163.5813 183.9427 16 6.65178 6.659926 7.353864 7.523112 0.0115166 9.237661 0.03544051 5393 1.7202708 down 6.655852 7.438488 0.00576 0.119677 -0.7826357 0.894786
1606561_aVvi.10379 Transcr ibed locus, weakly similar to NP_567553.1 TCP family transcr iption factor, putative [A 7.187248 7.540031 13.37948 10.82285 16 2.845439 2.91457 3.74195 3.436009 0.0456092 4.520736 0.07708485 9822 1.6346421 down 2.880005 3.58898 0.048883 0.216333 -0.7089747 0.802458
1606562_aVvi.11324 Transcr ibed locus 5.862469 5.882681 22.73006 13.81441 16 2.551508 2.556474 4.50653 3.788101 0.0472559 4.435478 0.07910295 9917 3.0174387 down 2.553991 4.147316 0.003511 0.508006 -1.5933245 0.615818
1606563_at 3.548606 3.566057 3.430644 3.459491 16 1.827253 1.83433 1.77848 1.79056 0.0221309 6.609939 0.04754363 7727 1.0325928 up 1.830791 1.78452 0.005004 0.008542 0.0462714 1.025929
1606564_aVvi.10238 Transcr ibed locus, weakly similar to NP_189013.1 chloroplast inner membrane import protein 331.5644 333.2532 280.9756 320.8835 16 8.373145 8.380475 8.134301 8.325906 0.2656023 1.530228 0.32079935 13744 1.1070395 up 8.37681 8.230104 0.005183 0.135485 0.1467065 1.017826
1606565_aVvi.12348 Transcr ibed locus 10.56553 9.924288 9.244551 9.906866 16 3.401293 3.310964 3.208603 3.308429 0.2840876 1.450111 0.3397319 13881 1.0700011 up 3.356128 3.258516 0.063873 0.070587 0.0976124 1.029956
1606566_aVvi.10295 Transcr ibed locus, weakly similar to XP_473325.1 OSJNBa0091D06.3 [Oryza sativa (japonica 4.206886 4.255197 4.055537 4.113494 16 2.072753 2.089226 2.019893 2.040365 0.0607145 3.871201 0.09566113 10536 1.0358827 up 2.080989 2.030129 0.011648 0.014476 0.0508607 1.025053
1606567_aVvi.13196 Transcr ibed locus, weakly similar to NP_197012.1 protein kinase, putative [Arabidopsis thalian 4.656014 4.67493 4.525776 4.546993 16 2.219096 2.224945 2.178165 2.184913 0.0119481 9.066339 0.03582838 5535 1.0284567 up 2.22202 2.181539 0.004136 0.004771 0.0404811 1.018556
1606568_aVvi.12037 Transcr ibed locus, moderately similar to NP_565979.1 F-box family protein (ORE9) [Arabidop 398.3919 413.7691 356.3455 315.4673 16 8.638044 8.692682 8.477133 8.301347 0.0954653 3.000013 0.13657169 11604 1.2109363 up 8.665363 8.38924 0.038635 0.124299 0.276123 1.032914
1606569_at 7.408469 7.351929 6.977293 6.9912 16 2.889175 2.878123 2.802667 2.80554 0.0051132 13.93109 0.02943507 2879 1.056685 up 2.883649 2.804104 0.007815 0.002031 0.0795451 1.028367
1606570_aVvi.5279 Transcr ibed locus, moderately similar to NP_568627.1 expressed protein [Arabidopsis thalian 621.9821 620.2011 899.2391 877.12 16 9.280729 9.276592 9.812561 9.77663 0.0012263 28.5299 0.02331889 868 1.4299206 down 9.278661 9.794596 0.002925 0.025407 -0.515935 0.947325
1606571_aVvi.14249 Transcr ibed locus 7.830963 16.21442 4.742578 4.957847 16 2.96919 4.019206 2.245672 2.309714 0.1468535 2.312819 0.19432974 12545 2.3238304 up 3.494198 2.277693 0.742473 0.045285 1.2165048 1.534095
1606572_aVvi.10638 Transcr ibed locus 387.801 493.7744 2745.281 2743.675 16 8.599173 8.947708 11.42274 11.42189 0.0043004 15.19999 0.02906817 2454 6.2717814 down 8.77344 11.42232 0.246452 5.97E-04 -2.648876 0.768096
1606573_sVvi.7136 Transcr ibed locus, moderately similar to XP_464458.1 putative zinc-finger protein [Oryza sati 2170.088 2102.237 1640.969 1652.86 16 11.08354 11.03771 10.68033 10.69075 0.0039021 15.96172 0.02847553 2274 1.2969133 up 11.06062 10.68554 0.032406 0.007366 0.375082 1.035102
1606574_aVvi.11502 Transcr ibed locus 176.0683 127.6341 245.783 229.0547 16 7.459992 6.995871 7.941241 7.839548 0.1081382 2.788549 0.15147851 11850 1.5827826 down 7.227931 7.890394 0.328183 0.071908 -0.662463 0.916042
1606575_aVvi.13715 Transcr ibed locus, weakly similar to XP_472455.1 OSJNBb0108J11.16 [Oryza sativa (japonic 3.343413 3.62835 10.27095 13.71796 16 1.741322 1.859314 3.360498 3.777994 0.0147073 8.154577 0.03874717 6297 3.4080067 down 1.800318 3.569246 0.083433 0.295214 -1.7689282 0.504397
1606576_aVvi.3147 Transcr ibed locus, weakly similar to XP_474417.1 OSJNBa0088H09.13 [Oryza sativa (japonic 461.016 490.73 382.6612 555.3433 16 8.848673 8.938786 8.579924 9.117236 0.8835999 0.165741 0.90002614 16298 1.0317903 up 8.893729 8.848579 0.063719 0.379937 0.04515 1.005103
1606577_aVvi.7393 Transcr ibed locus, weakly similar to XP_463821.1 hydroperoxide lyase [Oryza sativa (japonica 77.76807 82.47881 169.1265 181.0913 16 6.281106 6.365952 7.401959 7.500573 0.0033102 17.33765 0.02783547 1964 2.1851578 down 6.323528 7.451266 0.059995 0.069731 -1.1277377 0.848652
1606578_aVvi.622 Transcr ibed locus, weakly similar to NP_565783.1 expressed protein [Arabidopsis thaliana] 2468.483 2383.636 1002.011 1032.825 16 11.26941 11.21895 9.968682 10.01238 7.08E-04 37.56131 0.02180507 537 2.384434 up 11.24418 9.990532 0.035681 0.030899 1.253647 1.125484
1606579_aVvi.15223 Transcr ibed locus 2.836424 2.852176 2.768755 2.779559 16 1.504073 1.512063 1.469238 1.474856 0.0178899 7.37576 0.04252705 6983 1.0252824 up 1.508068 1.472047 0.00565 0.003973 0.0360212 1.02447
1606580_aVvi.3502 Transcr ibed locus, weakly similar to NP_201357.2 expressed protein [Arabidopsis thaliana] 4.643524 4.672865 4.536256 4.556961 16 2.21522 2.224307 2.181502 2.188072 0.0247448 6.238488 0.05089027 8071 1.0245401 up 2.219764 2.184787 0.006426 0.004645 0.0349765 1.016009
1606581_aVvi.9589 Transcr ibed locus, moderately similar to NP_197443.2 zinc finger protein, putative / regulator 6.467706 6.747754 6.412968 6.447468 16 2.693254 2.754407 2.680992 2.688733 0.3334957 1.264357 0.38966113 14208 1.0273789 up 2.723831 2.684862 0.043242 0.005473 0.0389683 1.014514
1606582_aVvi.4312 Transcr ibed locus 6.584539 6.656801 6.161852 6.160763 16 2.719082 2.734829 2.623364 2.623109 0.0057144 13.17181 0.02988071 3174 1.0745399 up 2.726956 2.623237 0.011135 1.80E-04 0.103719 1.039539
1606583_aVvi.3145 Transcr ibed locus, moderately similar to NP_172234.1 telomere-binding protein, putative [Ara 537.3635 391.1588 321.8205 272.8331 16 9.069755 8.61161 8.330112 8.091875 0.1349209 2.438836 0.18134469 12350 1.5472317 up 8.840683 8.210994 0.323957 0.168459 0.629689 1.076689
1606584_at 6.052157 6.111323 5.70767 5.692217 16 2.59745 2.611485 2.512902 2.508991 0.0060133 12.83742 0.03011773 3311 1.066971 up 2.604467 2.510946 0.009924 0.002766 0.0935209 1.037245
1606585_aVvi.7267 Transcr ibed locus, strongly similar to NP_849646.1 aminomethyltransferase, putative [Arabid 716.0243 747.0427 1113.759 1082.221 16 9.483865 9.545047 10.12122 10.07978 0.0039513 15.86126 0.02848929 2298 1.5011252 down 9.514456 10.1005 0.043262 0.029304 -0.586044 0.941979
1606586_aVvi.12163 Transcr ibed locus 20.38569 28.22385 63.75785 52.16504 16 4.349485 4.818843 5.994531 5.705011 0.0443336 4.589945 0.07556159 9739 2.404285 down 4.584164 5.849772 0.331886 0.204721 -1.2656078 0.783648
1606587_aVvi.15200 Transcr ibed locus 3.47588 3.511658 3.368802 3.383465 16 1.797378 1.812152 1.752236 1.758501 0.0253854 6.156223 0.0516775 8154 1.034832 up 1.804765 1.755369 0.010447 0.00443 0.0493966 1.02814
1606588_sVvi.2298 Transcr ibed locus, weakly similar to NP_175424.1 expressed protein [Arabidopsis thaliana] 142.7822 94.40092 16.66376 21.12582 16 7.157672 6.560729 4.058642 4.400935 0.0166942 7.64234 0.04104473 6751 6.187736 up 6.859201 4.229789 0.422102 0.242038 2.6294115 1.621641
1606589_aVvi.653 Transcr ibed locus, weakly similar to XP_475526.1 putative SF16 protein [Oryza sativa (japonic 200.1958 178.8928 232.8103 237.8501 16 7.645268 7.482951 7.863011 7.893909 0.0626503 3.804969 0.09806902 10605 1.2434514 down 7.56411 7.87846 0.114775 0.021848 -0.31435 0.9601
1606590_aVvi.12538 Transcr ibed locus, strongly similar to NP_187956.1 chaperonin, putative [Arabidopsis thalian 255.3832 294.7424 322.6069 314.2788 16 7.99652 8.203311 8.333633 8.295901 0.1776181 2.044209 0.22776048 12946 1.1605852 down 8.099916 8.314768 0.146224 0.026681 -0.2148525 0.97416
1606591_aVvi.15396 Transcr ibed locus 4.03819 4.016143 3.995718 4.946362 16 2.013709 2.005811 1.998455 2.306368 0.4520933 0.926265 0.50549924 14847 1.1039321 down 2.00976 2.152411 0.005585 0.217728 -0.1426515 0.933725
1606592_aVvi.3477 Transcr ibed locus, weakly similar to NP_566599.1 expressed protein [Arabidopsis thaliana] 883.8004 813.1982 994.6624 1078.068 16 9.787577 9.667463 9.958063 10.07423 0.074546 3.454547 0.11237744 11012 1.2214777 down 9.72752 10.01615 0.084933 0.082144 -0.288628 0.971184
1606593_aVvi.15778 Transcr ibed locus 3.880215 3.893645 3.755884 3.764295 16 1.956137 1.961121 1.909152 1.91238 0.0038262 16.12014 0.02827039 2245 1.0337328 up 1.958629 1.910766 0.003525 0.002282 0.0478632 1.025049
1606594_aVvi.3198 Transcr ibed locus 15.2679 26.4944 64.87563 52.12492 16 3.932429 4.727615 6.019605 5.703901 0.0699162 3.580634 0.10702315 10844 2.8913248 down 4.330022 5.861753 0.562281 0.223236 -1.5317307 0.738691
1606595_aVvi.1584 Transcr ibed locus, weakly similar to NP_187538.1 glutathione S-transferase, putative [Arabid 5639.164 5590.058 3950.286 3309.046 16 12.46127 12.44865 11.94774 11.6922 0.0382732 4.963638 0.06775554 9377 1.5529215 up 12.45496 11.81997 0.008922 0.180697 0.634985 1.053721
1606596_at 6.624144 6.700217 6.264339 6.171069 16 2.727734 2.744208 2.647162 2.625521 0.0181267 7.326097 0.04282626 7026 1.0714982 up 2.735971 2.636342 0.011649 0.015303 0.0996294 1.037791
1606597_aVvi.3443 Transcr ibed locus, weakly similar to XP_470202.1 Hypothetical protein [Oryza sativa (japonica 1407.121 1458.052 1402.635 1262.817 16 10.45853 10.50983 10.45392 10.30243 0.316151 1.32549 0.3719344 14111 1.0762408 up 10.48418 10.37818 0.036272 0.107122 0.106001 1.010214
1606598_at 8.909668 8.927326 7.899103 8.306698 16 3.155371 3.158228 2.981689 3.054275 0.0621456 3.821948 0.09743516 10588 1.1010026 up 3.1568 3.017982 0.00202 0.051326 0.1388178 1.045997
1606599_aVvi.15740 Transcr ibed locus 3.764767 3.776625 3.632646 3.670077 16 1.912561 1.917098 1.861021 1.87581 0.0266669 6.000537 0.05311623 8334 1.0326945 up 1.914829 1.868416 0.003208 0.010458 0.0464134 1.024841
1606600_at 6.209209 6.284667 5.811893 5.811767 16 2.634409 2.651836 2.539008 2.538977 0.0069293 11.95062 0.03077344 3734 1.0748463 up 2.643123 2.538992 0.012323 2.21E-05 0.1041303 1.041012
1606601_aVvi.15378 Transcr ibed locus 3.837796 3.907307 3.752848 3.758898 16 1.940278 1.966175 1.907986 1.91031 0.077067 3.390541 0.11531911 11094 1.0310243 up 1.953226 1.909148 0.018312 0.001643 0.0440785 1.023088
1606602_aVvi.1839 Transcr ibed locus, weakly similar to XP_478975.1 putative ABI3-interacting protein 2; CnAIP2    15.2095 14.23519 13.40329 16.09536 16 3.9269 3.83139 3.744515 4.008573 0.9868981 0.018527 0.9890427 16565 1.0018046 up 3.879145 3.876544 0.067536 0.186717 0.0026011 1.000671
1606603_aVvi.5555 Transcr ibed locus 138.0194 140.3842 145.4493 155.5559 16 7.108728 7.133236 7.184372 7.281289 0.1546696 2.237701 0.2030543 12645 1.0806122 down 7.120982 7.232831 0.01733 0.06853 -0.111849 0.984536
1606604_aVvi.10634 Transcr ibed locus, moderately similar to NP_850319.1 radical SAM domain-containing prote 38.25806 39.01035 146.3696 118.1142 16 5.257692 5.285785 7.193472 6.884038 0.0076412 11.37418 0.03135112 4041 3.4034948 down 5.271739 7.038755 0.019865 0.218803 -1.7670169 0.748959
1606605_s_at 335.281 326.7296 429.8553 458.1042 16 8.389227 8.351954 8.747707 8.839532 0.013444 8.53732 0.03735154 5973 1.3407395 down 8.37059 8.793619 0.026356 0.06493 -0.423029 0.951894
1606606_aVvi.8815 Transcr ibed locus, weakly similar to XP_469869.1 unknown protein [Oryza sativa (japonica cu 3664.766 3610.702 810.696 670.4631 16 11.83951 11.81806 9.663017 9.389014 0.0035423 16.75711 0.02809704 2092 4.9340377 up 11.82879 9.526016 0.015163 0.193749 2.302769 1.241735
1606607_aVvi.13049 GO:001674Glutathione S-transferase (GST3) 6279.115 6865.158 7232.698 6596.132 16 12.61635 12.74508 12.82032 12.68741 0.5120056 0.790664 0.5621903 15119 1.0520116 down 12.68071 12.75386 0.091026 0.093985 -0.07315 0.994264
1606608_aVvi.1280 Transcr ibed locus, weakly similar to NP_567120.1 arginine/serine-rich splicing factor RSP31 258.6683 222.0757 269.4624 285.2875 16 8.014959 7.794908 8.07394 8.156273 0.2154957 1.789091 0.2681501 13341 1.1568266 down 7.904934 8.115107 0.1556 0.058218 -0.210173 0.974101
1606609_aVvi.11335 Transcr ibed locus, weakly similar to NP_174343.2 expressed protein [Arabidopsis thaliana] 14.24116 13.13439 29.27541 31.67985 16 3.831995 3.715277 4.871617 4.985494 0.004947 14.16495 0.02943507 2783 2.2267191 down 3.773636 4.928556 0.082532 0.080523 -1.1549196 0.765668
1606610_aVvi.5055 Transcr ibed locus 202.6502 207.6723 229.2318 207.8047 16 7.662848 7.698165 7.840663 7.699084 0.3453004 1.224895 0.40141988 14280 1.0639032 down 7.680507 7.769874 0.024973 0.100112 -0.0893669 0.988498
1606611_aVvi.2491 Transcr ibed locus, weakly similar to XP_477009.1 lipid transfer protein-like [Oryza sativa (jap 329.4837 302.4642 134.5419 131.625 16 8.364063 8.240621 7.071911 7.040289 0.0026036 19.55985 0.02668185 1617 2.3722253 up 8.302341 7.0561 0.087287 0.02236 1.2462406 1.176619
1606612_aVvi.3754 Transcr ibed locus, weakly similar to NP_565066.1 hydrolase, alpha/beta fold family protein [Ar  472.7571 504.4235 324.6081 266.6849 16 8.884955 8.978492 8.342555 8.058992 0.0392763 4.895987 0.06904537 9443 1.6597321 up 8.931724 8.200773 0.06614 0.200509 0.730951 1.089132
1606613_s_at 8.135668 8.503229 8.468667 7.71726 16 3.024261 3.088011 3.082135 2.948089 0.6359574 0.552764 0.67697895 15595 1.028844 up 3.056136 3.015112 0.045078 0.094785 0.0410243 1.013606
1606614_aVvi.1398 Transcr ibed locus, weakly similar to NP_199326.1 Ras-related protein (RHA1) / small GTP-b 148.7958 160.5071 153.7393 154.5714 16 7.21719 7.326493 7.264341 7.27213 0.9535151 0.065812 0.9605156 16480 1.0025026 up 7.271841 7.268235 0.077289 0.005507 0.003606 1.000496
1606615_aVvi.2326 Transcr ibed locus 3.048962 3.056643 2.962212 2.973774 16 1.608318 1.611948 1.566675 1.572295 0.006705 12.15087 0.03067327 3627 1.0285757 up 1.610133 1.569485 0.002567 0.003974 0.0406479 1.025899
1606616_at 3.657968 3.69021 3.542772 3.560089 16 1.871043 1.883703 1.824879 1.831913 0.0211704 6.763225 0.04627043 7595 1.034531 up 1.877373 1.828396 0.008952 0.004974 0.0489769 1.026787
1606617_at 723.9481 694.8099 145.9464 123.462 16 9.499743 9.440475 7.189295 6.947923 0.0026671 19.32469 0.02679435 1651 5.283518 up 9.470108 7.068609 0.041909 0.170676 2.401499 1.339741
1606618_at 5.718367 5.76347 5.410693 5.397754 16 2.515603 2.526938 2.435813 2.432359 0.0045862 14.71548 0.02926091 2593 1.0622946 up 2.52127 2.434086 0.008015 0.002442 0.087184 1.035818
1606619_at 4.080696 4.034701 3.880411 3.897347 16 2.028815 2.012462 1.956209 1.962492 0.0198218 6.996744 0.04480966 7343 1.0433966 up 2.020639 1.959351 0.011564 0.004443 0.0612877 1.03128
1606620_aVvi.10962 Transcr ibed locus 9.019389 9.050553 8.797796 9.940732 16 3.17303 3.178006 3.137142 3.313352 0.6294471 0.564206 0.6706508 15581 1.0350705 down 3.175518 3.225247 0.003519 0.124599 -0.0497292 0.984581
1606621_aVvi.6019 Transcr ibed locus, moderately similar to NP_172563.1 serine/threonine protein kinase, putativ 38.02341 23.70783 69.49654 78.0496 16 5.248816 4.567292 6.11887 6.286319 0.0662545 3.689233 0.10244552 10736 2.452989 down 4.908054 6.202595 0.48191 0.118405 -1.2945408 0.79129
1606622_at 17.4486 17.19092 10.87624 12.26866 16 4.12504 4.103575 3.443107 3.616906 0.021727 6.673175 0.04701041 7672 1.4993119 up 4.114307 3.530007 0.015178 0.122894 0.5843004 1.165524
1606623_aVvi.971 Transcr ibed locus, weakly similar to NP_199542.1 expressed protein [Arabidopsis thaliana] 882.4191 814.5352 1324.872 1364.274 16 9.78532 9.669833 10.37164 10.41392 0.0084373 10.81774 0.03202467 4373 1.5857884 down 9.727577 10.39278 0.081662 0.029897 -0.6652 0.935994
1606624_aVvi.9821 Transcr ibed locus, moderately similar to NP_196445.1 hydroxymethylbilane synthase / porpho 133.3404 146.9148 79.43011 97.52369 16 7.05897 7.198836 6.311614 6.607681 0.0549575 4.087786 0.08872947 10282 1.5902524 up 7.128903 6.459647 0.0989 0.209351 0.669256 1.103606
1606625_aVvi.15779 Transcr ibed locus 716.8095 740.3147 609.869 699.95 16 9.485446 9.531995 9.252356 9.451108 0.2638649 1.538119 0.31901285 13731 1.1149571 up 9.50872 9.351732 0.032915 0.140539 0.156988 1.016787
1606626_aVvi.15144 Transcr ibed locus 3.573246 3.590086 3.464741 3.492495 16 1.837235 1.844018 1.792748 1.804258 0.0242381 6.305827 0.05027178 8002 1.0296286 up 1.840627 1.798503 0.004796 0.008139 0.042124 1.023422
1606627_aVvi.1734 Transcr ibed locus, weakly similar to NP_568951.1 Per1-like protein-related [Arabidopsis thali 153.7628 175.652 115.8656 103.8752 16 7.264562 7.456576 6.856309 6.698707 0.0425063 4.694333 0.07313609 9648 1.498024 up 7.360569 6.777508 0.135774 0.111442 0.5830607 1.086029
1606628_aVvi.8246 Transcr ibed locus, moderately similar to NP_173458.1 S-adenosyl-methionine-sterol-C-meth 404.8173 442.6914 1324.483 1365.968 16 8.661127 8.790157 10.37121 10.41571 0.0016701 24.43937 0.02493529 1104 3.177339 down 8.725642 10.39346 0.091238 0.031462 -1.667819 0.839532
1606629_aVvi.4644 Transcr ibed locus 4.207111 4.230306 4.069948 4.113019 16 2.07283 2.080762 2.02501 2.040198 0.0355866 5.158439 0.06447661 9162 1.0311056 up 2.076796 2.032604 0.005609 0.010739 0.044192 1.021742
1606630_aVvi.3930 Transcr ibed locus, weakly similar to NP_913175.1 B1015E06.13 [Oryza sativa (japonica cultiv 6.70748 6.573119 6.256214 6.277891 16 2.745771 2.716578 2.64529 2.65028 0.0301164 5.631354 0.0575329 8689 1.0595044 up 2.731175 2.647785 0.020642 0.003529 0.0833895 1.031494
1606631_aVvi.442 Transcr ibed locus, weakly similar to NP_178983.1 pentatricopeptide (PPR) repeat-containing 5.91372 5.675864 6.219811 7.760405 16 2.564066 2.50484 2.636871 2.956132 0.2478657 1.614056 0.30224505 13614 1.1991802 down 2.534453 2.796501 0.041879 0.225752 -0.2620484 0.906294
1606632_aVvi.6485 Transcr ibed locus, moderately similar to NP_192404.1 thioredoxin family protein [Arabidopsis 1397.811 1413.846 1076.772 1213.455 16 10.44895 10.46541 10.0725 10.24491 0.074844 3.446818 0.11268776 11025 1.2298489 up 10.45718 10.1587 0.011636 0.121911 0.298481 1.029382
1606633_aVvi.8313 Transcr ibed locus 7.530329 7.646038 6.9967 6.964972 16 2.912713 2.934712 2.806675 2.800118 0.0089781 10.48255 0.03272341 4554 1.0869733 up 2.923713 2.803396 0.015556 0.004637 0.1203165 1.042918
1606634_at 4.523453 4.522218 4.339579 4.387852 16 2.177424 2.177031 2.117555 2.133515 0.0230253 6.475824 0.04865913 7855 1.0364802 up 2.177228 2.125535 2.78E-04 0.011285 0.0516925 1.02432
1606635_at 2.970914 2.982913 2.884218 2.900536 14 1.570907 1.576722 1.52818 1.53632 0.0141731 8.310214 0.03815766 6164 1.0292293 up 1.573814 1.53225 0.004112 0.005755 0.0415645 1.027126
1606636_at 4.556653 4.622574 4.384852 4.397118 16 2.187975 2.208696 2.132528 2.136558 0.0263019 6.043738 0.05271806 8282 1.0452094 up 2.198335 2.134543 0.014653 0.00285 0.063792 1.029886
1606637_at 5.090027 5.124768 4.873895 4.817145 16 2.347673 2.357487 2.285075 2.268179 0.016146 7.774244 0.04029566 6651 1.0540572 up 2.35258 2.276627 0.006939 0.011948 0.0759532 1.033362
1606638_aVvi.12649 Transcr ibed locus, moderately similar to NP_175577.1 mitogen-activated protein kinase kinas 245.3154 300.1405 309.8026 313.8055 16 7.938494 8.229494 8.275206 8.293727 0.3028947 1.375033 0.35837072 14031 1.1490741 down 8.083994 8.284466 0.205768 0.013097 -0.200472 0.975801
1606639_aVvi.6342 Transcr ibed locus, moderately similar to NP_565223.1 homeobox-leucine zipper protein 10 (H 4.816174 4.868045 4.637728 4.649993 16 2.267887 2.283343 2.213418 2.217229 0.0169837 7.575248 0.04135115 6816 1.0426764 up 2.275615 2.215323 0.010929 0.002694 0.0602916 1.027216
1606640_aVvi.10802 Transcr ibed locus, moderately similar to NP_680674.1 expressed protein [Arabidopsis thalian 174.7881 178.0657 171.1534 183.1304 16 7.449463 7.476266 7.419146 7.516727 0.929294 0.100243 0.93999505 16412 1.0035219 down 7.462864 7.467937 0.018953 0.069001 -0.0050721 0.999321
1606641_aVvi.15080 Transcr ibed locus 4.904505 4.954402 4.679184 4.683737 16 2.294107 2.308711 2.226257 2.22766 0.0095682 10.14963 0.03344949 4748 1.0529603 up 2.301409 2.226958 0.010326 9.92E-04 0.0744509 1.033432
1606642_aVvi.11198 Transcr ibed locus, weakly similar to NP_850016.1 universal stress protein (USP) family prote        2326.833 2318.695 1848.356 1666.515 16 11.18415 11.1791 10.85203 10.70262 0.032522 5.408942 0.0605983 8909 1.3234482 up 11.18162 10.77732 0.003574 0.105648 0.404301 1.037514
1606643_at 21.63523 21.44995 20.33528 19.38144 16 4.43531 4.422902 4.345913 4.276604 0.0788351 3.347421 0.11737245 11150 1.085115 up 4.429106 4.311258 0.008774 0.049009 0.1178477 1.027335
1606644_aVvi.4698 Transcr ibed locus 4.343943 4.38145 4.215744 4.10872 16 2.119005 2.131409 2.075787 2.038689 0.0737585 3.475185 0.11135203 10996 1.0482398 up 2.125207 2.057238 0.00877 0.026232 0.067969 1.033039
1606645_aVvi.14616 Transcr ibed locus 3.883874 3.888595 3.732936 3.750904 16 1.957496 1.959249 1.900311 1.907238 0.0042551 15.28119 0.02896383 2436 1.0385697 up 1.958373 1.903775 0.001239 0.004898 0.0545981 1.028679
1606646_aVvi.5105 Transcr ibed locus, moderately similar to XP_477282.1 putative cellulose synthase-8 [Oryza sa 798.9868 833.3154 799.8958 797.2985 16 9.642028 9.702719 9.643668 9.638976 0.4149485 1.020212 0.4702372 14649 1.0217559 up 9.672373 9.641322 0.042915 0.003318 0.031051 1.003221
1606647_aVvi.9996 Transcr ibed locus, moderately similar to XP_469008.1 putative protein kinase [Oryza sativa (ja  813.5047 713.2188 793.0518 843.6958 16 9.668007 9.478201 9.631271 9.720579 0.4302921 0.980339 0.48514155 14724 1.0738715 down 9.573104 9.675925 0.134213 0.06315 -0.102821 0.989374
1606648_aVvi.9233 Transcr ibed locus, moderately similar to NP_197506.1 phospholipase/carboxylesterase family 797.4434 836.2964 828.712 723.7783 16 9.639238 9.707871 9.694727 9.499404 0.5369089 0.738917 0.58543026 15225 1.0544491 up 9.673554 9.597065 0.04853 0.138114 0.076489 1.00797
1606649_x_at 95.96405 92.72876 118.3356 148.6574 16 6.584422 6.534945 6.88674 7.215848 0.098017 2.954332 0.13948895 11665 1.4060136 down 6.559683 7.051294 0.034985 0.232715 -0.4916107 0.930281
1606650_aVvi.4903 Transcr ibed locus 3.782127 3.771793 3.633894 3.631436 16 1.919198 1.915251 1.861517 1.86054 0.0013064 27.63966 0.02357308 917 1.0397205 up 1.917224 1.861028 0.002791 6.90E-04 0.0561959 1.030196
1606651_at 3.941398 3.953666 3.782121 3.810619 16 1.978707 1.983191 1.919195 1.930025 0.0106489 9.612985 0.03473326 5089 1.0398237 up 1.980949 1.92461 0.003171 0.007658 0.0563389 1.029273
1606652_aVvi.7991 Transcr ibed locus, moderately similar to NP_173351.1 glycoside hydrolase family 28 protein /     55.55504 59.67483 84.60687 80.90643 16 5.795847 5.899051 6.402703 6.338182 0.0132712 8.593875 0.03716105 5928 1.4369338 down 5.847449 6.370442 0.072977 0.045623 -0.5229934 0.917903
1606653_aVvi.15711 Transcr ibed locus 4.692999 4.715793 4.492771 4.578955 16 2.23051 2.2375 2.167606 2.195018 0.0651014 3.725247 0.10104396 10695 1.0371995 up 2.234006 2.181312 0.004943 0.019384 0.0526935 1.024157
1606654_at 3.595335 3.600451 3.479961 3.503911 16 1.846126 1.848178 1.799071 1.808966 0.0134455 8.53685 0.03735154 5974 1.0303493 up 1.847152 1.804019 0.001451 0.006997 0.0431335 1.02391
1606655_aVvi.8588 Transcr ibed locus, weakly similar to NP_174413.1 PAZ domain-containing protein / piwi doma 121.9529 113.4929 152.7386 164.8758 16 6.930181 6.826459 7.254921 7.365235 0.0293987 5.702856 0.05650351 8637 1.3488766 down 6.87832 7.310078 0.073343 0.078004 -0.4317583 0.940937
1606656_aVvi.8290 Transcr ibed locus, weakly similar to NP_566036.1 protease inhibitor/seed storage/lipid transf 3.73293 4.293764 4.16172 4.189756 16 1.900309 2.102243 2.05718 2.066866 0.6089016 0.600964 0.65181404 15508 1.043006 down 2.001276 2.062023 0.142789 0.006849 -0.0607474 0.97054
1606657_s_at 2128.335 2753.745 3124.96 2641.385 16 11.05551 11.42718 11.60962 11.36708 0.3815081 1.11312 0.43714523 14488 1.1867412 down 11.24134 11.48835 0.26281 0.171503 -0.247006 0.978499
1606658_aVvi.3446 Transcr ibed locus, moderately similar to NP_565543.1 expressed protein [Arabidopsis thalian 420.8241 452.7542 382.3491 363.6774 16 8.717073 8.822584 8.578747 8.506516 0.0708708 3.553667 0.10804385 10889 1.170559 up 8.769829 8.542631 0.074607 0.051075 0.227198 1.026596
1606659_sVvi.14393 Transcr ibed locus 2709.691 2756.433 2005.914 1864.602 16 11.40391 11.42859 10.97004 10.86465 0.0115643 9.218242 0.03546184 5413 1.4131379 up 11.41625 10.91735 0.017447 0.074524 0.498902 1.045698
1606660_aVvi.14907 Transcr ibed locus 59.09943 48.44648 22.36324 19.98289 16 5.885072 5.59832 4.483057 4.320694 0.0147881 8.131756 0.03877961 6325 2.531199 up 5.741696 4.401876 0.202764 0.114808 1.3398209 1.304375
1606661_aVvi.13746 Transcr ibed locus 183.0757 170.4842 219.2708 232.0357 16 7.516297 7.413495 7.77657 7.858203 0.0329676 5.370397 0.06115404 8949 1.2767631 down 7.464896 7.817387 0.072692 0.057723 -0.3524909 0.954909
1606662_aVvi.6321 Transcr ibed locus, strongly similar to NP_174683.1 somatic embryogenesis receptor-like kin    519.6088 545.9838 1071.738 1135.977 16 9.021282 9.092714 10.06574 10.14972 0.0027412 19.06067 0.02700983 1681 2.071576 down 9.056998 10.10773 0.05051 0.059383 -1.050729 0.896047
1606663_aVvi.1973 Transcr ibed locus, strongly similar to NP_196897.1 chalcone synthase / naringenin-chalcone 43.05576 37.49353 223.1205 207.5357 16 5.428134 5.22857 7.801679 7.697216 0.002157 21.49674 0.02580234 1380 5.355775 down 5.328352 7.749447 0.141113 0.073867 -2.4210953 0.687578
1606664_aVvi.5700 Transcr ibed locus, moderately similar to XP_450304.1 putative ubiquitin-protein ligase 1 [Ory 1072.897 1148.221 1168.522 1075.114 16 10.0673 10.16518 10.19047 10.07027 0.8721328 0.182328 0.88981986 16271 1.0098433 down 10.11624 10.13037 0.069217 0.08499 -0.014131 0.998605
1606665_sVvi.3071 Transcr ibed locus, moderately similar to NP_186994.2 armadillo/beta-catenin repeat family pr 252.8098 217.3926 98.8471 109.7937 16 7.981908 7.764159 6.627127 6.778651 0.0126068 8.82189 0.03657644 5721 2.2503424 up 7.873034 6.702889 0.153972 0.107144 1.1701445 1.174573
1606666_aVvi.14363 Transcr ibed locus 2.719693 2.731574 2.642598 2.65723 16 1.443444 1.449732 1.401957 1.409923 0.0152301 8.010197 0.03921612 6446 1.0285757 up 1.446588 1.40594 0.004447 0.005633 0.040648 1.028912
1606667_aVvi.2616 Transcr ibed locus, moderately similar to NP_191154.1 protein kinase family protein [Arabidop  155.1462 195.9699 36.5042 35.58825 16 7.277484 7.614488 5.189991 5.153329 0.0055082 13.41819 0.02965942 3079 4.837717 up 7.445986 5.17166 0.238297 0.025924 2.2743265 1.439767
1606668_aVvi.14426 Transcr ibed locus 3.47924 3.493956 3.359677 3.389712 16 1.798772 1.804862 1.748322 1.761163 0.022034 6.624956 0.0474213 7713 1.0331676 up 1.801817 1.754743 0.004306 0.00908 0.0470743 1.026827
1606669_sVvi.13149 GO:000681Aquaporin (PIP2-1) 6224.498 6657.464 5245.879 4956.41 16 12.60374 12.70076 12.35697 12.27508 0.0338445 5.296742 0.062232 9027 1.2624477 up 12.65225 12.31603 0.0686 0.057904 0.336223 1.0273
1606670_aVvi.2411 GO:000646Cultivar Riesling serine/threonine kinase 353.4505 318.6872 122.0244 120.9161 16 8.465364 8.315997 6.931026 6.917863 0.0026044 19.55684 0.02668185 1618 2.763001 up 8.39068 6.924444 0.105619 0.009307 1.466236 1.211748
1606671_aVvi.7839 Transcr ibed locus, moderately similar to NP_180035.1 splicing factor, putative [Arabidopsis t 3569.783 3519.146 4266.902 4182.471 16 11.80162 11.78101 12.05897 12.03014 0.0048612 14.29028 0.02938541 2745 1.1918821 down 11.79132 12.04456 0.014574 0.020388 -0.253242 0.978975
1606672_aVvi.15543 Transcr ibed locus 339.7191 305.2832 305.1408 259.7325 16 8.408198 8.254005 8.253331 8.020883 0.2987851 1.390936 0.35438383 13996 1.1439266 up 8.331101 8.137107 0.109032 0.164366 0.193994 1.023841
1606673_aVvi.7562 Transcr ibed locus, moderately similar to NP_187673.1 diadenosine 5',5'''-P1,P4-tetraphosph 535.0493 557.7276 601.0548 579.7553 16 9.063528 9.123417 9.231353 9.1793 0.1061509 2.819323 0.14913401 11816 1.0806158 down 9.093473 9.205326 0.042348 0.036807 -0.1118535 0.987849
1606674_aVvi.15639 Transcr ibed locus 4.724231 4.743973 4.59447 4.621398 16 2.24008 2.246096 2.199898 2.208329 0.0172025 7.52565 0.04163794 6857 1.0273827 up 2.243088 2.204114 0.004254 0.005962 0.0389738 1.017682
1606675_aVvi.35 Transcr ibed locus, moderately similar to NP_186927.1 isopentenyl-diphosphate delta-isomera 3402.542 3401.325 3137.79 3045.964 16 11.7324 11.73188 11.61553 11.57268 0.0232599 6.441913 0.04893078 7891 1.1004008 up 11.73214 11.59411 3.65E-04 0.0303 0.138029 1.011905
1606676_aVvi.11354 Transcr ibed locus 661.3872 663.1414 1114.074 1107.962 16 9.369351 9.373173 10.12163 10.11369 3.48E-05 169.4716 0.01326001 41 1.6776013 down 9.371262 10.11766 0.002702 0.005612 -0.746399 0.926228
1606677_at 2.996973 3.007234 2.917157 2.933832 16 1.583506 1.588437 1.544563 1.552786 0.0161226 7.780015 0.0402569 6648 1.0261896 up 1.585972 1.548675 0.003487 0.005814 0.0372972 1.024083
1606678_aVvi.14460 Transcr ibed locus 907.949 988.8702 585.3266 580.4981 16 9.826468 9.949637 9.193098 9.181148 0.0077025 11.32831 0.03135112 4072 1.6255519 up 9.888052 9.187122 0.087094 0.00845 0.70093 1.076295
1606679_aVvi.3249 Transcr ibed locus, weakly similar to NP_568786.1 protein phosphatase 2C, putative / PP2C, p 390.2146 588.608 104.6129 113.1647 16 8.608124 9.201163 6.708916 6.822281 0.0193424 7.085539 0.04429592 7248 4.404706 up 8.904644 6.765598 0.419342 0.080161 2.1390457 1.316165
1606680_aVvi.1582 Transcr ibed locus, moderately similar to XP_479727.1 putative survival motor neuron domain 309.045 335.0486 308.1475 295.3244 16 8.271673 8.388227 8.267477 8.206157 0.2928662 1.414322 0.3484174 13954 1.0666848 up 8.32995 8.236816 0.082416 0.04336 0.093134 1.011307
1606681_s_at 334.5995 387.9743 428.6879 464.1576 16 8.386292 8.599817 8.743784 8.858471 0.1261251 2.542104 0.17167571 12196 1.238053 down 8.493054 8.801127 0.150986 0.081096 -0.308073 0.964996
1606682_aVvi.1025 Transcr ibed locus, moderately similar to NP_172172.2 transporter-related [Arabidopsis thalia 357.9729 367.6301 525.8236 493.9575 16 8.483706 8.522111 9.038435 8.948243 0.0098409 10.00593 0.03375612 4838 1.4048643 down 8.502909 8.99334 0.027156 0.063775 -0.490431 0.945467
1606683_aVvi.11951 Transcr ibed locus, weakly similar to NP_181488.1 expressed protein [Arabidopsis thaliana] 4.104343 4.140822 3.984464 3.997172 16 2.037151 2.049917 1.994386 1.99898 0.0203272 6.906536 0.04538358 7435 1.0330082 up 2.043534 1.996683 0.009027 0.003249 0.0468518 1.023465
1606684_sVvi.7123 Transcr ibed locus, moderately similar to XP_470335.1 putative ferredoxin [Oryza sativa (japon 6660.973 6278.662 8024.797 8929.844 16 12.70152 12.61624 12.97025 13.12442 0.0477716 4.409668 0.07974814 9944 1.3089912 down 12.65888 13.04734 0.060299 0.109015 -0.388456 0.970227
1606685_aVvi.4612 Transcr ibed locus 145.1607 160.8773 132.9338 132.5293 16 7.181507 7.329817 7.054564 7.050167 0.1113608 2.740311 0.15507562 11921 1.1513262 up 7.255662 7.052365 0.104871 0.003109 0.2032967 1.028827
1606686_aVvi.11327 Transcr ibed locus, moderately similar to NP_175644.1 short-chain dehydrogenase/reductase 584.0292 554.5869 361.2643 365.3074 16 9.189897 9.11527 8.496911 8.512967 0.0034551 16.96855 0.02794001 2052 1.5666078 up 9.152583 8.504939 0.052769 0.011353 0.647644 1.076149
1606687_aVvi.15180 Transcr ibed locus 4.076233 4.09746 3.924207 3.949852 16 2.027237 2.03473 1.972401 1.981799 0.0122114 8.966239 0.03608414 5617 1.0380552 up 2.030983 1.9771 0.005299 0.006645 0.0538831 1.027254
1606688_aVvi.12851 Ripening induced protein (GASR) 4.5112 4.614615 4.378886 4.406305 16 2.173511 2.20621 2.130564 2.139569 0.0839054 3.231111 0.1230237 11322 1.0387108 up 2.189861 2.135067 0.023122 0.006368 0.0547941 1.025664
1606689_aVvi.15598 Transcr ibed locus 5.541357 5.578902 5.243883 5.270378 16 2.470239 2.479981 2.390636 2.397906 0.0056056 13.30016 0.02977105 3125 1.057633 up 2.47511 2.394271 0.006889 0.005141 0.080839 1.033764
1606690_aVvi.9027 Transcr ibed locus, weakly similar to NP_198851.1 myb family transcr iption factor (MYB24) [A 5.562905 5.577333 5.346786 5.342122 16 2.475838 2.479575 2.418672 2.417413 0.0010903 30.26062 0.0227395 795 1.0422236 up 2.477707 2.418042 0.002642 8.90E-04 0.0596648 1.024675
1606691_aVvi.10836 Transcr ibed locus 4.879767 4.904772 4.694947 4.731922 16 2.286812 2.294186 2.231109 2.242426 0.0154347 7.955678 0.0394629 6491 1.037946 up 2.290499 2.236768 0.005214 0.008003 0.0537314 1.024022
1606692_aVvi.1917 Transcr ibed locus, strongly similar to NP_173692.1 40S ribosomal protein S18 (RPS18A) [A  16105.72 17549.15 18534.79 19516.76 16 13.97529 14.09911 14.17795 14.25243 0.1327433 2.46351 0.17896736 12313 1.1313051 down 14.0372 14.21519 0.087559 0.052664 -0.177988 0.987479
1606693_aVvi.13765 Transcr ibed locus, moderately similar to NP_974735.1 expressed protein [Arabidopsis thalian 830.8248 842.9705 1280.314 1337.729 16 9.698401 9.719338 10.32228 10.38557 0.0026593 19.35299 0.02678997 1647 1.5637997 down 9.70887 10.35393 0.014805 0.044752 -0.645056 0.937699
1606694_aVvi.6181 Transcr ibed locus, moderately similar to NP_177392.1 expressed protein [Arabidopsis thalian 918.755 995.9809 1492.247 1691.636 16 9.843536 9.959974 10.54327 10.7242 0.0209252 6.804012 0.04597062 7556 1.6609185 down 9.901755 10.63374 0.082334 0.127939 -0.731982 0.931164
1606695_at 409.1933 354.2025 330.6643 363.7084 16 8.676639 8.468431 8.369224 8.506639 0.3933753 1.079132 0.44860667 14557 1.0977911 up 8.572535 8.437931 0.147225 0.097167 0.134604 1.015952
1606696_sVvi.7502 Transcr ibed locus, moderately similar to NP_191111.1 immunophilin, putative / FKBP-type pe 326.7437 304.9454 337.6325 347.8875 16 8.352016 8.252407 8.39931 8.442477 0.1603296 2.186488 0.20916165 12725 1.0857425 down 8.302212 8.420894 0.070434 0.030524 -0.118682 0.985906
1606697_aVvi.755 Transcr ibed locus 246.2117 241.7464 570.3865 629.0269 16 7.943756 7.917351 9.155796 9.296978 0.0030573 18.04406 0.02768036 1827 2.455188 down 7.930553 9.226387 0.018671 0.099831 -1.2958336 0.859551
1606698_aVvi.8082 Transcr ibed locus, weakly similar to NP_182009.1 expressed protein [Arabidopsis thaliana] 591.3637 628.3641 575.2423 595.9551 16 9.207902 9.295457 9.168026 9.21906 0.3699777 1.147325 0.4258098 14424 1.0411204 up 9.251679 9.193543 0.061911 0.036086 0.0581365 1.006324
1606699_aVvi.4433 Transcr ibed locus 5.766008 5.800883 5.51812 5.516195 16 2.527573 2.536273 2.464177 2.463674 0.0040808 15.60612 0.02864669 2364 1.0482606 up 2.531923 2.463925 0.006152 3.56E-04 0.0679974 1.027597
1606700_x_at 13.48646 12.49556 11.33657 10.6399 16 3.75344 3.643343 3.502912 3.411413 0.0778944 3.370187 0.11626381 11122 1.1819992 up 3.698392 3.457163 0.07785 0.064699 0.2412291 1.069777
1606701_sVvi.6944 Transcr ibed locus, moderately similar to XP_473296.1 OSJNBb0039L24.13 [Oryza sativa (jap 2934.325 2898.953 2260.852 1937.462 16 11.51881 11.50132 11.14265 10.91995 0.0503506 4.286449 0.08294514 10077 1.3935488 up 11.51007 11.0313 0.012372 0.157471 0.4787635 1.0434
1606702_at 5.172971 5.207561 4.905064 4.924803 16 2.370993 2.380608 2.294272 2.300066 0.0050565 14.00953 0.02943507 2848 1.0560161 up 2.375801 2.297169 0.006799 0.004097 0.0786319 1.03423
1606703_aVvi.8905 Transcr ibed locus 34.62942 49.59256 134.1236 114.2881 16 5.113926 5.632052 7.067419 6.836531 0.0307822 5.567241 0.05833186 8760 2.9875972 down 5.372989 6.951975 0.36637 0.163262 -1.578986 0.772872
1606704_s_at 20.12072 19.1897 25.81231 30.37265 16 4.33061 4.26226 4.689987 4.924701 0.0527494 4.179844 0.08599052 10183 1.4249474 down 4.296435 4.807344 0.048331 0.165968 -0.5109086 0.893723
1606705_aVvi.781 Transcr ibed locus, weakly similar to NP_193119.1 DNAJ heat shock N-terminal domain-conta 1549.833 970.8235 2013.035 1877.218 16 10.5979 9.923065 10.97516 10.87438 0.1908881 1.947159 0.24201028 13094 1.5847855 down 10.26048 10.92477 0.477178 0.07126 -0.664287 0.939194
1606706_aVvi.14924 Transcr ibed locus 5.335142 5.370633 5.166502 5.198339 16 2.415527 2.425092 2.369188 2.378051 0.0189483 7.161008 0.04382548 7177 1.0328926 up 2.420309 2.373619 0.006764 0.006267 0.0466903 1.019671
1606707_aVvi.11031 Transcr ibed locus, moderately similar to NP_187644.1 transcr iption initiation factor IIB-2 / ge      262.3812 225.6715 199.74 198.2005 16 8.035521 7.81808 7.64198 7.630817 0.1164807 2.667589 0.1609901 12011 1.2229813 up 7.926801 7.636398 0.153753 0.007894 0.2904024 1.038029
1606708_aVvi.12421 Transcr ibed locus, weakly similar to NP_568440.1 expressed protein [Arabidopsis thaliana] 913.7648 896.2755 676.9138 641.8862 16 9.835679 9.807798 9.402828 9.326174 0.0078622 11.21129 0.0314613 4144 1.3729111 up 9.821739 9.364501 0.019715 0.054203 0.457238 1.048827
1606709_aVvi.6180 Transcr ibed locus, weakly similar to NP_197081.1 GCN5-related N-acetyltransferase (GNAT 10.71053 10.74614 10.32236 10.3489 16 3.420959 3.425747 3.367701 3.371405 0.0031504 17.77413 0.02773125 1883 1.0379951 up 3.423353 3.369553 0.003386 0.002619 0.0537997 1.015966
1606710_s_at 7.68139 7.895808 7.328528 6.490979 16 2.941367 2.981087 2.873524 2.698436 0.1901632 1.952224 0.24122018 13087 1.129158 up 2.961227 2.78598 0.028086 0.123806 0.1752475 1.062903
1606711_aVvi.11029 Transcr ibed locus 5.045981 5.064186 4.857942 4.876474 16 2.335135 2.34033 2.280345 2.285838 0.004753 14.45325 0.02932456 2683 1.0386004 up 2.337733 2.283092 0.003674 0.003884 0.0546408 1.023933
1606712_at 267.2938 222.9251 263.4483 270.1644 16 8.062283 7.800415 8.041376 8.077694 0.4344765 0.969734 0.4891949 14744 1.0929188 down 7.931349 8.059535 0.185168 0.025681 -0.128186 0.984095
1606713_aVvi.1122 Transcr ibed locus, moderately similar to NP_568970.2 nucleotide diphosphate kinase II, chlor 391.0902 375.585 618.9147 581.0986 16 8.611358 8.552996 9.273597 9.182639 0.0069254 11.95398 0.03077344 3731 1.5647603 down 8.582176 9.228118 0.041268 0.064317 -0.645942 0.930003
1606714_aVvi.740 Transcr ibed locus 335.3326 313.2865 267.8908 273.0087 16 8.389449 8.291339 8.065501 8.092803 0.0359541 5.130534 0.06488726 9198 1.1985099 up 8.340394 8.079152 0.069374 0.019305 0.261242 1.032335
1606715_aVvi.3184 Transcr ibed locus, strongly similar to NP_567238.2 AAA-type ATPase family protein [Arabido 356.587 351.4789 417.9564 401.8905 16 8.47811 8.457294 8.707209 8.650659 0.0197452 7.010722 0.0447256 7327 1.1576757 down 8.467703 8.678934 0.014719 0.039987 -0.211231 0.975662
1606716_aVvi.3365 Transcr ibed locus, moderately similar to NP_566470.1 dihydrolipoamide S-acetyltransferase, 1264.271 1268.252 1076.146 1212.95 16 10.30409 10.30863 10.07166 10.2443 0.2278865 1.718269 0.28150085 13439 1.1083223 up 10.30636 10.15798 0.003208 0.122079 0.148377 1.014607
1606717_aVvi.7569 Transcr ibed locus, moderately similar to NP_564289.1 expressed protein [Arabidopsis thalian 3173.221 3146.37 3564.92 3564.428 16 11.63173 11.61947 11.79965 11.79946 0.0012395 28.37691 0.02331889 880 1.1281455 down 11.6256 11.79956 0.008668 1.41E-04 -0.173953 0.985258
1606718_aVvi.2621 Transcr ibed locus, strongly similar to NP_197208.1 ADP-ribosylation factor, putative [Arabido 900.8479 834.1613 634.1224 633.6238 16 9.81514 9.704183 9.308618 9.307483 0.0147594 8.139853 0.03877961 6314 1.3675661 up 9.759661 9.30805 0.078459 8.02E-04 0.451611 1.048518
1606719_at 7.596455 7.676496 7.06909 7.003569 15 2.925326 2.940448 2.821525 2.80809 0.0072565 11.67519 0.03107461 3875 1.0852892 up 2.932887 2.814807 0.010693 0.0095 0.1180796 1.041949
1606720_aVvi.8772 Transcr ibed locus, moderately similar to XP_467730.1 small GTP-binding protein OsRac3 [O 659.0053 632.9979 600.1508 577.0906 16 9.364146 9.306057 9.229181 9.172654 0.0803746 3.310993 0.11902409 11210 1.0974718 up 9.335102 9.200918 0.041075 0.039971 0.134184 1.014584
1606721_aVvi.11454 Transcr ibed locus, weakly similar to NP_197908.1 expressed protein [Arabidopsis thaliana] 3.68782 3.708921 3.557751 3.57887 16 1.882768 1.890999 1.830966 1.839504 0.0129272 8.70974 0.03684102 5824 1.0364488 up 1.886884 1.835235 0.00582 0.006038 0.0516488 1.028143
1606722_aVvi.3169 GO:000562Actin depolymerizing factor (ADF) 2115.751 2010.557 1378.344 1340.506 16 11.04695 10.97338 10.42872 10.38856 0.0048194 14.35261 0.02932456 2722 1.517319 up 11.01017 10.40864 0.052025 0.028396 0.601524 1.057791
1606723_aVvi.3070 Transcr ibed locus 554.4194 581.2089 857.0512 781.2798 16 9.114834 9.182913 9.743238 9.609695 0.0195885 7.039547 0.04457752 7293 1.4415218 down 9.148873 9.676466 0.048139 0.094428 -0.527593 0.945477
1606724_aVvi.9888 Transcr ibed locus, weakly similar to NP_173924.1 lysine and histidine specific transporter, pu 6.387197 6.438756 6.01149 6.219271 16 2.675183 2.686782 2.587723 2.636746 0.1121094 2.729386 0.15593506 11935 1.0488063 up 2.680982 2.612234 0.008202 0.034664 0.0687484 1.026318
1606725_aVvi.4056 Transcr ibed locus, weakly similar to NP_051101.1 ycf2 [Arabidopsis thaliana] 3.922874 3.937225 3.785416 3.828493 16 1.971911 1.977179 1.920452 1.936777 0.0331459 5.355194 0.06135441 8968 1.032349 up 1.974545 1.928614 0.003725 0.011543 0.0459307 1.023815
1606726_s_at 16659.16 16625.64 4810.47 4066.894 16 14.02403 14.02112 12.23196 11.98971 0.0039909 15.78202 0.02857122 2318 3.762622 up 14.02258 12.11084 0.002055 0.171297 1.911738 1.157853
1606727_aVvi.271 Transcr ibed locus, moderately similar to XP_469781.1 phytochrome C [Oryza sativa (japonica 165.1791 153.9301 59.71976 75.18246 16 7.367887 7.266132 5.900137 6.232325 0.0187477 7.200319 0.04353138 7149 2.3796983 up 7.317009 6.066231 0.071951 0.234892 1.2507784 1.206187
1606728_aVvi.13718 Transcr ibed locus, weakly similar to NP_565967.1 expressed protein [Arabidopsis thaliana] 498.618 502.1689 738.1895 788.4931 16 8.961791 8.972029 9.527847 9.622954 0.0061215 12.72242 0.03014812 3370 1.5246646 down 8.966909 9.575401 0.007239 0.067251 -0.608492 0.936453
1606729_at 10.59822 10.78872 9.421806 9.168391 16 3.405751 3.431452 3.236004 3.196669 0.0132245 8.609325 0.03713062 5912 1.1505034 up 3.418602 3.216336 0.018174 0.027814 0.2022652 1.062887
1606730_aVvi.10794 Transcr ibed locus 358.3292 381.0399 361.6715 381.4048 16 8.485142 8.573798 8.498536 8.575179 0.9112023 0.126077 0.924907 16355 1.0051335 down 8.52947 8.536858 0.06269 0.054195 -0.007388 0.999135
1606731_aVvi.12635 Transcr ibed locus 16.31272 14.31918 15.12801 15.60045 16 4.027925 3.839877 3.91915 3.963516 0.945681 0.076932 0.95372576 16460 1.0051647 down 3.933901 3.941333 0.13297 0.031372 -0.007432 0.998114
1606732_aVvi.15638 Transcr ibed locus 3.689265 3.706837 3.57714 3.574028 16 1.883333 1.890189 1.838806 1.837551 0.005106 13.94091 0.02943507 2871 1.0342482 up 1.886761 1.838179 0.004848 8.88E-04 0.0485826 1.02643
1606733_aVvi.8346 Transcr ibed locus 27.59818 29.00383 31.17152 26.16221 16 4.786501 4.858172 4.962157 4.709413 0.927793 0.102383 0.9387627 16407 1.0093656 down 4.822336 4.835785 0.050679 0.178717 -0.013449 0.997219
1606734_aVvi.12829 Transcr ibed locus, strongly similar to NP_565568.1 serine/threonine/tyrosine kinase, putative 1100.796 1075.739 1257.559 1157.21 16 10.10433 10.07111 10.29641 10.17643 0.1394764 2.388965 0.18626028 12431 1.1085714 down 10.08772 10.23642 0.02349 0.084836 -0.148702 0.985473
1606735_aVvi.1637 Transcr ibed locus, weakly similar to NP_702519.1 protein serine/threonine phosphatase [Plas 419.8871 418.3669 469.6948 491.8072 16 8.713858 8.708625 8.87558 8.941949 0.0272452 5.93385 0.05379495 8406 1.1467279 down 8.711241 8.908764 0.0037 0.04693 -0.197523 0.977828
1606736_aVvi.168 Transcr ibed locus, strongly similar to NP_910162.1 hypothetical protein [Oryza sativa] 1181.248 1115.054 1125.874 1143.216 16 10.2061 10.1229 10.13683 10.15888 0.7362537 0.386685 0.76837337 15907 1.0116019 up 10.1645 10.14786 0.05883 0.015594 0.016641 1.00164
1606737_at 39.21392 38.50184 39.23033 38.59599 16 5.293294 5.266855 5.293898 5.270379 0.9177992 0.116644 0.93032414 16377 1.0014315 down 5.280075 5.282138 0.018695 0.01663 -0.0020637 0.999609
1606738_aVvi.3119 Transcr ibed locus, weakly similar to XP_466019.1 RNA binding protein Rp120 [Oryza sativa ( 929.1753 865.1471 1128.697 1170.524 16 9.859807 9.756802 10.14044 10.19294 0.0250426 6.199861 0.05127842 8106 1.2819917 down 9.808304 10.16669 0.072836 0.03712 -0.358387 0.964749
1606739_aVvi.11067 Transcr ibed locus, weakly similar to NP_189425.1 haloacid dehalogenase-like hydrolase fami 41.60257 41.52515 72.79306 55.61514 16 5.378601 5.375914 6.185729 5.797406 0.0870542 3.163836 0.12681173 11396 1.530826 down 5.377257 5.991568 0.0019 0.274586 -0.6143103 0.897471
1606740_aVvi.1855 Transcr ibed locus 10.92615 14.54806 23.93515 13.88729 16 3.449713 3.862754 4.581059 3.795692 0.353196 1.199386 0.40916613 14330 1.4460742 down 3.656234 4.188376 0.292064 0.555338 -0.5321417 0.872948
1606741_at 643.0299 894.5341 177.4133 182.6107 16 9.328742 9.804993 7.47097 7.512627 0.0130111 8.681043 0.03692745 5848 4.213647 up 9.566868 7.491798 0.33676 0.029456 2.0750696 1.276979
1606742_aVvi.181 Transcr ibed locus, strongly similar to NP_568179.1 40S ribosomal protein S4 (RPS4B) [Arab  13025.87 12797.61 14199.26 15389.4 16 13.66909 13.64359 13.79353 13.90965 0.081519 3.284559 0.12030031 11249 1.1449214 down 13.65634 13.85159 0.018034 0.08211 -0.195248 0.985904
1606743_at 414.9217 436.2694 571.2004 450.3061 16 8.696695 8.769075 9.157853 8.814762 0.2852065 1.445473 0.34088594 13889 1.192031 down 8.732885 8.986307 0.05118 0.242602 -0.253422 0.971799
1606744_aVvi.14505 Transcr ibed locus 3.130247 3.146449 3.043384 3.057999 16 1.646277 1.653725 1.605676 1.612588 0.0151042 8.044298 0.03904083 6422 1.0287329 up 1.650001 1.609132 0.005267 0.004887 0.0408684 1.025398
1606745_aVvi.3116 Transcr ibed locus, weakly similar to NP_200764.1 sensitivity to red light reduced protein (SR 156.9835 150.6434 164.0684 170.6962 16 7.294469 7.234994 7.358154 7.415287 0.0977902 2.958324 0.13920191 11662 1.0882343 down 7.264731 7.386721 0.042056 0.040399 -0.1219893 0.983485
1606746_aVvi.4600 Transcr ibed locus, weakly similar to XP_507202.1 PREDICTED P0488B06.44 gene product [ 591.6163 606.2631 238.7054 257.851 16 9.208518 9.2438 7.899087 8.010394 0.0021019 21.77744 0.02580234 1349 2.413988 up 9.226159 7.954741 0.024948 0.078706 1.2714185 1.159832
1606747_at 1921.908 1943.565 2898.543 2975.717 16 10.90832 10.92449 11.50111 11.53902 0.0011632 29.29481 0.02313663 833 1.5195674 down 10.91641 11.52007 0.011432 0.026806 -0.60366 0.947599
1606748_aVvi.4292 Transcr ibed locus 3.504407 3.516488 3.389106 3.404824 16 1.80917 1.814135 1.760905 1.76758 0.0076108 11.39707 0.03135112 4024 1.0334084 up 1.811653 1.764242 0.003511 0.00472 0.0474105 1.026873
1606749_sVvi.12827 Transcr ibed locus, moderately similar to NP_200240.1 cytochrome c biogenesis protein famil 60.81573 42.84869 16.42297 23.70062 16 5.926373 5.421179 4.037643 4.566853 0.0643495 3.749234 0.10011529 10670 2.587445 up 5.673776 4.302248 0.357226 0.374208 1.371528 1.318793
1606750_at 43.1769 57.55246 64.30882 70.20927 16 5.432188 5.846806 6.006945 6.13359 0.185246 1.987277 0.23588382 13037 1.3479532 down 5.639497 6.070267 0.293179 0.089552 -0.43077 0.929036
1606751_aVvi.10637 Transcr ibed locus 75.02314 56.34857 80.17923 105.2636 16 6.229264 5.816307 6.325157 6.717863 0.2221678 1.75031 0.27521482 13401 1.4129637 down 6.022785 6.52151 0.292005 0.277685 -0.4987246 0.923526
1606752_aVvi.14956 Transcr ibed locus 4.020473 4.046005 3.901516 3.909115 16 2.007365 2.016498 1.964035 1.966842 0.0103933 9.732349 0.03441097 5013 1.0327514 up 2.011931 1.965438 0.006458 0.001985 0.046493 1.023655
1606753_aVvi.10090 Transcr ibed locus, moderately similar to NP_192425.1 4-coumarate--CoA ligase, putative / 4 1709.2 1701.516 487.578 427.353 16 10.73911 10.73261 8.929489 8.739285 0.0024951 19.98226 0.02656229 1558 3.735932 up 10.73586 8.834387 0.004596 0.134495 1.901468 1.215235
1606754_aVvi.9869 Transcr ibed locus, moderately similar to NP_196443.1 serine carboxypeptidase S10 family pr 35.62354 24.92696 117.3114 109.8432 16 5.154759 4.639635 6.8742 6.779302 0.0179284 7.367633 0.04256355 6992 3.8093753 down 4.897197 6.826751 0.364248 0.067103 -1.929554 0.717354
1606755_aVvi.8443 Transcr ibed locus, weakly similar to NP_915271.1 P0031D02.11 [Oryza sativa (japonica cultiv 5.339478 5.395098 5.074611 5.174663 16 2.416699 2.431649 2.343297 2.371465 0.0525364 4.189022 0.08575457 10170 1.0473857 up 2.424174 2.357381 0.010572 0.019918 0.0667928 1.028333
1606756_aVvi.7148 Transcr ibed locus, strongly similar to NP_919052.1 reversibly glycosylated polypeptide [Oryz 362.6228 367.7404 633.9925 660.2222 16 8.502326 8.522544 9.308322 9.366808 0.0014032 26.66788 0.02399106 970 1.7716941 down 8.512435 9.337564 0.014296 0.041356 -0.825129 0.911633
1606757_aVvi.9156 Transcr ibed locus 449.7596 843.6072 521.1861 383.3678 16 8.81301 9.720428 9.025655 8.582585 0.4562762 0.916209 0.5096614 14862 1.3780218 up 9.266719 8.80412 0.641641 0.313297 0.462599 1.052543
1606758_at 301.2914 283.4167 156.8083 170.838 16 8.235016 8.146781 7.292858 7.416485 0.0081468 11.01134 0.03164294 4268 1.7853754 up 8.190899 7.354672 0.062391 0.087417 0.8362275 1.1137
1606759_aVvi.15010 Transcr ibed locus 4.20675 4.226914 4.062344 4.052463 16 2.072706 2.079605 2.022312 2.018799 0.0048121 14.36356 0.02932456 2716 1.0392909 up 2.076155 2.020556 0.004878 0.002484 0.0555995 1.027517
1606760_aVvi.15625 Transcr ibed locus 3.509711 3.527395 3.412497 3.429082 16 1.811352 1.818603 1.770828 1.777822 0.0150086 8.070467 0.03892679 6399 1.0285789 up 1.814978 1.774325 0.005127 0.004946 0.0406525 1.022912
1606761_sVvi.4589 Transcr ibed locus, weakly similar to NP_567473.1 integral membrane family protein [Arabidop 11.46621 10.84517 23.30537 19.60389 16 3.519317 3.438981 4.542591 4.293068 0.0189443 7.161772 0.0438225 7176 1.9167739 down 3.479149 4.41783 0.056806 0.176439 -0.9386802 0.787525
1606762_aVvi.408 Transcr ibed locus, weakly similar to NP_191906.1 serine carboxypeptidase, putative [Arabidop  143.3498 149.5766 1099.703 979.408 16 7.163396 7.224741 10.1029 9.935766 9.91E-04 31.73849 0.02255868 727 7.0874367 down 7.194068 10.01933 0.043377 0.11818 -2.825264 0.718019
1606763_aVvi.7783 Transcr ibed locus, moderately similar to NP_174563.2 glycosyl hydrolase family 17 protein [A 5.031924 4.924001 5.692053 4.943312 16 2.33111 2.299831 2.508949 2.305478 0.4668112 0.891308 0.51940215 14920 1.0656567 down 2.315471 2.407213 0.022117 0.143876 -0.0917427 0.961888
1606764_aVvi.7812 Transcr ibed locus, strongly similar to XP_476016.1 putative hypersensitive-induced response 5945.685 5830.498 5378.01 4956.888 16 12.53763 12.5094 12.39286 12.27522 0.0885798 3.132479 0.1285829 11436 1.1403509 up 12.52352 12.33404 0.019957 0.083182 0.189478 1.015362
1606765_aVvi.13280 Transcr ibed locus, moderately similar to XP_479082.1 putative 6-phosphogluconolactonase [O172.7591 130.5929 52.63318 58.93692 16 7.432618 7.028932 5.717901 5.881099 0.0223646 6.574131 0.04783396 7761 2.6968493 up 7.230775 5.7995 0.285449 0.115399 1.431275 1.246793
1606766_aVvi.6710 Transcr ibed locus, weakly similar to NP_909937.1 histone-like protein [Oryza sativa (japonica 222.2773 225.7949 296.6259 400.0148 16 7.796217 7.818869 8.212501 8.643909 0.102781 2.873414 0.145116 11757 1.5375813 down 7.807543 8.428206 0.016017 0.305052 -0.6206625 0.926359
1606767_aVvi.7831 Transcr ibed locus 50.81525 57.406 12.051 10.89858 16 5.66719 5.84313 3.591081 3.446068 0.0025879 19.61922 0.02666464 1609 4.7128024 up 5.755159 3.518574 0.124408 0.10254 2.2365852 1.635651
1606768_aVvi.936 Transcr ibed locus, weakly similar to NP_194952.2 protein kinase family protein [Arabidopsis t 532.6525 487.6808 281.2202 317.0503 16 9.057051 8.929793 8.135556 8.308568 0.0188356 7.18302 0.04368044 7158 1.7068774 up 8.993422 8.222062 0.089985 0.122338 0.77136 1.093816
1606769_aVvi.7955 Transcr ibed locus, strongly similar to NP_564182.1 expressed protein [Arabidopsis thaliana] 5.453678 5.367931 5.154178 5.168303 16 2.447229 2.424366 2.365742 2.369691 0.0278285 5.868682 0.05449704 8475 1.0483215 up 2.435798 2.367717 0.016167 0.002792 0.0680811 1.028754
1606770_s_at 24.66534 57.51781 208.092 261.906 16 4.624413 5.845937 7.701078 8.032906 0.0532528 4.158371 0.08660878 10207 6.1980586 down 5.235175 7.866992 0.863748 0.234638 -2.6318165 0.665461
1606771_aVvi.12384 Transcr ibed locus, strongly similar to XP_473293.1 OSJNBb0039L24.10 [Oryza sativa (japon 473.3422 514.1666 716.5258 718.5634 16 8.88674 9.006092 9.484875 9.488972 0.0119853 9.052008 0.03585323 5548 1.4544839 down 8.946416 9.486923 0.084395 0.002897 -0.540507 0.943026
1606772_aVvi.14327 Transcr ibed locus 163.7792 211.9258 308.5327 329.5081 16 7.355608 7.727416 8.26928 8.36417 0.0561455 4.040458 0.09020884 10332 1.711443 down 7.541512 8.316725 0.262908 0.067098 -0.7752135 0.906789
1606773_aVvi.2111 Transcr ibed locus, moderately similar to NP_190998.1 synaptobrevin family protein [Arabidop 809.6078 834.479 601.5521 615.4619 16 9.661079 9.704732 9.232546 9.265526 0.0039517 15.86061 0.02848929 2299 1.3508518 up 9.682905 9.249036 0.030867 0.02332 0.433869 1.04691
1606774_aVvi.11462 Transcr ibed locus, moderately similar to NP_196474.1 pyruvate kinase, putative [Arabidopsis 388.6787 333.9424 459.9396 515.346 16 8.602434 8.383455 8.845301 9.009398 0.0865204 3.174992 0.1261338 11387 1.3513528 down 8.492945 8.927349 0.154841 0.116034 -0.434404 0.95134
1606775_aVvi.14811 Transcr ibed locus 4.235237 4.253931 4.069665 4.083067 16 2.082443 2.088797 2.02491 2.029653 0.0045864 14.71521 0.02926091 2594 1.0412656 up 2.08562 2.027282 0.004493 0.003354 0.0583382 1.028777
1606776_aVvi.8404 Transcr ibed locus, weakly similar to NP_197844.1 F-box family protein / SKP1 interacting par 11.80037 10.68484 10.42486 11.07054 16 3.56076 3.417493 3.381956 3.468653 0.5255372 0.762252 0.57502437 15172 1.0452313 up 3.489127 3.425304 0.101305 0.061304 0.0638223 1.018633
1606777_s_at 19.47953 20.0124 57.80289 55.03851 16 4.283887 4.322823 5.85307 5.78237 7.09E-04 37.52494 0.02180507 539 2.85673 down 4.303355 5.81772 0.027532 0.049993 -1.5143648 0.739698
1606778_aVvi.9422 Transcr ibed locus, moderately similar to NP_191233.1 ubiquitin-associated (UBA)/TS-N dom 4577.146 4768.183 4812.515 4910.158 16 12.16023 12.21922 12.23258 12.26155 0.2231478 1.744743 0.27626398 13409 1.0405432 down 12.18973 12.24707 0.041713 0.020491 -0.057337 0.995318
1606779_aVvi.1030 Transcr ibed locus, weakly similar to XP_368847.1 hypothetical protein MG00397.4 [Magnapo 4.129992 4.13022 3.994227 3.962823 16 2.046139 2.046218 1.997916 1.986528 0.0109541 9.475901 0.03495294 5202 1.0381078 up 2.046179 1.992222 5.63E-05 0.008052 0.0539563 1.027083
1606780_aVvi.9864 Transcr ibed locus, moderately similar to XP_469653.1 putative glycine hydroxymethyltransfera 923.9514 997.958 1504.851 1464.838 16 9.851673 9.962835 10.55541 10.51653 0.0086577 10.67736 0.03227166 4452 1.5461826 down 9.907254 10.53597 0.078604 0.027492 -0.628711 0.940327
1606781_aVvi.616 Transcr ibed locus, weakly similar to NP_199373.1 YEATS family protein [Arabidopsis thaliana 46.48543 56.72011 420.7851 393.6008 16 5.538707 5.825789 8.71694 8.620589 0.0025604 19.72476 0.0266497 1589 7.9255795 down 5.682248 8.668764 0.202997 0.06813 -2.9865164 0.655485
1606782_x_at 5.024379 5.044841 5.007931 4.894788 16 2.328945 2.334809 2.324215 2.291246 0.2859984 1.442204 0.34164238 13897 1.016878 up 2.331877 2.307731 0.004146 0.023312 0.0241465 1.010463
1606783_aVvi.11084 Transcr ibed locus 2100.353 2044.945 2694.809 2680.077 16 11.03642 10.99785 11.39597 11.38806 0.0027462 19.04308 0.02700983 1687 1.2967333 down 11.01713 11.39201 0.027273 0.005592 -0.374882 0.967093
1606784_aVvi.1666 Transcr ibed locus, weakly similar to NP_566080.1 expressed protein [Arabidopsis thaliana] 172.2131 158.5398 111.9267 69.72531 16 7.428051 7.308702 6.806411 6.123611 0.1210382 2.606543 0.16599005 12105 1.8704244 up 7.368376 6.465011 0.084393 0.482812 0.9033657 1.139732
1606785_aVvi.10468 Transcr ibed locus 7.340882 7.144442 6.674711 6.664647 16 2.875953 2.836821 2.738705 2.736528 0.0261593 6.060858 0.052522 8267 1.085809 up 2.856387 2.737617 0.027671 0.001539 0.1187704 1.043385
1606786_aVvi.15666 Transcr ibed locus 4.783679 4.820837 4.619476 4.634061 16 2.258121 2.269284 2.207729 2.212277 0.0123635 8.909901 0.03631615 5651 1.0379225 up 2.263702 2.210003 0.007893 0.003216 0.0536989 1.024298
1606787_aVvi.10724 Transcr ibed locus 31.96895 34.49307 33.38947 32.1135 16 4.9986 5.108234 5.061321 5.005108 0.7741022 0.327945 0.80262583 16011 1.0141019 up 5.053417 5.033215 0.077524 0.039749 0.0202024 1.004014
1606788_sVvi.13945 GO:0016709-cis-epoxycarotenoid dioxygenase 1 (NCED1) 76.21269 86.71554 5.876184 6.424065 16 6.251959 6.438219 2.554879 2.683487 9.21E-04 32.92229 0.02245858 679 13.231511 up 6.345089 2.619183 0.131705 0.090939 3.725906 2.422545
1606789_aVvi.1223 Transcr ibed locus, strongly similar to NP_177693.1 vacuolar ATP synthase 16 kDa proteolipi 2907.468 3130.296 3111.243 3155.286 16 11.50555 11.61208 11.60328 11.62356 0.4199843 1.006949 0.47538283 14665 1.0385716 down 11.55882 11.61342 0.075332 0.014339 -0.054601 0.995298
1606790_aVvi.2646 Transcr ibed locus, moderately similar to NP_568119.1 rhodanese-like domain-containing pro 2429.251 2339.484 2294.55 2252.498 16 11.2463 11.19198 11.164 11.13731 0.151969 2.263053 0.20017365 12603 1.0486131 up 11.21914 11.15065 0.038411 0.01887 0.068482 1.006142
1606791_aVvi.11895 Transcr ibed locus, moderately similar to NP_195533.1 guanine nucleotide exchange family pr 24.90802 24.9868 37.76067 23.8125 16 4.638538 4.643094 5.238812 4.573647 0.5085586 0.798019 0.55907094 15101 1.2019807 down 4.640816 4.90623 0.003221 0.470343 -0.265414 0.945903
1606792_aVvi.3640 Transcr ibed locus 3.912751 4.092739 3.719697 3.652684 16 1.968183 2.033067 1.895185 1.868957 0.0771685 3.388027 0.11539825 11101 1.0856463 up 2.000625 1.882071 0.045879 0.018546 0.1185541 1.062991
1606793_aVvi.15762 Transcr ibed locus 9930.79 10907.15 7834.767 8107.464 16 13.27769 13.41299 12.93568 12.98504 0.0332502 5.346351 0.06147898 8978 1.3058444 up 13.34534 12.96036 0.095667 0.034904 0.384983 1.029705
1606794_aVvi.892 Transcr ibed locus, moderately similar to XP_469149.1 putative antifungal zeamatin-like protei 5088.015 5529.604 4232.311 4226.867 16 12.31289 12.43296 12.04723 12.04537 0.0321723 5.439743 0.06012265 8882 1.2540745 up 12.37292 12.0463 0.084905 0.001312 0.326623 1.027114
1606795_aVvi.8041 Transcr ibed locus, strongly similar to NP_564192.2 glutamate:glyoxylate aminotransferase 1 1974.455 1779.378 1140.221 1076.037 16 10.94724 10.79716 10.1551 10.07151 0.0125695 8.835216 0.03654611 5709 1.6921928 up 10.8722 10.1133 0.106124 0.059105 0.758894 1.075039
1606796_aVvi.12500 Transcr ibed locus 5.094939 5.183857 4.897728 4.961016 16 2.349065 2.374026 2.292113 2.310636 0.0607016 3.871652 0.095659 10534 1.0425895 up 2.361545 2.301374 0.01765 0.013098 0.0601713 1.026146
1606797_aVvi.1509 Transcr ibed locus, strongly similar to NP_190989.1 ribosomal protein L17 family protein [Ara  906.0119 901.3262 589.5605 622.416 16 9.823386 9.815906 9.203496 9.281735 0.0046061 14.6834 0.02926091 2603 1.4917753 up 9.819646 9.242616 0.00529 0.055324 0.57703 1.062431
1606798_aVvi.121 GO:000654Cytosolic glutamine synthetase (clone pGS1;2) 110.8912 100.4408 102.8285 105.7391 16 6.793002 6.650201 6.684097 6.724365 0.8366564 0.234148 0.8586739 16175 1.0121129 up 6.721602 6.704231 0.100975 0.028474 0.0173702 1.002591
1606799_sVvi.7946 Transcr ibed locus, strongly similar to NP_921996.1 cytoplasmic malate dehydrogenase [Oryz 10718.33 11313.57 11879.11 11404.16 16 13.38779 13.46577 13.53614 13.47727 0.2434468 1.636145 0.2974904 13585 1.0569642 down 13.42678 13.50671 0.055136 0.041626 -0.079926 0.994082
1606800_aVvi.10111 Transcr ibed locus 448.1549 403.2477 367.0424 338.0636 16 8.807854 8.655522 8.519803 8.401151 0.1067996 2.809188 0.14990883 11826 1.2068201 up 8.731688 8.460477 0.107715 0.0839 0.271211 1.032056
1606801_aVvi.9188 Transcr ibed locus 2867.094 2677.46 3729.386 3696.58 16 11.48537 11.38665 11.86472 11.85198 0.0136055 8.485456 0.03753936 6015 1.3400971 down 11.43601 11.85835 0.069809 0.009013 -0.422338 0.964385
1606802_aVvi.6595 Transcr ibed locus, weakly similar to NP_566321.1 heterogeneous nuclear ribonucleoprotein,     392.1983 456.4118 230.1766 193.5637 16 8.615439 8.834192 7.846597 7.596665 0.0263275 6.04068 0.05274559 8285 2.0044193 up 8.724815 7.721631 0.154682 0.176729 1.003184 1.129919
1606803_aVvi.6570 Transcr ibed locus, weakly similar to NP_564685.1 SC35-like splicing factor, 33 kD (SCL33) [ 1674.281 1616.427 1872.058 1875.982 16 10.70933 10.65859 10.87041 10.87343 0.0177919 7.396611 0.04237984 6968 1.1391523 down 10.68396 10.87192 0.035874 0.002136 -0.187961 0.982711
1606804_aVvi.8604 Transcr ibed locus, moderately similar to NP_566544.1 phosphotransfer family protein [Arabid 4.761276 4.800459 4.562207 4.549198 16 2.251348 2.263172 2.189732 2.185612 0.007997 11.11524 0.03158401 4197 1.0494171 up 2.25726 2.187672 0.008361 0.002913 0.0695882 1.031809
1606805_aVvi.14790 Transcr ibed locus 5.368608 5.413332 5.15256 5.090117 16 2.424548 2.436517 2.365289 2.347699 0.0200274 6.959638 0.04503529 7382 1.0526593 up 2.430533 2.356494 0.008463 0.012439 0.0740385 1.031419
1606806_sVvi.5530 Transcr ibed locus, weakly similar to NP_175737.1 thioredoxin family protein [Arabidopsis thal 5.99037 6.017169 5.799389 5.836361 16 2.582645 2.589085 2.535901 2.545069 0.0148986 8.100864 0.03885992 6360 1.031955 up 2.585865 2.540485 0.004554 0.006483 0.04538 1.017863
1606807_aVvi.6789 Transcr ibed locus, weakly similar to NP_196732.2 epsin N-terminal homology (ENTH) doma      1764.894 1677.108 2016.029 2062.361 16 10.78537 10.71176 10.9773 11.01008 0.025965 6.084399 0.05233356 8236 1.1851977 down 10.74856 10.99369 0.052048 0.023179 -0.2451275 0.977703
1606808_aVvi.14386 Transcr ibed locus 3.859544 3.855249 3.719108 3.739824 16 1.948431 1.946824 1.894957 1.90297 0.0069782 11.90819 0.03084456 3755 1.0343066 up 1.947627 1.898963 0.001136 0.005667 0.048664 1.025627
1606809_aVvi.320 Transcr ibed locus, moderately similar to NP_568928.1 CAAX amino terminal protease family 179.8685 174.286 261.3644 273.1016 16 7.490799 7.445313 8.029919 8.093294 0.0042906 15.21735 0.02904219 2451 1.508956 down 7.468056 8.061606 0.032164 0.044813 -0.5935503 0.926373
1606810_aVvi.15217 Transcr ibed locus 34.77684 53.73595 55.58338 59.77229 16 5.120055 5.747816 5.796582 5.901405 0.3220401 1.304287 0.37795204 14145 1.3333524 down 5.433935 5.848993 0.443894 0.074121 -0.4150583 0.929038
1606811_aVvi.3313 Transcr ibed locus, moderately similar to NP_568486.1 shaggy-related protein kinase alpha / A1729.002 1647.181 1878.597 1790.114 16 10.75572 10.68578 10.87544 10.80584 0.1357198 2.429922 0.18222567 12364 1.0866472 down 10.72075 10.84064 0.049455 0.049217 -0.119883 0.988941
1606812_aVvi.8577 Transcr ibed locus 20.87852 25.17655 33.29399 19.24312 16 4.383947 4.654009 5.05719 4.266271 0.7651961 0.341613 0.7949306 15980 1.1040095 down 4.518978 4.661731 0.190962 0.559264 -0.142753 0.969378
1606813_sVvi.13077 Transcr ibed locus, strongly similar to XP_467097.1 putative GTP-binding protein YPTM2 [Or 6006.64 5708.95 5192.061 5367.561 16 12.55234 12.47901 12.34209 12.39005 0.0760981 3.414779 0.11421935 11060 1.1092656 up 12.51568 12.36607 0.051853 0.033912 0.1496045 1.012098
1606814_aVvi.10510 Transcr ibed locus, moderately similar to NP_196158.1 laccase, putative / diphenol oxidase, pu 5.022673 5.045904 7.410447 4.997852 16 2.328455 2.335113 2.889561 2.321308 0.4371313 0.963063 0.49178383 14756 1.2088627 down 2.331784 2.605434 0.004708 0.401815 -0.2736504 0.894969
1606815_at 8.444901 8.540519 7.970816 7.912436 16 3.07808 3.094324 2.994727 2.984122 0.0098961 9.977581 0.03382366 4856 1.0693821 up 3.086202 2.989425 0.011486 0.007499 0.0967774 1.032373
1606816_aVvi.11515 Transcr ibed locus 7.648806 7.687958 7.501313 7.685653 16 2.935235 2.942601 2.907143 2.942168 0.5090494 0.796969 0.5594149 15106 1.0099348 up 2.938918 2.924655 0.005209 0.024766 0.0142622 1.004877
1606817_at 4.709494 4.733637 4.53739 4.559291 16 2.235572 2.242949 2.181863 2.18881 0.0087129 10.64305 0.03235135 4469 1.038085 up 2.239261 2.185336 0.005216 0.004912 0.0539247 1.024676
1606818_aVvi.4859 Transcr ibed locus, weakly similar to NP_175700.1 lanthionine synthetase C-like family protein 3.16046 3.173943 3.062698 3.083712 16 1.660135 1.666276 1.614803 1.624668 0.0174003 7.481629 0.04192128 6889 1.0305897 up 1.663205 1.619735 0.004343 0.006976 0.0434702 1.026838
1606819_sVvi.7309 Transcr ibed locus, moderately similar to NP_201223.1 expressed protein [Arabidopsis thalian 1418.618 1387.535 1218.94 1327.141 16 10.47027 10.43831 10.25141 10.37411 0.1552263 2.23255 0.20365624 12653 1.103075 up 10.45429 10.31276 0.0226 0.086758 0.141531 1.013724
1606820_aVvi.2737 Transcr ibed locus 5.927855 5.972305 5.620843 5.652526 16 2.56751 2.578288 2.490787 2.498896 0.0073816 11.57473 0.03115121 3933 1.055596 up 2.572899 2.494841 0.007621 0.005734 0.0780579 1.031288
1606821_at 6.722548 6.788847 6.366872 6.279855 16 2.749008 2.763167 2.670585 2.650731 0.0159344 7.82696 0.04003155 6607 1.0683833 up 2.756087 2.660658 0.010012 0.014038 0.0954293 1.035867
1606822_aVvi.10796 Transcr ibed locus 18.13979 19.53381 70.79792 71.44752 16 4.181086 4.287901 6.145635 6.158812 7.86E-04 35.63725 0.02212453 586 3.7782805 down 4.234494 6.152224 0.07553 0.009317 -1.9177299 0.688287
1606823_aVvi.8677 Transcr ibed locus 44.99806 42.51696 44.37138 58.37495 16 5.491791 5.409967 5.471558 5.867278 0.3924878 1.081633 0.4477484 14552 1.1635544 down 5.450879 5.669417 0.057859 0.279816 -0.2185388 0.961453
1606824_aVvi.1417 Transcr ibed locus, moderately similar to XP_469506.1 unknown protein [Oryza sativa] 7.253993 7.433599 6.858284 6.829349 16 2.858775 2.894061 2.777848 2.771748 0.0296681 5.675722 0.05691576 8653 1.0729778 up 2.876418 2.774798 0.024951 0.004313 0.10162 1.036622
1606825_s_at 14.06952 14.11301 13.59252 14.12727 16 3.814501 3.818954 3.764741 3.820411 0.4782634 0.864894 0.5303674 14970 1.0168811 up 3.816727 3.792576 0.003148 0.039365 0.0241511 1.006368
1606826_aVvi.944 Transcr ibed locus, weakly similar to NP_914881.1 auxin response factor 2 [Oryza sativa (japo 284.8562 286.0461 265.0054 248.1113 16 8.15409 8.160104 8.049878 7.954844 0.0830545 3.249914 0.12204487 11297 1.1132176 up 8.157097 8.002361 0.004252 0.0672 0.154736 1.019336
1606827_aVvi.10411 Transcr ibed locus, strongly similar to NP_173859.1 T-complex protein 1 epsilon subunit, puta        1321.72 1365.134 1908.353 1965.483 16 10.3682 10.41483 10.89811 10.94067 0.0035562 16.72434 0.02809704 2097 1.4418049 down 10.39151 10.91939 0.03297 0.030092 -0.527876 0.951657
1606828_aVvi.15351 Transcr ibed locus 4.284521 4.306378 4.112161 4.121076 16 2.099134 2.106475 2.039897 2.043021 0.0042021 15.37783 0.0288901 2410 1.0434383 up 2.102804 2.041459 0.005191 0.002209 0.0613454 1.03005
1606829_at 5.190522 5.356635 5.031178 5.077116 16 2.37588 2.421327 2.330896 2.344009 0.1226612 2.585576 0.16782776 12133 1.0432974 up 2.398603 2.337453 0.032136 0.009272 0.0611505 1.026161
1606830_at 10.97684 10.55775 9.588314 10.27307 14 3.456391 3.40023 3.261277 3.360795 0.1765328 2.052578 0.22662161 12931 1.0846841 up 3.428311 3.311036 0.039712 0.07037 0.117275 1.035419
1606831_aVvi.2586 Transcr ibed locus, moderately similar to XP_472371.1 OSJNBb0012E08.10 [Oryza sativa (jap 8075.734 8564.734 9668.687 9558.835 16 12.97938 13.06419 13.2391 13.22262 0.040142 4.839605 0.07021182 9490 1.1559476 down 13.02179 13.23086 0.059973 0.011657 -0.209076 0.984198
1606832_aVvi.9984 Transcr ibed locus, moderately similar to NP_179660.2 glycosyl hydrolase family 5 protein / ce    207.574 302.233 702.9342 649.8065 16 7.697482 8.239517 9.457246 9.343866 0.0354093 5.172059 0.06425789 9146 2.6983123 down 7.968499 9.400557 0.383277 0.080171 -1.432058 0.847662
1606833_aVvi.12799 Transcr ibed locus, weakly similar to NP_197996.1 chloride channel protein (CLC-d) [Arabido 45.9023 46.57203 45.1681 44.8643 16 5.520495 5.541392 5.497232 5.487496 0.0788613 3.346793 0.1174009 11151 1.0271016 up 5.530943 5.492364 0.014777 0.006885 0.038579 1.007024
1606834_sVvi.12907 Transcr ibed locus, moderately similar to NP_172184.1 mitochondrial substrate carrier family 8.702662 9.511025 8.369328 8.596505 16 3.121457 3.249601 3.065112 3.10375 0.2699655 1.510695 0.32525164 13779 1.0725894 up 3.185529 3.084431 0.090612 0.027322 0.1010978 1.032777
1606835_aVvi.2168 Transcr ibed locus, weakly similar to XP_479571.1 r40g2 protein [Oryza sativa (japonica cultiv 230.4378 223.4047 296.8673 272.1816 16 7.848234 7.803516 8.213675 8.088426 0.0393649 4.890134 0.0691718 9447 1.252817 down 7.825875 8.151051 0.03162 0.088564 -0.325176 0.960106
1606836_aVvi.7189 Transcr ibed locus, moderately similar to NP_920425.1 putative hydroxyproline-rich glycoprote 2101.752 1939.246 1341.769 1346.244 16 11.03738 10.92128 10.38992 10.39472 0.0096541 10.10374 0.03355114 4771 1.5021257 up 10.97933 10.39232 0.082093 0.003397 0.587005 1.056484
1606837_aVvi.8925 Transcr ibed locus 4.259662 4.314176 4.075849 4.082718 16 2.090739 2.109085 2.027101 2.02953 0.0162953 7.737667 0.04053561 6673 1.050879 up 2.099912 2.028315 0.012972 0.001718 0.0715967 1.035299
1606838_aVvi.3067 Transcr ibed locus, moderately similar to NP_564926.1 thioesterase family protein [Arabidops 426.6028 425.4541 506.949 526.3978 16 8.73675 8.73286 8.985697 9.04001 0.0094522 10.21264 0.03330535 4710 1.2125545 down 8.734804 9.012854 0.002751 0.038405 -0.27805 0.96915
1606839_aVvi.10777 Transcr ibed locus, weakly similar to NP_199801.2 expressed protein [Arabidopsis thaliana] 302.56 275.1466 291.6296 278.805 16 8.241077 8.104056 8.187993 8.123113 0.8432509 0.224451 0.8642293 16198 1.0118634 up 8.172567 8.155553 0.096889 0.045877 0.017014 1.002086
1606840_aVvi.8864 Transcr ibed locus, strongly similar to XP_475553.1 putative isovaleryl-CoA dehydrogenase [O 4.470407 4.344747 4.291807 4.308478 16 2.160406 2.119272 2.101585 2.107178 0.2297118 1.708262 0.28337613 13457 1.0248817 up 2.139839 2.104382 0.029086 0.003955 0.0354574 1.016849
1606841_sVvi.1602 Transcr ibed locus, strongly similar to NP_564011.1 ubiquitin-conjugating enzyme, putative [A 4028.408 3733.984 3296.887 3239.84 16 11.97599 11.8665 11.68689 11.66171 0.0480487 4.395968 0.08005863 9963 1.1866958 up 11.92125 11.6743 0.077424 0.017806 0.2469505 1.021153
1606842_s_at 63.51259 58.77023 98.38325 72.40104 16 5.98897 5.877014 6.620341 6.177939 0.1777823 2.042948 0.22790943 12949 1.3814161 down 5.932992 6.39914 0.079165 0.312825 -0.466148 0.927155
1606843_aVvi.11116 Transcr ibed locus 360.4824 366.6113 543.7183 540.3235 16 8.493785 8.518107 9.086716 9.07768 5.06E-04 44.41797 0.01952104 429 1.4909698 down 8.505946 9.082197 0.017199 0.006389 -0.576251 0.936552
1606844_aVvi.9390 Transcr ibed locus, weakly similar to NP_568901.1 subtilase family protein [Arabidopsis thalia 4.962079 4.981846 4.779494 4.811487 16 2.310945 2.31668 2.256858 2.266483 0.0113476 9.307385 0.03529931 5336 1.0368032 up 2.313813 2.26167 0.004056 0.006806 0.0521421 1.023055
1606845_aVvi.9690 Transcr ibed locus, weakly similar to NP_201231.1 phosphate-responsive protein, putative [Ara 3.99128 4.017279 3.865846 3.923947 16 1.996851 2.006219 1.950784 1.972305 0.0763849 3.407558 0.11456698 11068 1.0281068 up 2.001535 1.961545 0.006624 0.015218 0.0399902 1.020387
1606846_aVvi.7444 Transcr ibed locus, weakly similar to NP_566623.1 oxidoreductase, 2OG-Fe(II) oxygenase fam 22.31202 21.59591 11.53451 9.191754 16 4.479749 4.432686 3.527885 3.20034 0.0221911 6.600655 0.04759298 7740 2.1318493 up 4.456218 3.364112 0.033279 0.231609 1.0921056 1.324634
1606847_aVvi.14428 Transcr ibed locus 4.132079 4.142193 3.969642 3.982147 16 2.046868 2.050395 1.989009 1.993547 0.0025008 19.95924 0.0265803 1561 1.0405552 up 2.048631 1.991278 0.002494 0.003209 0.0573535 1.028802
1606848_at 233.2391 247.0852 504.4936 414.9686 16 7.865666 7.948865 8.978692 8.696858 0.0240375 6.333067 0.0500026 7980 1.9059491 down 7.907266 8.837775 0.058831 0.199286 -0.9305093 0.894712
1606849_aVvi.8557 Transcr ibed locus, weakly similar to NP_189530.1 ankyrin repeat family protein [Arabidopsis t 4.648418 4.564172 4.375511 4.390871 16 2.21674 2.190353 2.129452 2.134507 0.0334727 5.32763 0.0617637 8996 1.0508577 up 2.203547 2.131979 0.018658 0.003575 0.0715673 1.033568
1606850_x_at 5.69621 5.72189 5.467115 5.561653 14 2.510003 2.516492 2.45078 2.475514 0.059384 3.918526 0.09409083 10477 1.035337 up 2.513247 2.463147 0.004588 0.01749 0.0501003 1.02034
1606851_aVvi.2580 Transcr ibed locus, weakly similar to NP_564294.1 interferon-related developmental regulator 1550.277 1443.422 445.8979 440.0113 16 10.59831 10.49528 8.80057 8.781397 8.89E-04 33.50728 0.02230716 661 3.3771605 up 10.54679 8.790983 0.072855 0.013557 1.755811 1.199729
1606852_aVvi.11389 Transcr ibed locus, weakly similar to NP_922209.1 putative hypersensitivity-related (hsr)protei     3.619641 3.637942 3.521002 3.524709 16 1.855847 1.863123 1.815986 1.817504 0.0074758 11.50072 0.03124492 3970 1.0300679 up 1.859485 1.816745 0.005145 0.001073 0.0427395 1.023525
1606853_aVvi.1479 Transcr ibed locus, moderately similar to NP_188748.1 phosphoribosylamidoimidazole-succi n 848.6814 833.5335 1058.64 1029.644 16 9.729079 9.703096 10.048 10.00793 0.0058103 13.06173 0.03002726 3210 1.2413211 down 9.716087 10.02796 0.018373 0.028331 -0.311877 0.968899
1606854_aVvi.9742 Transcr ibed locus 4.399241 4.427894 4.227813 4.232799 16 2.137255 2.146621 2.079912 2.081612 0.0059987 12.85323 0.03011482 3306 1.0433158 up 2.141938 2.080762 0.006623 0.001202 0.0611758 1.029401
1606855_aVvi.12415 Transcr ibed locus 22.4946 23.97232 45.17172 59.59898 16 4.491507 4.583298 5.497348 5.897215 0.0298837 5.654255 0.05721054 8671 2.2343879 down 4.537402 5.697282 0.064906 0.282749 -1.15988 0.796415
1606856_aVvi.3013 Transcr ibed locus, strongly similar to NP_199475.1 clathrin adaptor complexes medium subu 2070.344 1952.959 1967.831 1908.601 16 11.01566 10.93145 10.94239 10.8983 0.3793317 1.119484 0.43503657 14474 1.0375677 up 10.97355 10.92035 0.059544 0.031177 0.053206 1.004872
1606857_aVvi.2705 Transcr ibed locus 4.424672 4.496083 4.274295 4.306028 16 2.145571 2.168669 2.095686 2.106358 0.0477759 4.409456 0.07974814 9945 1.0396497 up 2.15712 2.101022 0.016333 0.007546 0.0560976 1.0267
1606858_aVvi.2874 Transcr ibed locus 3.141912 3.159627 3.061452 3.07423 16 1.651643 1.659754 1.614216 1.620225 0.0167756 7.623291 0.04113258 6770 1.0270295 up 1.655698 1.617221 0.005736 0.004249 0.0384777 1.023792
1606859_aVvi.12351 Transcr ibed locus, weakly similar to NP_195026.1 calcineurin B-like protein 10 (CBL10) [Ara 12.6604 12.901 11.8884 12.12642 16 3.662251 3.689411 3.571482 3.600082 0.0447641 4.566264 0.07609031 9766 1.064406 up 3.675831 3.585782 0.019205 0.020223 0.0900485 1.025113
1606860_aVvi.6236 Transcr ibed locus 4.658482 4.799633 4.430229 4.452132 16 2.21986 2.262924 2.147381 2.154496 0.0535777 4.144664 0.08699241 10224 1.0647044 up 2.241392 2.150939 0.030451 0.005031 0.090453 1.042053
1606861_aVvi.14421 Transcr ibed locus 4.933322 4.933223 4.733109 4.788845 16 2.30256 2.302531 2.242788 2.259678 0.0260325 6.076191 0.05241865 8244 1.036207 up 2.302545 2.251233 2.06E-05 0.011943 0.0513121 1.022793
1606862_aVvi.14320 Transcr ibed locus 4.009529 4.027605 3.863205 3.884476 16 2.003433 2.009922 1.949798 1.95772 0.0092323 10.33527 0.03305301 4634 1.0373615 up 2.006678 1.953759 0.004589 0.005601 0.0529186 1.027086
1606863_at 3.514402 3.531399 3.419389 3.426065 16 1.813279 1.82024 1.773739 1.776553 0.0080396 11.08538 0.03158401 4225 1.0292647 up 1.81676 1.775146 0.004922 0.00199 0.0416141 1.023443
1606864_aVvi.3453 Transcr ibed locus 24.04656 28.02144 24.63379 21.70817 16 4.587759 4.808459 4.622567 4.440166 0.3642653 1.164731 0.42011335 14394 1.1225209 up 4.698109 4.531366 0.156059 0.128977 0.1667424 1.036797
1606865_aVvi.9135 Transcr ibed locus, moderately similar to NP_192999.1 replication control protein, putative [Ar 467.9002 440.3084 589.086 695.8156 16 8.870057 8.782371 9.202334 9.442561 0.0604377 3.880921 0.09535635 10521 1.4105266 down 8.826214 9.322448 0.062004 0.169866 -0.496234 0.94677
1606866_aVvi.14684 Transcr ibed locus 92.93514 83.57416 94.56615 94.99928 16 6.538152 6.384985 6.563252 6.569845 0.3043359 1.369519 0.35976824 14043 1.0754791 down 6.461569 6.566548 0.108305 0.004662 -0.1049793 0.984013
1606867_sVvi.2267 Transcr ibed locus, weakly similar to NP_567335.1 expressed protein [Arabidopsis thaliana] 851.9291 833.7644 768.5035 847.6924 16 9.73459 9.703496 9.585908 9.727397 0.4798192 0.861356 0.53184396 14977 1.0441945 up 9.719043 9.656652 0.021986 0.100048 0.062391 1.006461
1606868_aVvi.10099 Transcr ibed locus, strongly similar to NP_567786.1 expressed protein [Arabidopsis thaliana] 2344.968 2372.486 4485.292 4758.485 16 11.19535 11.21218 12.13099 12.21629 0.0020031 22.30988 0.02553182 1301 1.9586623 down 11.20377 12.17364 0.011902 0.060317 -0.969868 0.92033
1606869_at 7.971365 8.097887 7.363039 7.426964 16 2.994827 3.017546 2.880301 2.892773 0.0115272 9.233304 0.03544051 5398 1.0864706 up 3.006186 2.886537 0.016065 0.008819 0.1196492 1.041451
1606870_at 4.525415 4.548771 4.348115 4.365563 16 2.17805 2.185477 2.12039 2.126168 0.0064091 12.43105 0.03041093 3497 1.0413711 up 2.181763 2.123279 0.005251 0.004085 0.0584844 1.027544
1606871_aVvi.5323 Transcr ibed locus, weakly similar to NP_197093.1 expressed protein [Arabidopsis thaliana] 224.4721 250.5579 458.7809 425.4639 16 7.810392 7.969 8.841661 8.732893 0.0112834 9.334255 0.03518983 5321 1.8629398 down 7.889696 8.787277 0.112152 0.076911 -0.897581 0.897854
1606872_aVvi.12203 Transcr ibed locus, weakly similar to NP_568451.1 expressed protein [Arabidopsis thaliana] 33.25428 34.97369 39.16805 71.23689 16 5.055468 5.128198 5.291606 6.154553 0.2822371 1.457832 0.33798477 13862 1.5489017 down 5.091833 5.723079 0.051428 0.610196 -0.6312457 0.889702
1606873_at 5.769815 5.830037 5.491688 5.563491 16 2.528525 2.543505 2.45725 2.475991 0.0286065 5.784838 0.05549971 8556 1.0492766 up 2.536015 2.46662 0.010592 0.013252 0.069395 1.028134
1606874_at 14.18494 15.85249 13.58948 13.00021 16 3.826288 3.986638 3.764418 3.700463 0.1813313 2.016091 0.23175225 12989 1.1281998 up 3.906463 3.732441 0.113385 0.045223 0.1740226 1.046624
1606875_aVvi.1829 Transcr ibed locus, weakly similar to NP_566066.1 expressed protein [Arabidopsis thaliana] 448.4619 412.5434 184.7323 185.7603 16 8.808842 8.688402 7.529293 7.537298 0.002457 20.1371 0.02638588 1542 2.3219337 up 8.748622 7.533295 0.085164 0.00566 1.215327 1.161327
1606876_aVvi.3248 Transcr ibed locus, weakly similar to XP_467429.1 putative growth regulator [Oryza sativa (jap 489.828 584.965 811.4177 780.8786 16 8.936132 9.192206 9.664301 9.608954 0.0485779 4.370118 0.08070555 9992 1.4870553 down 9.064169 9.636627 0.181072 0.039136 -0.572458 0.940596
1606877_aVvi.15072 Transcr ibed locus 4.841931 4.872491 4.669628 4.672235 16 2.275583 2.28466 2.223308 2.224113 0.0064608 12.38071 0.03047207 3519 1.0398756 up 2.280121 2.22371 0.006418 5.69E-04 0.056411 1.025368
1606878_at 4.618144 4.645073 4.412791 4.427256 15 2.207313 2.215701 2.141691 2.146413 0.005052 14.01583 0.02943507 2843 1.0478666 up 2.211507 2.144052 0.005931 0.003339 0.067455 1.031461
1606879_aVvi.7765 Transcr ibed locus, moderately similar to NP_181486.1 gibberellin-regulated family protein [A 4.09829 4.11194 3.998635 4.013087 16 2.035022 2.039819 1.999507 2.004712 0.0098973 9.976969 0.03382366 4857 1.0247775 up 2.037421 2.00211 0.003392 0.00368 0.0353107 1.017637
1606880_at 4.174334 4.201305 4.057643 4.034164 16 2.061546 2.070838 2.020642 2.01227 0.0154439 7.95326 0.03946433 6496 1.0350755 up 2.066192 2.016456 0.00657 0.00592 0.049736 1.024665
1606881_aVvi.6882 Transcr ibed locus, weakly similar to XP_480181.1 putative mitogen-activated protein kinase 4 1364.073 1534.305 1535.287 1603.364 16 10.41371 10.58337 10.58429 10.64689 0.3247975 1.294521 0.38081124 14159 1.0845165 down 10.49854 10.61559 0.119971 0.04426 -0.117052 0.988974
1606882_aVvi.11621 Transcr ibed locus, weakly similar to NP_568618.1 expressed protein [Arabidopsis thaliana] 515.7546 510.2043 661.5394 738.1372 16 9.010541 8.994931 9.369683 9.527745 0.0302763 5.615761 0.05770266 8710 1.3622375 down 9.002736 9.448714 0.011038 0.111767 -0.445978 0.9528
1606883_aVvi.11413 Transcr ibed locus 662.6318 681.0182 709.9388 738.661 16 9.372064 9.41155 9.471551 9.528769 0.0893376 3.117191 0.12952006 11450 1.0779973 down 9.391807 9.50016 0.027921 0.040459 -0.108353 0.988595
1606884_aVvi.15071 Transcr ibed locus 5.249385 5.220768 4.981491 4.97932 16 2.392149 2.384262 2.316578 2.315949 0.0030099 18.18625 0.02766159 1801 1.0511305 up 2.388205 2.316263 0.005577 4.45E-04 0.0719418 1.031059
1606885_at 100.4269 101.063 103.5817 98.23379 16 6.650002 6.659111 6.694625 6.618147 0.966414 0.047524 0.9713019 16517 1.0012693 down 6.654556 6.656386 0.006441 0.054078 -0.0018301 0.999725
1606886_aVvi.7675 Transcr ibed locus, weakly similar to NP_196022.1 calmodulin-binding protein-related (PICBP 389.0851 371.4307 356.0568 313.6378 16 8.603942 8.536949 8.475964 8.292955 0.1965189 1.908678 0.24793726 13158 1.1375946 up 8.570446 8.38446 0.047371 0.129406 0.1859865 1.022182
1606887_at 4.792004 4.818393 4.642676 4.61106 16 2.260629 2.268552 2.214957 2.205098 0.0131677 8.62824 0.03711397 5889 1.0385445 up 2.264591 2.210028 0.005602 0.006971 0.054563 1.024689
1606888_aVvi.3908 Transcr ibed locus 6.863255 7.022204 6.53426 6.554751 16 2.778893 2.811924 2.708024 2.712541 0.0362712 5.106791 0.06529792 9220 1.0607805 up 2.795409 2.710282 0.023356 0.003194 0.0851262 1.031409
1606889_aVvi.2876 Transcr ibed locus 3.835999 3.851902 3.671156 3.709803 16 1.939602 1.945571 1.876234 1.891342 0.0185524 7.239205 0.04332632 7108 1.0415976 up 1.942586 1.883788 0.00422 0.010683 0.0587981 1.031213
1606890_at 70.71722 74.43446 80.34455 87.79667 16 6.14399 6.217898 6.328128 6.456095 0.10373 2.85793 0.14620411 11777 1.1576248 down 6.180944 6.392112 0.052261 0.090486 -0.211168 0.966964
1606891_aVvi.14923 Transcr ibed locus 3.53408 3.551327 3.45188 3.441999 16 1.821335 1.828358 1.787382 1.783247 0.0104609 9.70035 0.03450609 5029 1.0277804 up 1.824846 1.785314 0.004966 0.002924 0.0395321 1.022143
1606892_aVvi.12141 Transcr ibed locus 5.083403 5.10297 4.940826 4.989101 16 2.345795 2.351337 2.304752 2.31878 0.0395247 4.879624 0.06935721 9460 1.0258359 up 2.348566 2.311766 0.003919 0.009919 0.0367999 1.015919
1606893_aVvi.9834 Transcr ibed locus, weakly similar to NP_192809.1 transcr iptional regulator-related [Arabidop 10.33543 9.733955 10.08463 10.14183 16 3.369526 3.283026 3.334086 3.342247 0.8099831 0.273711 0.8350829 16102 1.0082759 down 3.326276 3.338166 0.061165 0.00577 -0.0118904 0.996438
1606894_aVvi.10775 Transcr ibed locus 56.62876 49.50794 73.48348 82.42305 16 5.823463 5.629588 6.199348 6.364976 0.0488271 4.358089 0.08098986 10008 1.4698163 down 5.726526 6.282162 0.137091 0.117117 -0.5556357 0.911553
1606895_aVvi.11392 Transcr ibed locus, moderately similar to NP_180618.2 BTB/POZ domain-containing protein [ 57.25538 45.40691 17.50393 16.18471 16 5.839339 5.50484 4.129607 4.01656 0.0119714 9.057323 0.03583663 5545 3.0293455 up 5.67209 4.073083 0.236527 0.079937 1.5990062 1.392579
1606896_aVvi.7239 Transcr ibed locus, moderately similar to NP_567619.1 expressed protein [Arabidopsis thalian 7581.755 7198.113 7150.735 7245.547 16 12.88832 12.8134 12.80388 12.82288 0.4343747 0.969991 0.48914662 14742 1.0263219 up 12.85086 12.81338 0.052971 0.013437 0.037484 1.002925
1606897_x_at 54.15901 75.19752 78.11231 80.92207 8 5.75913 6.232614 6.287478 6.338461 0.3144437 1.331727 0.37030464 14096 1.2458222 down 5.995872 6.31297 0.334804 0.036051 -0.3170982 0.94977
1606898_aVvi.1226 Transcr ibed locus, moderately similar to NP_200161.2 thylakoid lumenal 17.4 kDa protein, chl 10.44963 11.58606 6.681016 7.655431 16 3.38538 3.534318 2.740068 2.936484 0.0371409 5.043212 0.06637378 9289 1.5385523 up 3.459849 2.838275 0.105315 0.138887 0.6215735 1.218997
1606899_aVvi.14947 Transcr ibed locus 4.184234 4.204251 4.067372 4.087471 16 2.064964 2.071849 2.024097 2.031208 0.0144301 8.234279 0.03839848 6238 1.028651 up 2.068406 2.027653 0.004869 0.005029 0.0407535 1.020099
1606900_aVvi.6913 Transcr ibed locus, moderately similar to NP_568299.1 30S ribosomal protein S13, chloroplas 428.1385 464.8558 442.5889 470.6589 16 8.741934 8.86064 8.789824 8.878538 0.7005004 0.443935 0.73587114 15803 1.0230623 down 8.801287 8.834181 0.083938 0.062731 -0.032894 0.996277
1606901_aVvi.6954 Transcr ibed locus, weakly similar to NP_565739.1 expressed protein [Arabidopsis thaliana] 1288.887 1332.067 555.5618 779.1533 16 10.33191 10.37945 9.117804 9.605763 0.0557895 4.054486 0.08972676 10321 1.9915566 up 10.35568 9.361784 0.033616 0.34504 0.993896 1.106165
1606902_aVvi.3209 Transcr ibed locus, moderately similar to NP_197013.1 porin, putative / voltage-dependent ani     5710.724 5989.428 5370.336 6072.995 16 12.47946 12.5482 12.3908 12.56819 0.7526999 0.360947 0.78386176 15941 1.0240854 up 12.51383 12.47949 0.04861 0.125438 0.034336 1.002751
1606903_s_at 210.6099 289.7087 249.4666 260.8305 16 7.718429 8.178459 7.962702 8.026969 0.8601441 0.199749 0.8794797 16236 1.0326787 down 7.948444 7.994836 0.32529 0.045443 -0.0463916 0.994197
1606904_aVvi.6910 Transcr ibed locus, moderately similar to NP_193915.1 methionine sulfoxide reductase domain 835.1893 843.1996 850.447 789.3343 16 9.705959 9.71973 9.732078 9.624493 0.5891699 0.637265 0.63314116 15448 1.0242438 up 9.712845 9.678286 0.009738 0.076074 0.034559 1.003571
1606905_x_at 6.237591 6.356976 5.962303 5.994551 16 2.640989 2.668341 2.57587 2.583652 0.0341955 5.268045 0.0626685 9058 1.0532913 up 2.654665 2.579761 0.019341 0.005503 0.0749044 1.029035
1606906_aVvi.9185 Transcr ibed locus, weakly similar to NP_181727.1 expressed protein [Arabidopsis thaliana] 537.8525 533.5515 651.6549 560.2332 16 9.071067 9.059484 9.347964 9.129884 0.2527383 1.590279 0.30735135 13651 1.1279075 down 9.065275 9.238924 0.008191 0.154206 -0.173649 0.981205
1606907_aVvi.6011 Transcr ibed locus, weakly similar to NP_914661.1 beta Galactosidase-like protein [Oryza sati   226.5695 251.8276 297.1312 276.7785 16 7.823809 7.976293 8.214956 8.112588 0.1028755 2.871863 0.14518355 11763 1.2005717 down 7.900051 8.163773 0.107822 0.072385 -0.263722 0.967696
1606908_aVvi.15895 Transcr ibed locus 5.2615 5.330349 5.093347 5.028893 16 2.395474 2.41423 2.348614 2.330241 0.0379831 4.983692 0.06742171 9352 1.0463928 up 2.404852 2.339428 0.013262 0.012992 0.0654245 1.027966
1606909_aVvi.14230 Transcr ibed locus 7.552402 11.7338 82.63612 82.79298 16 2.916935 3.552599 6.368701 6.371437 0.0101207 9.864574 0.03399048 4941 8.786579 down 3.234767 6.370069 0.449482 0.001935 -3.1353016 0.507807
1606910_aVvi.9153 Transcr ibed locus, weakly similar to NP_174558.1 expressed protein [Arabidopsis thaliana] 132.3747 133.0103 119.7769 131.7196 16 7.048483 7.055394 6.904206 7.041326 0.367995 1.153331 0.42376733 14416 1.0564123 up 7.051939 6.972766 0.004887 0.096959 0.079173 1.011355
1606911_aVvi.13446 Transcr ibed locus, weakly similar to NP_568034.1 expressed protein [Arabidopsis thaliana] 5.940482 5.972123 5.785 5.803947 16 2.57058 2.578244 2.532317 2.537035 0.0125816 8.830891 0.03656203 5712 1.0279258 up 2.574412 2.534676 0.005419 0.003336 0.0397363 1.015677
1606912_aVvi.549 Transcr ibed locus, moderately similar to NP_197483.1 PBS lyase HEAT-like repeat-containin   1164.467 1094.509 1777.663 1811.735 16 10.18545 10.09607 10.79577 10.82316 0.0048509 14.3055 0.02937093 2741 1.5896401 down 10.14076 10.80946 0.063205 0.019368 -0.668701 0.938137
1606913_aVvi.1307 GO:000611Zeaxanthin epoxidase (ZEP) 383.2393 388.8827 105.97 88.74981 16 8.582102 8.603191 6.727511 6.471672 0.0041218 15.52785 0.02877584 2377 3.9807904 up 8.592647 6.599592 0.014913 0.180906 1.9930553 1.301997
1606914_aVvi.9548 Transcr ibed locus, weakly similar to XP_467550.1 zinc-finger protein [Oryza sativa (japonica 4.712351 4.77038 4.522718 4.535722 16 2.236447 2.254104 2.17719 2.181332 0.0183519 7.279754 0.04312871 7063 1.0468206 up 2.245276 2.179261 0.012485 0.002929 0.0660143 1.030292
1606915_aVvi.3264 Transcr ibed locus, weakly similar to NP_180785.1 cholinephosphate cytidylyltransferase, puta 2769.987 2716.72 2383.956 2595.788 16 11.43566 11.40765 11.21914 11.34196 0.1543855 2.240339 0.2027134 12643 1.1027507 up 11.42166 11.28055 0.019808 0.086843 0.141107 1.012509
1606916_at 55.32998 49.34258 54.31325 59.60393 16 5.78999 5.624761 5.763232 5.897336 0.3673959 1.155153 0.4231655 14413 1.088928 down 5.707376 5.830284 0.116834 0.094825 -0.1229085 0.978919
1606917_aVvi.15569 Transcr ibed locus 2.456308 2.468302 2.392633 2.403883 16 1.296492 1.303519 1.258599 1.265366 0.0160641 7.794539 0.04018313 6636 1.0267056 up 1.300005 1.261983 0.004969 0.004785 0.0380225 1.030129
1606918_aVvi.756 Transcr ibed locus, weakly similar to NP_850129.1 FtsH protease, putative [Arabidopsis thalia 95.47579 110.5872 73.97472 78.18665 16 6.577063 6.78904 6.208961 6.28885 0.0618207 3.832983 0.09700824 10579 1.3511112 up 6.683052 6.248905 0.14989 0.056491 0.4341466 1.069476
1606919_aVvi.15315 Transcr ibed locus 3.647659 3.655024 3.534637 3.52969 16 1.866971 1.869881 1.821562 1.819542 0.0013661 27.0283 0.02388501 947 1.0337404 up 1.868426 1.820552 0.002058 0.001429 0.0478739 1.026296
1606920_aVvi.14714 Transcr ibed locus 6.188602 6.226389 5.805613 5.813538 16 2.629613 2.638396 2.537448 2.539416 0.0022097 21.23789 0.02589414 1414 1.0684891 up 2.634005 2.538432 0.00621 0.001392 0.0955722 1.03765
1606921_aVvi.6302 Transcr ibed locus, weakly similar to NP_920266.1 putative reverse transcr iptase [Oryza sativa 3.177983 3.188889 3.088821 3.102104 16 1.668111 1.673054 1.627056 1.633247 0.0094611 10.20775 0.03332064 4713 1.0284208 up 1.670583 1.630152 0.003495 0.004377 0.0404308 1.024802
1606922_aVvi.894 Transcr ibed locus, weakly similar to XP_477400.1 LAs17 Binding protein-like [Oryza sativa (ja  290.1863 246.7209 230.8215 203.2858 16 8.180836 7.946736 7.850634 7.667366 0.1768228 2.050335 0.22689843 12937 1.2352352 up 8.063786 7.759 0.165533 0.12959 0.304786 1.039282
1606923_sVvi.2424 Transcr ibed locus, moderately similar to NP_564841.1 calcium-binding EF hand family protei 1414.506 1299.09 538.7172 480.0559 16 10.46608 10.34329 9.073384 8.907059 0.0052986 13.68319 0.02950386 2976 2.665605 up 10.40468 8.990221 0.086831 0.11761 1.414463 1.157334
1606924_aVvi.2668 Transcr ibed locus, strongly similar to XP_464900.1 ubiquitin-conjugating enzyme OsUBC5b 6160.631 5653.538 5202.615 4760.011 16 12.58886 12.46494 12.34502 12.21675 0.1101155 2.758714 0.15368961 11894 1.1859264 up 12.5269 12.28089 0.087627 0.090701 0.246014 1.020032
1606925_aVvi.15267 Transcr ibed locus 3.418572 3.429905 3.31285 3.335576 16 1.773394 1.778169 1.728073 1.737936 0.0160117 7.807581 0.04011264 6626 1.0300946 up 1.775781 1.733004 0.003376 0.006974 0.042777 1.024684
1606926_aVvi.7259 Transcr ibed locus, moderately similar to XP_469024.1 putative  glutamyl-tRNA(Gln) amidotra 1753.903 1749.278 1431.411 1525.49 16 10.77635 10.77254 10.48322 10.57506 0.0333516 5.337792 0.06161849 8985 1.1853465 up 10.77445 10.52914 0.002693 0.064937 0.2453085 1.023298
1606927_aVvi.9454 Transcr ibed locus, weakly similar to XP_472550.1 OSJNBa0084A10.11 [Oryza sativa (japonic  88.5652 83.09704 97.81658 107.8622 16 6.468668 6.376725 6.612007 6.753045 0.0908824 3.08659 0.13117972 11501 1.1973373 down 6.422697 6.682526 0.065013 0.099729 -0.2598294 0.961118
1606928_aVvi.11132 Transcr ibed locus 188.419 186.2284 248.4536 223.3449 16 7.5578 7.540929 7.956832 7.803129 0.0505716 4.276321 0.0832018 10090 1.2575502 down 7.549365 7.879981 0.01193 0.108685 -0.330616 0.958044
1606929_aVvi.15085 Transcr ibed locus 46.76294 39.34592 37.93511 36.15775 16 5.547294 5.298142 5.245462 5.176233 0.2429514 1.638654 0.297027 13578 1.1581889 up 5.422718 5.210847 0.176177 0.048952 0.2118706 1.04066
1606930_aVvi.1903 Transcr ibed locus, weakly similar to XP_469394.1 oleosin [Oryza sativa (japonica cultivar-gro 3.725493 3.729291 3.629071 3.653018 16 1.897431 1.898901 1.8596 1.869089 0.0195603 7.044776 0.0445521 7288 1.0237203 up 1.898166 1.864345 0.00104 0.00671 0.0338216 1.018141
1606931_aVvi.8397 Transcr ibed locus, weakly similar to NP_176019.1 expressed protein [Arabidopsis thaliana] 7.727325 7.751413 7.406116 7.44707 16 2.949969 2.954459 2.888717 2.896673 0.0058377 13.03077 0.03005582 3222 1.0421184 up 2.952214 2.892695 0.003175 0.005625 0.0595192 1.020576
1606932_aVvi.10599 Transcr ibed locus, moderately similar to NP_565556.1 expressed protein [Arabidopsis thalian 202.6427 190.5688 103.0509 100.2381 16 7.662794 7.574168 6.687214 6.647288 0.0026004 19.57181 0.02668185 1615 1.9335212 up 7.618481 6.667251 0.062668 0.028232 0.9512304 1.142672
1606933_aVvi.1611 Transcr ibed locus, strongly similar to NP_200128.1 expressed protein [Arabidopsis thaliana] 1019.736 869.4078 720.727 719.5203 16 9.993979 9.763889 9.493309 9.490891 0.0782196 3.362272 0.11664435 11132 1.3075219 up 9.878935 9.4921 0.162698 0.001709 0.386835 1.040753
1606934_aVvi.9276 Transcr ibed locus 4.813384 5.110674 6.874293 4.963077 16 2.267052 2.353514 2.781211 2.311235 0.4274989 0.98748 0.48248383 14709 1.1776742 down 2.310283 2.546223 0.061138 0.332324 -0.2359405 0.907337
1606935_aVvi.3967 Transcr ibed locus, moderately similar to NP_178062.1 succi nate-semialdehyde dehydrogena 719.1555 761.5268 788.9274 728.3753 16 9.49016 9.572751 9.623749 9.508538 0.6729676 0.489404 0.7106805 15720 1.0243345 down 9.531456 9.566143 0.058401 0.081466 -0.034687 0.996374
1606936_aVvi.4648 Transcr ibed locus 6.49622 6.534278 6.265832 6.315013 16 2.699601 2.708028 2.647506 2.658786 0.0187638 7.197149 0.04354611 7152 1.0357445 up 2.703814 2.653146 0.005959 0.007976 0.0506682 1.019097
1606937_aVvi.12480 Transcr ibed locus, weakly similar to XP_468607.1 putative reverse transcr iptase [Oryza sativa  4.587619 4.590213 4.402029 4.425813 16 2.197746 2.198561 2.138168 2.145942 0.004819 14.35321 0.02932456 2721 1.0396501 up 2.198154 2.142056 5.77E-04 0.005497 0.056098 1.026189
1606938_aVvi.897 Transcr ibed locus, strongly similar to NP_175683.1 histone H2A, putative [Arabidopsis thalia 1242.176 1198.018 1243.915 1430.88 16 10.27865 10.22643 10.28067 10.48269 0.3413891 1.23779 0.3976398 14252 1.093638 down 10.25254 10.38168 0.036925 0.142846 -0.129136 0.987561
1606939_at 5.615868 5.748789 5.340072 5.338037 16 2.489509 2.523258 2.416859 2.416309 0.033553 5.320912 0.06187074 9002 1.064222 up 2.506383 2.416584 0.023864 3.89E-04 0.0897991 1.03716
1606940_aVvi.15280 Transcr ibed locus 4.157858 4.10643 3.930285 3.945708 16 2.055841 2.037885 1.974634 1.980284 0.0178982 7.374016 0.04253444 6985 1.0492828 up 2.046863 1.977459 0.012697 0.003995 0.0694035 1.035097
1606941_aVvi.7170 Transcr ibed locus, strongly similar to NP_192177.1 tetratricopeptide repeat (TPR)-containin 77.77709 65.99308 238.2158 229.6322 16 6.281273 6.044243 7.896125 7.843182 0.0050234 14.05596 0.02943507 2829 3.2645764 down 6.162758 7.869654 0.167606 0.037437 -1.7068957 0.783104
1606942_aVvi.2426 Transcr ibed locus, weakly similar to NP_051099.1 ribosomal protein L2 [Arabidopsis thaliana 8.691779 8.676276 8.316715 8.570356 16 3.119651 3.117076 3.056014 3.099355 0.201807 1.873858 0.25358763 13211 1.028598 up 3.118364 3.077684 0.001821 0.030647 0.0406792 1.013217
1606943_aVvi.11750 Transcr ibed locus 79.30991 90.67297 72.17511 55.567 16 6.309429 6.502601 6.17343 5.796156 0.1852025 1.987592 0.2358466 13036 1.3390615 up 6.406015 5.984793 0.136593 0.266772 0.4212223 1.070382
1606944_aVvi.8013 Transcr ibed locus, weakly similar to NP_568671.1 syntaxin 22 (SYP22) (VAM3) [Arabidopsis 339.049 380.2822 509.9733 517.1246 16 8.40535 8.570927 8.994278 9.014368 0.0251227 6.18959 0.0513717 8118 1.4301682 down 8.488138 9.004323 0.117081 0.014206 -0.516185 0.942674
1606945_aVvi.12534 Transcr ibed locus, weakly similar to XP_473124.1 OSJNBa0043L24.23 [Oryza sativa (japonic 28.51032 28.34777 55.29122 50.96161 16 4.833412 4.825163 5.788979 5.671339 0.0042567 15.27827 0.02896383 2437 1.8671933 down 4.829288 5.730159 0.005833 0.083184 -0.9008715 0.842784
1606946_aVvi.15128 Transcr ibed locus 3.926881 3.944411 3.792968 3.826407 16 1.973384 1.97981 1.923327 1.935991 0.0221253 6.610798 0.04753782 7726 1.03307 up 1.976597 1.929659 0.004544 0.008954 0.0469379 1.024324
1606947_aVvi.13443 Transcr ibed locus, strongly similar to NP_565396.1 GCIP-interacting family protein [Arabido  530.699 527.5222 431.4116 435.5758 16 9.05175 9.043088 8.752921 8.76678 8.07E-04 35.19121 0.0221369 600 1.220581 up 9.047419 8.759851 0.006125 0.0098 0.2875685 1.032828
1606948_aVvi.5382 Transcr ibed locus, moderately similar to XP_473573.1 OSJNBa0019K04.7 [Oryza sativa (japo 40.14809 43.99395 13.03826 14.32413 16 5.32726 5.459233 3.70468 3.840375 0.0033928 17.12428 0.02783547 2017 3.0752826 up 5.393247 3.772528 0.09332 0.095951 1.620719 1.429611
1606949_at 3.946973 3.962295 3.837007 3.855131 16 1.980747 1.986336 1.939982 1.94678 0.0117946 9.126216 0.03566651 5488 1.0282284 up 1.983542 1.943381 0.003952 0.004807 0.0401608 1.020665
1606950_at 1884.388 1972.796 2419.934 2261.536 16 10.87988 10.94603 11.24075 11.14309 0.0419072 4.730002 0.07240963 9607 1.2133257 down 10.91295 11.19192 0.046772 0.069059 -0.278967 0.975074
1606951_aVvi.10737 Transcr ibed locus, weakly similar to NP_195607.2 zinc finger (B-box type) family protein [Ara 431.1296 423.1877 550.5223 511.2147 16 8.751978 8.725154 9.104657 8.997786 0.0296751 5.675022 0.05692107 8654 1.2419925 down 8.738565 9.051222 0.018967 0.07557 -0.312657 0.965457
1606952_aVvi.5143 Transcr ibed locus, moderately similar to XP_466154.1 putative alkaline/neutral invertase [Oryz    26.48991 28.32924 26.25384 35.03918 16 4.727371 4.82422 4.714457 5.130897 0.5630066 0.687078 0.6090464 15346 1.1071737 down 4.775796 4.922677 0.068482 0.294468 -0.1468815 0.970162
1606953_aVvi.3678 Transcr ibed locus 5.823084 5.812231 5.573111 5.565424 16 2.541784 2.539092 2.478483 2.476492 7.06E-04 37.60604 0.02180507 535 1.0446 up 2.540438 2.477487 0.001903 0.001408 0.0629507 1.025409
1606954_at 8.327969 8.430116 7.786703 7.684761 16 3.057965 3.075552 2.961013 2.942 0.0123908 8.899906 0.03635766 5657 1.0831645 up 3.066759 2.951506 0.012436 0.013444 0.1152522 1.039049
1606955_aVvi.8998 Transcr ibed locus 328.0819 323.887 392.6053 378.341 16 8.357912 8.339347 8.616936 8.563543 0.0134101 8.548331 0.03731099 5966 1.1823118 down 8.348629 8.59024 0.013128 0.037754 -0.241611 0.971874
1606956_aVvi.13763 Transcr ibed locus, weakly similar to NP_911736.1 putative IAA amidohydrolase [Oryza sativa 3.615429 3.633326 3.500508 3.520638 16 1.854167 1.861291 1.807564 1.815837 0.0137736 8.432454 0.03764673 6073 1.0324188 up 1.857729 1.811701 0.005037 0.005849 0.0460283 1.025406
1606957_at 25.91368 27.85349 189.1841 171.2543 16 4.695642 4.799786 7.563647 7.419997 0.0010435 30.93176 0.02259248 762 6.6997523 down 4.747714 7.491822 0.073641 0.101576 -2.744108 0.63372
1606958_sVvi.7280 Transcr ibed locus, moderately similar to NP_190458.1 cytochrome b5 domain-containing pro 3929.932 4149.897 6420.619 5812.749 16 11.94029 12.01886 12.6485 12.505 0.01825 7.300626 0.04297071 7050 1.512752 down 11.97957 12.57675 0.055558 0.101465 -0.597176 0.952517
1606959_aVvi.10732 Transcr ibed locus, moderately similar to NP_567036.1 Ca(2+)-dependent nuclease [Arabidop 114.9707 118.5693 110.4133 84.88416 16 6.845122 6.889586 6.78677 6.407424 0.2926549 1.415167 0.3483158 13948 1.2060231 up 6.867354 6.597097 0.031441 0.268239 0.2702574 1.040966
1606960_s_at 212.0496 243.6429 301.2261 306.4029 16 7.728258 7.928625 8.234703 8.259286 0.0535275 4.146774 0.08693638 10220 1.3365862 down 7.828441 8.246994 0.141681 0.017383 -0.418553 0.949248
1606961_aVvi.2834 Transcr ibed locus 4.296652 4.317831 4.126422 4.144589 16 2.103213 2.110307 2.044891 2.051229 0.0065015 12.34147 0.03048215 3538 1.0415266 up 2.10676 2.04806 0.005016 0.004481 0.0586996 1.028661
1606962_aVvi.641 Transcr ibed locus, moderately similar to NP_196928.1 expressed protein [Arabidopsis thalian 1604.853 1525.344 1662.259 1650.97 16 10.64823 10.57492 10.69893 10.6891 0.1555833 2.229261 0.20400362 12660 1.0588082 down 10.61157 10.69401 0.051836 0.006952 -0.082442 0.992291
1606963_at 85.40823 83.08883 117.7797 119.7826 16 6.416303 6.376583 6.879947 6.904275 0.0022003 21.28322 0.02587843 1409 1.4099734 down 6.396443 6.892111 0.028087 0.017202 -0.495668 0.928082
1606964_aVvi.5106 Transcr ibed locus, moderately similar to NP_568985.1 expressed protein [Arabidopsis thalian 3337.523 3173.256 3755.977 3821.927 16 11.70456 11.63175 11.87497 11.90008 0.029464 5.696247 0.05658964 8643 1.1642272 down 11.66816 11.88753 0.051488 0.017757 -0.219372 0.981546
1606965_at 3.42545 3.431758 3.3319 3.349359 16 1.776294 1.778948 1.736345 1.743885 0.0111665 9.383835 0.0351249 5276 1.0263379 up 1.777621 1.740115 0.001877 0.005332 0.0375058 1.021554
1606966_aVvi.8333 Transcr ibed locus 6.482111 6.680793 6.143099 6.128906 16 2.696464 2.740019 2.618967 2.61563 0.0437677 4.62159 0.07483035 9709 1.0724745 up 2.718242 2.617298 0.030799 0.00236 0.1009434 1.038568
1606967_sVvi.272 Transcr ibed locus, moderately similar to NP_200104.1 pyruvate kinase, putative [Arabidopsis 700.7569 778.163 991.4006 918.2966 16 9.45277 9.603929 9.953324 9.842816 0.0585483 3.949052 0.09308735 10441 1.2921033 down 9.528349 9.89807 0.106885 0.078141 -0.369721 0.962647
1606968_aVvi.307 Transcr ibed locus, strongly similar to NP_565289.1 ubiquitin-conjugating enzyme 2 (UBC2) 2702.946 2610.404 2346.661 2167.674 16 11.40032 11.35006 11.19639 11.08193 0.0635228 3.776082 0.09915426 10635 1.1777424 up 11.37519 11.13916 0.035539 0.080937 0.236024 1.021189
1606969_aVvi.3560 Transcr ibed locus, moderately similar to NP_565871.1 aldo/keto reductase family protein [Ara 282.5089 253.5648 54.32319 48.29945 16 8.142153 7.98621 5.763496 5.593935 0.0023234 20.71011 0.02616672 1471 5.2251253 up 8.064181 5.678716 0.110268 0.119898 2.3854653 1.420071
1606970_aVvi.5194 Transcr ibed locus, moderately similar to NP_568913.1 riboflavin biosynthesis protein, putative 6.247751 6.155046 5.878722 5.847663 16 2.643337 2.62177 2.555503 2.54786 0.0194315 7.068794 0.04444153 7258 1.057657 up 2.632553 2.551682 0.01525 0.005404 0.0808718 1.031694
1606971_at 1060.895 1071.345 1044.889 1125.727 16 10.05107 10.06521 10.02913 10.13664 0.6928052 0.456513 0.7287096 15783 1.017304 down 10.05814 10.08289 0.009999 0.076019 -0.024751 0.997545
1606972_aVvi.9050 Transcr ibed locus, moderately similar to NP_568684.1 expressed protein [Arabidopsis thalian 4.179691 4.20358 4.028915 4.077478 16 2.063396 2.071619 2.010391 2.027677 0.0368441 5.064661 0.06602109 9264 1.0341698 up 2.067507 2.019034 0.005814 0.012223 0.0484732 1.024008
1606973_aVvi.2198 Transcr ibed locus, weakly similar to NP_191604.1 expressed protein [Arabidopsis thaliana] 336.6956 316.9749 303.3368 375.9285 16 8.395301 8.308225 8.244777 8.554315 0.7943394 0.297201 0.8213027 16055 1.0336752 down 8.351763 8.399546 0.061572 0.218876 -0.047783 0.994311
1606974_aVvi.10408 Transcr ibed locus, moderately similar to XP_481490.1 putative endoplasmatic reticulum retrie 861.3865 852.7737 1012.047 1026.978 16 9.750517 9.736019 9.983061 10.00419 0.0026087 19.5406 0.02668185 1621 1.189502 down 9.743268 9.993626 0.010251 0.01494 -0.250358 0.974948
1606975_aVvi.581 Transcr ibed locus, weakly similar to NP_188139.1 ethylene-responsive element-binding facto 1429.855 1752.944 405.4048 515.2601 16 10.48165 10.77556 8.663219 9.009157 0.0156586 7.897264 0.03968908 6549 3.4639554 up 10.62861 8.836188 0.207826 0.244615 1.792421 1.20285
1606976_aVvi.13720 Transcr ibed locus, weakly similar to NP_199035.1 zinc finger (C3HC4-type RING finger) fam 4.484982 4.512107 4.333162 4.382697 16 2.165102 2.173801 2.11542 2.131819 0.0386488 4.938005 0.06821679 9405 1.0322784 up 2.169452 2.12362 0.006151 0.011595 0.0458321 1.021582
1606977_aVvi.7775 Transcr ibed locus, weakly similar to NP_916624.1 B1142C05.34 [Oryza sativa (japonica cultiv 4.472156 4.490094 4.308513 4.299178 16 2.16097 2.166746 2.10719 2.104061 0.0031656 17.73118 0.02773125 1889 1.0411894 up 2.163858 2.105625 0.004084 0.002213 0.0582326 1.027656
1606978_sVvi.10159 Transcr ibed locus, moderately similar to NP_173112.1 DNAJ heat shock N-terminal domain- 228.0292 207.9869 292.0173 264.5902 16 7.833074 7.700349 8.18991 8.047616 0.0686077 3.618478 0.1053385 10812 1.2763741 down 7.766712 8.118763 0.093851 0.100617 -0.3520513 0.956637
1606979_aVvi.773 Transcr ibed locus, moderately similar to XP_465260.1 pollen Ole e 1 allergen and extensin fa 20.27677 19.6654 17.14039 18.56061 16 4.341756 4.297587 4.099328 4.214172 0.1179047 2.64816 0.16256566 12040 1.1195519 up 4.319672 4.15675 0.031232 0.081207 0.1629216 1.039194
1606980_aVvi.9926 Transcr ibed locus, moderately similar to XP_465030.1 putative calcineurin B [Oryza sativa (ja 41.62987 46.97344 49.74691 51.52157 16 5.379547 5.553773 5.636535 5.687105 0.16436 2.151506 0.21364735 12771 1.1448507 down 5.466661 5.66182 0.123197 0.035758 -0.1951595 0.965531
1606981_aVvi.14485 Transcr ibed locus 6.015328 5.630844 5.866341 5.88093 16 2.588644 2.493351 2.552461 2.556044 0.8071124 0.278005 0.83274376 16090 1.0092301 down 2.540998 2.554253 0.067382 0.002534 -0.0132551 0.994811
1606982_aVvi.14087 Transcr ibed locus 251.7712 240.9744 216.6776 204.3414 16 7.975969 7.912736 7.759406 7.674838 0.0499747 4.303831 0.08245669 10061 1.1705856 up 7.944353 7.717122 0.044713 0.059799 0.2272306 1.029445
1606983_aVvi.3034 Transcr ibed locus, moderately similar to NP_564525.1 oligopeptide transporter OPT family p 2311.481 2535.702 4441.114 3935.326 16 11.1746 11.30817 12.11671 11.94227 0.0188803 7.174262 0.04373546 7165 1.7268002 down 11.24139 12.02949 0.094447 0.123347 -0.788102 0.934486
1606984_aVvi.3413 Transcr ibed locus, moderately similar to NP_199783.1 endo-1,4-beta-glucanase KORRIGAN 2852.229 2883.03 3933.035 3910.052 16 11.47787 11.49337 11.94143 11.93297 3.82E-04 51.16181 0.01871624 335 1.3675345 down 11.48562 11.9372 0.010958 0.005979 -0.451578 0.962171
1606985_aVvi.7117 Transcr ibed locus, moderately similar to NP_565409.1 phosphate-responsive 1 family protein 474.2956 594.874 2162.187 2463.355 16 8.889643 9.21644 11.07828 11.26641 0.0078218 11.24054 0.0314613 4123 4.3448334 down 9.053041 11.17234 0.231081 0.13303 -2.119301 0.810308
1606986_at 555.085 591.0827 981.2407 834.5734 16 9.116565 9.207216 9.938463 9.704895 0.03421 5.266869 0.06268123 9060 1.5798516 down 9.16189 9.821679 0.0641 0.165158 -0.659789 0.932823
1606987_aVvi.4159 Transcr ibed locus, weakly similar to NP_195056.2 disease resistance protein (CC-NBS-LRR   463.3076 500.5671 448.9629 432.7952 16 8.855826 8.96742 8.810452 8.757541 0.1747098 2.066794 0.22459427 12912 1.0924948 up 8.911623 8.783997 0.078908 0.037414 0.127626 1.014529
1606988_aVvi.7680 Transcr ibed locus 527.3733 568.645 749.339 719.2325 16 9.042681 9.151384 9.549475 9.490315 0.0207499 6.833611 0.04575787 7526 1.3405844 down 9.097033 9.519895 0.076865 0.041833 -0.422862 0.955581
1606989_aVvi.2699 Transcr ibed locus 329.6722 331.2916 349.1752 373.1642 16 8.364888 8.371958 8.447807 8.543667 0.1178375 2.649069 0.16248651 12039 1.092258 down 8.368423 8.495737 0.004999 0.067783 -0.127314 0.985014
1606990_at 7.148924 7.067025 6.753192 6.745829 16 2.837726 2.821103 2.75557 2.753996 0.012284 8.939244 0.03620883 5631 1.0530921 up 2.829414 2.754783 0.011754 0.001113 0.0746317 1.027092
1606991_aVvi.2963 Transcr ibed locus 12.55285 12.43229 14.16326 12.1935 16 3.649943 3.636021 3.824081 3.60804 0.5691888 0.675123 0.61475337 15370 1.0519589 down 3.642982 3.71606 0.009845 0.152764 -0.0730784 0.980334
1606992_aVvi.14603 Transcr ibed locus 3.319213 3.330753 3.222319 3.24203 16 1.730841 1.735848 1.688099 1.696898 0.0150117 8.069593 0.03892679 6401 1.0287172 up 1.733345 1.692498 0.003541 0.006221 0.0408464 1.024134
1606993_aVvi.5341 Transcr ibed locus, moderately similar to NP_191292.1 calcium-transporting ATPase, plasma 582.6372 537.4598 551.7249 516.7736 16 9.186454 9.070013 9.107805 9.013389 0.4621031 0.902362 0.514992 14896 1.0479984 up 9.128233 9.060596 0.082336 0.066763 0.067637 1.007465
1606994_aVvi.1499 Transcr ibed locus, moderately similar to NP_850831.1 reversibly glycosylated polypeptide, pu 836.4976 777.3589 945.5424 945.0888 16 9.708218 9.602437 9.884998 9.884306 0.0492945 4.335765 0.08158343 10029 1.1722866 down 9.655327 9.884652 0.074798 4.90E-04 -0.229325 0.9768
1606995_x_at 31.15525 31.65205 26.78404 27.99418 16 4.961403 4.984227 4.743301 4.807055 0.0281166 5.83724 0.05485206 8509 1.1468189 up 4.972816 4.775178 0.016139 0.045081 0.1976375 1.041389
1606996_sVvi.7830 Transcr ibed locus, strongly similar to NP_565327.1 expressed protein [Arabidopsis thaliana] 3129.92 3180.005 68.69264 93.16561 16 11.61191 11.63481 6.102083 6.541726 0.0017195 24.08447 0.02493529 1140 39.43644 up 11.62336 6.321904 0.016195 0.310874 5.301458 1.838586
1606997_aVvi.1324 Transcr ibed locus, moderately similar to XP_483721.1 putative PHG1A protein [Oryza sativa (  2085.033 2190.097 2532.753 2434.74 16 11.02585 11.09678 11.30649 11.24955 0.0413278 4.765223 0.07180782 9554 1.162076 down 11.06132 11.27802 0.050151 0.040262 -0.2167045 0.980785
1606998_aVvi.7331 Transcr ibed locus, moderately similar to XP_471234.1 OSJNBa0095E20.8 [Oryza sativa (japo 1384.301 1508.394 16415.85 18250.55 16 10.43494 10.5588 14.0028 14.15565 7.53E-04 36.41842 0.02202738 566 11.978351 down 10.49687 14.07923 0.087579 0.108083 -3.582357 0.745557
1606999_aVvi.2525 Transcr ibed locus, weakly similar to NP_568140.2 F1F0-ATPase inhibitor protein, putative [A 2260.243 2075.379 1688.396 1632.59 16 11.14226 11.01916 10.72144 10.67295 0.0284887 5.797311 0.05540468 8535 1.3045201 up 11.08071 10.69719 0.087047 0.034288 0.383519 1.035852
1607000_aVvi.8447 Transcr ibed locus 4.950363 4.993572 4.709973 4.821143 16 2.307534 2.320072 2.235719 2.269375 0.0762452 3.411069 0.11438849 11065 1.0433738 up 2.313803 2.252547 0.008866 0.023799 0.0612562 1.027194
1607001_aVvi.304 Transcr ibed locus, moderately similar to XP_574013.1 PREDICTED: similar to tubulin, beta 2 725.7459 713.3763 1323.087 1342.496 16 9.503321 9.478519 10.36969 10.3907 3.34E-04 54.71725 0.01827131 296 1.8522482 down 9.49092 10.3802 0.017537 0.014857 -0.889278 0.914329
1607002_aVvi.4801 Transcr ibed locus, moderately similar to NP_172382.1 luminal binding protein 3 (BiP-3) (BP3  991.2506 1068.535 884.7684 872.296 16 9.953106 10.06142 9.789156 9.768674 0.0536168 4.143024 0.08704732 10225 1.1714917 up 10.00726 9.778915 0.076589 0.014483 0.228347 1.023351
1607003_at 12.5819 14.6956 14.23826 14.02286 16 3.653277 3.877312 3.831701 3.809708 0.6712469 0.492291 0.7092243 15712 1.0391546 down 3.765295 3.820705 0.158416 0.015551 -0.0554104 0.985497
1607004_aVvi.14553 Transcr ibed locus 170.879 158.6032 332.2755 278.9202 16 7.416831 7.309278 8.376236 8.123709 0.0231164 6.462601 0.04877332 7867 1.8492216 down 7.363054 8.249972 0.076051 0.178564 -0.8869177 0.892494
1607005_aVvi.6215 Transcr ibed locus 4.954239 4.95138 4.709428 4.808713 16 2.308664 2.307831 2.235552 2.265651 0.0619401 3.828919 0.09717717 10581 1.040766 up 2.308247 2.250601 5.89E-04 0.021283 0.0576457 1.025613
1607006_aVvi.15328 Transcr ibed locus 4.985411 5.029464 4.810689 4.749897 16 2.317713 2.330405 2.266244 2.247896 0.0266259 6.005341 0.05307921 8327 1.0475278 up 2.324059 2.25707 0.008975 0.012974 0.0669885 1.029679
1607007_aVvi.12400 Transcr ibed locus, moderately similar to NP_565889.1 expressed protein [Arabidopsis thalian 1503.638 1477.341 1024.673 831.338 16 10.55424 10.52879 10.00095 9.699291 0.0447369 4.567752 0.0760518 9765 1.614844 up 10.54151 9.85012 0.017998 0.213304 0.691394 1.070191
1607008_aVvi.12419 Transcr ibed locus 152.0126 144.5816 228.8148 229.4049 16 7.248047 7.175739 7.838037 7.841752 0.0033066 17.34726 0.02783547 1961 1.5454224 down 7.211893 7.839894 0.05113 0.002627 -0.6280013 0.919897
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1607009_at 5.744854 5.950077 5.544313 5.508999 16 2.52227 2.572908 2.471009 2.46179 0.0874889 3.15482 0.12732217 11407 1.05789 up 2.547589 2.4664 0.035806 0.006518 0.0811896 1.032918
1607010_aVvi.5427 Transcr ibed locus, weakly similar to NP_187938.2 transducin family protein / WD-40 repeat fa 82.96542 80.24686 116.9091 109.1557 16 6.374439 6.326373 6.869244 6.770244 0.0134685 8.529418 0.0373856 5980 1.384474 down 6.350406 6.819744 0.033988 0.070004 -0.4693379 0.93118
1607011_aVvi.12485 Transcr ibed locus, weakly similar to NP_683559.2 RNA recognition motif (RRM)-containing  134.7868 118.176 141.3338 146.1686 16 7.074536 6.884793 7.142963 7.191489 0.1955254 1.91536 0.2468824 13147 1.1388372 down 6.979664 7.167226 0.134169 0.034313 -0.1875617 0.973831
1607012_aVvi.3205 Transcr ibed locus, strongly similar to NP_199088.1 glucose-6-phosphate isomerase, cytosol 418.8102 447.3158 455.9733 424.724 16 8.710153 8.80515 8.832806 8.730382 0.7644398 0.342778 0.79447794 15973 1.0167338 down 8.757651 8.781593 0.067173 0.072424 -0.023942 0.997274
1607013_aVvi.3132 Transcr ibed locus, weakly similar to NP_192835.1 expressed protein [Arabidopsis thaliana] 1028.764 887.186 975.5737 1011.594 16 10.0067 9.793093 9.930107 9.982414 0.6592224 0.512616 0.6978073 15683 1.0398432 down 9.899895 9.956261 0.151041 0.036987 -0.056366 0.994339
1607014_at 6.702642 6.870194 6.090046 6.159395 16 2.74473 2.780351 2.606453 2.622789 0.017098 7.549216 0.04152938 6834 1.1079705 up 2.76254 2.614621 0.025188 0.011551 0.1479193 1.056574
1607015_aVvi.1202 Transcr ibed locus 1633.173 1549.202 1729.306 1697.438 16 10.67346 10.59731 10.75598 10.72914 0.1174201 2.654735 0.16200812 12031 1.077117 down 10.63539 10.74256 0.053848 0.018975 -0.1071745 0.990023
1607016_aVvi.11315 Transcr ibed locus, strongly similar to XP_466432.1 putative small nuclear ribonucleoprotein D 1561.082 1601.626 2084.235 2328.44 16 10.60833 10.64532 11.0253 11.18515 0.0281685 5.831619 0.05493405 8512 1.3931961 down 10.62683 11.10523 0.026157 0.113028 -0.478399 0.956921
1607017_aVvi.7277 Transcr ibed locus, weakly similar to NP_850693.1 expressed protein [Arabidopsis thaliana] 34.83321 29.46667 7.855709 8.801374 16 5.122392 4.881012 2.973741 3.137729 0.0055749 13.33699 0.02973457 3111 3.8529594 up 5.001702 3.055735 0.170681 0.115956 1.9459671 1.636825
1607018_at 5.001849 5.171763 4.802967 4.817085 16 2.322462 2.370656 2.263926 2.26816 0.0796313 3.328455 0.11822917 11181 1.057396 up 2.346559 2.266043 0.034079 0.002994 0.0805158 1.035531
1607019_aVvi.15458 Transcr ibed locus 306.0848 382.4588 4245.127 4272.005 16 8.257788 8.579161 12.05159 12.0607 0.0019471 22.62923 0.02540308 1270 12.44652 down 8.418474 12.05615 0.227245 0.006439 -3.637671 0.698272
1607020_x_at 70.80347 89.18972 87.71652 85.80148 16 6.145749 6.478805 6.454776 6.422931 0.5282505 0.75664 0.5776569 15181 1.0917 down 6.312277 6.438853 0.235506 0.022518 -0.1265763 0.980342
1607021_aVvi.1186 Transcr ibed locus, weakly similar to NP_850005.1 expressed protein [Arabidopsis thaliana] 3137.717 3079.601 3307.778 3716.232 16 11.6155 11.58853 11.69165 11.85963 0.1780296 2.041054 0.2281472 12954 1.1278867 down 11.60201 11.77564 0.019072 0.118779 -0.173622 0.985256
1607022_at 8.537275 8.613756 7.661319 7.800898 16 3.093776 3.106642 2.937593 2.96364 0.0092979 10.29822 0.03315336 4655 1.109256 up 3.100209 2.950616 0.009098 0.018418 0.1495924 1.050699
1607023_at 3.537756 3.55703 3.423931 3.440692 16 1.822835 1.830673 1.775654 1.782699 0.0120466 9.028526 0.03593836 5564 1.0335282 up 1.826754 1.779176 0.005543 0.004982 0.0475778 1.026741
1607024_aVvi.2294 Transcr ibed locus, weakly similar to NP_565552.1 protein kinase family protein [Arabidopsis t 4.785338 5.284938 4.779218 4.531298 16 2.258621 2.401887 2.256775 2.179924 0.3024767 1.376638 0.35802928 14025 1.0806538 up 2.330254 2.21835 0.101304 0.054341 0.1119043 1.050445
1607025_aVvi.3706 Transcr ibed locus, moderately similar to NP_179203.1 DC1 domain-containing protein [Arab 6.190846 6.223482 6.052696 6.038604 16 2.630137 2.637722 2.597578 2.594215 0.0116901 9.167611 0.03558587 5452 1.0267129 up 2.633929 2.595897 0.005364 0.002378 0.0380328 1.014651
1607026_sVvi.7118 Transcr ibed locus, weakly similar to NP_909937.1 histone-like protein [Oryza sativa (japonica 387.1801 368.4312 838.7944 963.9026 16 8.596861 8.525251 9.712173 9.912744 0.007163 11.7519 0.03100277 3834 2.3807266 down 8.561056 9.812458 0.050636 0.141824 -1.251402 0.872468
1607027_aVvi.12155 Transcr ibed locus 7.250522 7.35816 6.753211 6.657435 16 2.858085 2.879345 2.755574 2.734967 0.0140788 8.338604 0.03806811 6138 1.0893328 up 2.868715 2.74527 0.015033 0.014571 0.1234448 1.044966
1607028_at 460.328 527.2614 484.5388 367.8856 16 8.846519 9.042375 8.920468 8.523113 0.4206482 1.005214 0.47601402 14670 1.16688 up 8.944447 8.72179 0.138491 0.280972 0.222657 1.025529
1607029_aVvi.14902 Transcr ibed locus 5.158759 5.192989 5.026957 4.98055 16 2.367024 2.376565 2.329685 2.316305 0.0272 5.938995 0.05374596 8401 1.0344038 up 2.371795 2.322995 0.006747 0.009461 0.0487995 1.021007
1607030_aVvi.11743 Transcr ibed locus, moderately similar to NP_178257.1 expressed protein [Arabidopsis thalian 98.23502 100.7734 94.90253 95.00751 16 6.618166 6.654971 6.568375 6.56997 0.0672508 3.658841 0.10367698 10768 1.0478238 up 6.636568 6.569172 0.026026 0.001128 0.067396 1.010259
1607031_aVvi.8233 Transcr ibed locus 502.8581 465.2137 446.2759 467.4022 16 8.974008 8.86175 8.801792 8.868521 0.3327605 1.266869 0.3889117 14204 1.0590147 up 8.917879 8.835156 0.079378 0.047184 0.082723 1.009363
1607032_sVvi.6975 Transcr ibed locus, weakly similar to NP_849568.1 myb family transcr iption factor [Arabidopsis 964.929 928.9346 269.515 300.2391 16 9.914279 9.859433 8.074222 8.229968 0.0022573 21.01197 0.02595298 1443 3.328244 up 9.886856 8.152095 0.038782 0.110129 1.734761 1.212799
1607033_at 197.8776 217.6698 220.6157 217.5329 16 7.628465 7.765998 7.785392 7.76509 0.3783916 1.122246 0.43405354 14472 1.0555607 down 7.697231 7.775241 0.097251 0.014356 -0.0780097 0.989967
1607034_aVvi.12797 Transcr ibed locus 4.147993 4.158524 4.003801 4.0246 16 2.052414 2.056072 2.00137 2.008845 0.0070957 11.80811 0.03091369 3809 1.0346442 up 2.054243 2.005108 0.002587 0.005286 0.0491347 1.024505
1607035_aVvi.9814 Transcr ibed locus, weakly similar to XP_473052.1 OSJNBa0029H02.8 [Oryza sativa (japonica 732.7618 725.3583 992.6236 1047.655 16 9.5172 9.50255 9.955103 10.03295 0.0066257 12.22414 0.03064144 3588 1.3987623 down 9.509875 9.994026 0.010359 0.055045 -0.484151 0.951556
1607036_at 13.39584 13.28067 12.83457 12.66161 16 3.743714 3.731257 3.681963 3.662388 0.0301341 5.629622 0.05755711 8691 1.0463094 up 3.737485 3.672175 0.008809 0.013841 0.0653096 1.017785
1607037_aVvi.140 GO:000681Shaker-like potassi um channel (sor gene) 118.5487 106.2948 62.75686 51.97934 16 6.889335 6.731926 5.971701 5.699866 0.0249885 6.206835 0.05118549 8104 1.9654325 up 6.810631 5.835784 0.111305 0.192216 0.974847 1.167046
1607038_aVvi.4526 Transcr ibed locus 5.402551 5.393904 5.16514 5.176626 16 2.433641 2.43133 2.368807 2.372012 0.0010113 31.4215 0.02259248 741 1.0439664 up 2.432485 2.37041 0.001634 0.002266 0.0620753 1.026188
1607039_at 4.145725 4.179487 4.035378 4.025446 16 2.051625 2.063326 2.012704 2.009149 0.0168214 7.612632 0.04117028 6781 1.0327914 up 2.057475 2.010926 0.008274 0.002514 0.0465488 1.023148
1607040_at 6.875216 6.932146 6.707227 7.148838 16 2.781405 2.793302 2.745716 2.837709 0.933688 0.093986 0.9434051 16430 1.003026 down 2.787354 2.791713 0.008413 0.065048 -0.004359 0.998439
1607041_aVvi.15574 Transcr ibed locus 4.321025 4.335511 4.199914 4.211981 16 2.111374 2.116202 2.07036 2.074499 0.0058595 13.00629 0.03005582 3234 1.0290825 up 2.113788 2.072429 0.003414 0.002927 0.0413588 1.019957
1607042_aVvi.10059 Transcr ibed locus, weakly similar to NP_192721.1 expressed protein [Arabidopsis thaliana] 917.033 862.4069 726.5672 643.9125 16 9.84083 9.752225 9.504952 9.330721 0.060614 3.874722 0.09557539 10528 1.3001614 up 9.796528 9.417837 0.062653 0.1232 0.378691 1.04021
1607043_aVvi.7946 Transcr ibed locus, strongly similar to NP_921996.1 cytoplasmic malate dehydrogenase [Oryz 5850.001 5959.35 7237.404 7347.835 16 12.51422 12.54094 12.82126 12.8431 0.0031942 17.65136 0.02774722 1909 1.235076 down 12.52758 12.83218 0.018893 0.015448 -0.3046 0.976263
1607044_at 325.2077 304.7943 239.5714 227.8332 16 8.345218 8.251692 7.904312 7.831834 0.0183765 7.274751 0.04315225 7069 1.3475901 up 8.298454 7.868073 0.066133 0.05125 0.4303815 1.0547
1607045_at 6.480013 6.560081 6.063856 6.046583 16 2.695997 2.713714 2.600236 2.59612 0.0071893 11.73016 0.03103162 3844 1.0767455 up 2.704855 2.598178 0.012528 0.00291 0.1066772 1.041058
1607046_aVvi.873 Transcr ibed locus, weakly similar to NP_188538.1 SWIB complex BAF60b domain-containing  395.2504 387.8348 435.8946 453.9046 16 8.626623 8.599299 8.767836 8.826245 0.0293361 5.709214 0.05642857 8630 1.1360923 down 8.612961 8.797041 0.019321 0.041302 -0.18408 0.979075
1607047_aVvi.11614 Transcr ibed locus, weakly similar to NP_171928.1 expressed protein [Arabidopsis thaliana] 761.84 857.53 249.2308 302.565 16 9.573344 9.744043 7.961339 8.241101 0.0108889 9.504685 0.03491274 5177 2.9433787 up 9.658693 8.10122 0.120703 0.197822 1.557473 1.192252
1607048_aVvi.7420 Transcr ibed locus, strongly similar to NP_172520.1 hesB-like domain-containing protein [Ara 1158.617 1164.445 1123.614 1128.757 16 10.17819 10.18543 10.13393 10.14052 0.0118377 9.109279 0.03570662 5503 1.0313839 up 10.18181 10.13723 0.005119 0.004658 0.044582 1.004398
1607049_sVvi.8009 Transcr ibed locus, moderately similar to NP_909265.1 putative metallothionein-like protein [O 8128.054 8443.781 8512.439 7716.361 16 12.98869 13.04367 13.05536 12.91371 0.7174063 0.41663 0.75134873 15851 1.0221822 up 13.01618 12.98453 0.038876 0.100163 0.031653 1.002438
1607050_aVvi.10266 Transcr ibed locus, weakly similar to NP_200664.1 phosphatidate cytidylyltransferase family pr 268.6628 250.0833 357.8633 357.6893 16 8.069653 7.966265 8.483265 8.482563 0.012137 8.994222 0.03600103 5596 1.3802747 down 8.017959 8.482914 0.073106 4.96E-04 -0.464955 0.945189
1607051_x_at 4852.273 5107.513 6104.13 5953.743 16 12.24445 12.3184 12.57557 12.53958 0.0214665 6.714887 0.04671469 7628 1.2109596 down 12.28142 12.55758 0.052297 0.025447 -0.2761505 0.978009
1607052_aVvi.3857 Transcr ibed locus 8.028668 8.13111 7.399735 7.018529 16 3.005161 3.023452 2.887474 2.811169 0.0521632 4.205236 0.08529624 10152 1.1211548 up 3.014307 2.849321 0.012934 0.053956 0.1649854 1.057903
1607053_at 4.25954 4.273775 4.111746 4.124759 16 2.090698 2.095511 2.039751 2.04431 0.0041857 15.40811 0.0288901 2401 1.0360358 up 2.093104 2.042031 0.003404 0.003223 0.0510738 1.025011
1607054_at 5.783248 5.704043 5.466847 5.474386 16 2.53188 2.511985 2.450709 2.452697 0.0196676 7.024964 0.04465942 7310 1.0498835 up 2.521932 2.451703 0.014068 0.001406 0.0702294 1.028645
1607055_aVvi.14994 Transcr ibed locus 219.257 207.8951 199.5372 190.7848 16 7.776479 7.699712 7.640513 7.575802 0.1224458 2.588337 0.16765727 12124 1.0942464 up 7.738095 7.608158 0.054282 0.045758 0.1299377 1.017079
1607056_aVvi.1448 Transcr ibed locus, moderately similar to NP_199405.2 magnesium-chelatase subunit chlI, ch        305.7562 313.8298 184.7577 244.0296 16 8.256238 8.293839 7.529491 7.930913 0.1139678 2.702707 0.15800355 11974 1.4588546 up 8.275038 7.730202 0.026588 0.283848 0.5448363 1.070482
1607057_aVvi.15211 Transcr ibed locus 120.101 140.3061 149.111 152.9403 16 6.908105 7.132433 7.220243 7.256825 0.194756 1.920566 0.2460871 13138 1.1633329 down 7.020269 7.238534 0.158624 0.025867 -0.2182641 0.969847
1607058_aVvi.10669 Transcr ibed locus, moderately similar to NP_182135.1 ketopantoate hydroxymethyltransferase 265.4288 267.7706 324.3183 330.4736 16 8.052181 8.064854 8.341267 8.368391 0.0025424 19.79456 0.0266497 1577 1.2280006 down 8.058517 8.354829 0.008961 0.01918 -0.296312 0.964534
1607059_x_at 7.631742 7.611826 7.287335 7.364764 16 2.932012 2.928242 2.865391 2.880639 0.0183897 7.272073 0.04316485 7072 1.0403808 up 2.930127 2.873015 0.002666 0.010782 0.0571117 1.019879
1607060_aVvi.10178 Transcr ibed locus 12.62199 8.915262 12.45857 13.42203 16 3.657867 3.156277 3.639067 3.746531 0.3812048 1.114004 0.43685806 14486 1.2190241 down 3.407072 3.692799 0.354678 0.075988 -0.2857266 0.922626
1607061_aVvi.9853 Transcr ibed locus, moderately similar to NP_564079.1 expressed protein [Arabidopsis thalian 45.02129 59.02925 39.47235 32.02522 16 5.492536 5.883358 5.302771 5.001136 0.1620516 2.171396 0.21108033 12744 1.4499398 up 5.687947 5.151954 0.276353 0.213288 0.5359933 1.104037
1607062_at 3.623667 3.644833 3.504355 3.526534 16 1.857451 1.865853 1.809149 1.818251 0.0162766 7.742222 0.04050728 6670 1.0337958 up 1.861651 1.8137 0.005941 0.006436 0.0479513 1.026438
1607063_sVvi.711 Transcr ibed locus 1669.159 1649.245 2391.719 2504.972 16 10.70491 10.68759 11.22383 11.29058 0.0037564 16.26997 0.02823139 2208 1.4752494 down 10.69625 11.25721 0.012244 0.047197 -0.560959 0.950169
1607064_aVvi.1313 Transcr ibed locus, strongly similar to NP_199687.1 60S ribosomal protein L13A (RPL13aD) 3849.893 3740.857 3459.191 3271.986 16 11.9106 11.86915 11.75622 11.67595 0.061396 3.847538 0.09653337 10558 1.1280195 up 11.88988 11.71609 0.029309 0.056759 0.173792 1.014834
1607065_aVvi.8770 Transcr ibed locus, moderately similar to NP_564480.1 expressed protein [Arabidopsis thalian 523.3487 597.4146 939.6014 883.4411 16 9.031629 9.222589 9.875905 9.78699 0.0216374 6.687433 0.04689005 7659 1.629398 down 9.127109 9.831448 0.135029 0.062872 -0.704339 0.928359
1607066_aVvi.3570 Transcr ibed locus 5.343237 5.400876 5.117162 5.103886 16 2.417714 2.433193 2.355344 2.351596 0.0120179 9.039477 0.0358916 5558 1.0511612 up 2.425454 2.35347 0.010946 0.00265 0.0719839 1.030586
1607067_aVvi.14436 Transcr ibed locus 15.44738 10.99936 32.09457 32.83796 16 3.949291 3.459348 5.004257 5.037293 0.0330689 5.361746 0.06128023 8958 2.4905345 down 3.70432 5.020775 0.346442 0.023359 -1.3164555 0.737798
1607068_at 85.14636 100.9708 111.6976 132.0106 16 6.411873 6.657795 6.803454 7.04451 0.1522797 2.260105 0.20051925 12607 1.30962 down 6.534834 6.923982 0.173893 0.170453 -0.389148 0.943797
1607069_aVvi.6504 Transcr ibed locus, weakly similar to NP_175981.2 cellulose synthase family protein [Arabidop 1172.953 1232.109 1200.364 1169.313 16 10.19593 10.26691 10.22926 10.19145 0.6525732 0.523976 0.6921812 15651 1.0147128 up 10.23142 10.21035 0.050194 0.026737 0.021071 1.002064
1607070_aVvi.6971 Transcr ibed locus, moderately similar to NP_568746.1 ATP-dependent Clp protease ATP-bin 202.4158 195.5034 185.5477 171.9269 16 7.661179 7.61105 7.535646 7.425652 0.1237086 2.572252 0.16896828 12154 1.1137806 up 7.636114 7.480649 0.035447 0.077778 0.155465 1.020782
1607071_at 5.386577 5.399478 5.417234 5.19269 16 2.429369 2.43282 2.437557 2.376482 0.51367 0.78713 0.5637233 15126 1.0168276 up 2.431094 2.407019 0.00244 0.043186 0.024075 1.010002
1607072_aVvi.8475 Transcr ibed locus 4.03335 4.051981 3.88577 3.902734 16 2.011978 2.018628 1.9582 1.964485 0.0071108 11.79547 0.03092787 3816 1.0381109 up 2.015303 1.961343 0.004702 0.004444 0.0539604 1.027512
1607073_aVvi.1989 Transcr ibed locus 391.0812 345.9436 560.8517 634.192 16 8.611324 8.434393 9.131475 9.308776 0.0307799 5.56745 0.05833186 8759 1.6214298 down 8.522859 9.220125 0.125109 0.12537 -0.697266 0.924376
1607074_at 4.55969 4.589714 4.4125 4.463201 16 2.188936 2.198404 2.141596 2.158079 0.0439399 4.611898 0.0750581 9718 1.0308486 up 2.19367 2.149838 0.006695 0.011655 0.0438325 1.020389
1607075_aVvi.13142 Transcr ibed locus, moderately similar to NP_564597.1 syntaxin 81 (SYP81) [Arabidopsis thal 86.29308 66.75157 61.89563 78.8721 16 6.431173 6.06073 5.951766 6.301443 0.6854872 0.468567 0.7221103 15759 1.0862435 up 6.245952 6.126604 0.261943 0.247259 0.1193477 1.01948
1607076_sVvi.7213 Transcr ibed locus, weakly similar to NP_194930.1 expressed protein [Arabidopsis thaliana] 998.1401 1015.091 269.1642 270.0987 16 9.963099 9.987393 8.072343 8.077343 4.26E-05 153.2333 0.01326001 49 3.7331772 up 9.975246 8.074842 0.017179 0.003536 1.900404 1.235349
1607077_at 5.719359 5.686978 5.24241 6.040859 16 2.515853 2.507662 2.39023 2.594754 0.8680531 0.188247 0.88652915 16255 1.0134437 up 2.511758 2.492492 0.005792 0.14462 0.0192659 1.00773
1607078_aVvi.15257 Transcr ibed locus 493.2948 469.0634 288.6197 277.5238 16 8.946306 8.873639 8.173026 8.116467 0.0036006 16.62025 0.02809704 2124 1.6996367 up 8.909973 8.144747 0.051383 0.039993 0.765226 1.093953
1607079_aVvi.3447 Transcr ibed locus, weakly similar to NP_199037.2 ubiquitin family protein [Arabidopsis thalian 516.789 494.4433 475.7951 489.1818 16 9.013432 8.949661 8.894197 8.934227 0.2155793 1.788595 0.26823407 13342 1.0477794 up 8.981546 8.914211 0.045092 0.028306 0.067335 1.007554
1607080_aVvi.9582 Transcr ibed locus 34.47231 33.49827 41.22641 33.61802 16 5.107366 5.066015 5.365497 5.071163 0.4691796 0.88579 0.5217227 14929 1.095538 down 5.08669 5.21833 0.02924 0.208126 -0.1316396 0.974774
1607081_aVvi.6641 Transcr ibed locus, moderately similar to NP_190926.1 diaminopimelate epimerase family pro  4.791634 4.866526 4.731415 6.778527 16 2.260518 2.282892 2.242272 2.760972 0.4692237 0.885688 0.52173674 14930 1.1727673 down 2.271705 2.501622 0.015821 0.366776 -0.2299167 0.908093
1607082_aVvi.1048 Transcr ibed locus, weakly similar to NP_566902.1 speckle-type POZ  protein-related [Arabido 4.523924 4.541093 4.361879 4.372616 16 2.177575 2.18304 2.12495 2.128497 0.0036754 16.44928 0.02823081 2160 1.0378399 up 2.180307 2.126723 0.003864 0.002508 0.0535838 1.025195
1607083_aVvi.13104 Transcr ibed locus, strongly similar to NP_568985.1 expressed protein [Arabidopsis thaliana] 4.714433 4.738369 4.585841 4.608519 16 2.237084 2.244391 2.197186 2.204303 0.0158751 7.841926 0.03994515 6597 1.0281087 up 2.240737 2.200745 0.005166 0.005033 0.0399928 1.018172
1607084_at 2629.966 2529.79 2436.772 2369.059 16 11.36083 11.3048 11.25076 11.2101 0.0977985 2.958177 0.13920191 11663 1.0735493 up 11.33282 11.23043 0.039617 0.028749 0.102388 1.009117
1607085_aVvi.3393 Transcr ibed locus, moderately similar to NP_181390.1 transcr iption factor S-II (TFIIS) domai 536.6043 530.7966 669.4393 651.7225 16 9.067715 9.052015 9.386809 9.348114 0.004576 14.73206 0.02926091 2586 1.2376447 down 9.059865 9.367462 0.011101 0.027362 -0.307597 0.967163
1607086_aVvi.1555 Transcr ibed locus, weakly similar to NP_193614.1 NRAMP metal ion transporter 5, putative (  131.2564 118.1405 83.12399 76.22862 16 7.036243 6.884359 6.377193 6.252261 0.0224232 6.565244 0.04789261 7772 1.5643622 up 6.960301 6.314727 0.107398 0.08834 0.6455744 1.102233
1607087_aVvi.3728 Transcr ibed locus 4.635193 4.65288 4.45178 4.462731 16 2.212629 2.218124 2.154382 2.157927 0.0030338 18.11395 0.02766159 1818 1.0419037 up 2.215377 2.156155 0.003885 0.002507 0.059222 1.027466
1607088_aVvi.13474 Transcr ibed locus, weakly similar to NP_565048.1 mitochondrial substrate carrier family prote 135.0617 128.5424 145.4453 148.6659 16 7.077475 7.006101 7.184333 7.21593 0.0557203 4.057229 0.08965582 10317 1.1160052 down 7.041788 7.200131 0.050469 0.022342 -0.1583438 0.978008
1607089_aVvi.4304 Transcr ibed locus, moderately similar to NP_039382.1 photosystem I P700 apoprotein A2 [Or 8.106299 8.107229 7.825713 7.838804 16 3.019043 3.019209 2.968222 2.970634 5.91E-04 41.12284 0.02060951 474 1.0350485 up 3.019126 2.969428 1.17E-04 0.001705 0.0496984 1.016737
1607090_aVvi.15004 Transcr ibed locus 6.269789 6.318531 5.988315 5.956375 16 2.648417 2.659589 2.58215 2.574435 0.0079442 11.15255 0.03158117 4174 1.0538801 up 2.654003 2.578292 0.0079 0.005456 0.0757107 1.029365
1607091_aVvi.5387 Transcr ibed locus, moderately similar to NP_181228.1 multidrug resistance P-glycoprotein (  12.43374 13.731 74.88414 67.57491 16 3.636189 3.779365 6.226589 6.078416 0.0017711 23.73001 0.02502487 1174 5.4442205 down 3.707777 6.152502 0.101241 0.104774 -2.4447255 0.602645
1607092_aVvi.949 Transcr ibed locus, moderately similar to XP_483192.1 zinc metalloproteinase-like [Oryza sati 1704.21 1668.902 1001.041 885.5717 16 10.73489 10.70468 9.967285 9.790465 0.0111856 9.37569 0.03513112 5285 1.7911795 up 10.71979 9.878876 0.021357 0.12503 0.84091 1.085122
1607093_aVvi.15373 Transcr ibed locus 3.865934 3.898457 3.732637 3.751033 16 1.950817 1.962903 1.900195 1.907288 0.016958 7.58112 0.04135115 6807 1.0375053 up 1.95686 1.903741 0.008546 0.005015 0.0531187 1.027902
1607094_aVvi.8575 Transcr ibed locus, weakly similar to NP_564385.1 chloroplast 30S ribosomal protein S11, put 650.1954 661.0428 648.9445 729.6924 16 9.344729 9.3686 9.341951 9.511145 0.4993208 0.817977 0.550483 15058 1.0496318 down 9.356665 9.426548 0.016879 0.119638 -0.069883 0.992587
1607095_sVvi.8106 Transcr ibed locus, weakly similar to NP_181620.1 cysteine protease inhibitor, putative / cystat 1707.146 1743.464 1204.017 1187.836 16 10.73737 10.76774 10.23364 10.21412 0.0011638 29.28736 0.02313663 834 1.4426047 up 10.75256 10.22388 0.021475 0.013803 0.528676 1.05171
1607096_x_at 10.01246 10.49262 8.907342 8.620975 16 3.323724 3.391303 3.154995 3.107851 0.0316381 5.48776 0.05938447 8844 1.1696609 up 3.357513 3.131423 0.047785 0.033336 0.2260904 1.072201
1607097_aVvi.11447 Transcr ibed locus, weakly similar to NP_563902.1 thylakoid lumenal protein-related [Arabidop 7.313366 7.65199 6.96402 6.282938 16 2.870536 2.935835 2.79992 2.651439 0.1600851 2.188649 0.20895763 12718 1.1309267 up 2.903185 2.72568 0.046174 0.104992 0.1775055 1.065123
1607098_aVvi.12993 Transcr ibed locus, weakly similar to NP_564717.1 DNAJ heat shock N-terminal domain-conta 4.864224 4.852739 4.641047 4.662584 16 2.28221 2.278799 2.21445 2.22113 0.0035559 16.72483 0.02809704 2096 1.044429 up 2.280505 2.21779 0.002411 0.004723 0.0627144 1.028278
1607099_sVvi.11445 Transcr ibed locus, weakly similar to NP_200638.1 leucine-rich repeat transmembrane protein 17.0497 15.64042 146.3234 156.5352 16 4.091675 3.967208 7.193017 7.290343 6.04E-04 40.66087 0.02090124 479 9.267877 down 4.029441 7.24168 0.088012 0.06882 -3.2122386 0.556424
1607100_aVvi.15337 Transcr ibed locus 3.686882 3.707129 3.579178 3.599632 16 1.882401 1.890302 1.839629 1.847849 0.0174317 7.47469 0.04193622 6900 1.0299777 up 1.886352 1.843739 0.005587 0.005813 0.042613 1.023112
1607101_sVvi.14231 Transcr ibed locus 381.9381 401.4027 641.8213 625.481 16 8.577195 8.648907 9.326028 9.288822 0.0033671 17.18989 0.02783547 2000 1.6181822 down 8.61305 9.307425 0.050708 0.026308 -0.694375 0.925396
1607102_aVvi.13026 Transcr ibed locus 12.51778 12.07128 10.84469 10.9609 16 3.645907 3.593506 3.438918 3.454295 0.023991 6.339435 0.04994958 7973 1.1274791 up 3.619707 3.446606 0.037053 0.010873 0.1731007 1.050224
1607103_x_at 7.324968 7.356707 6.897167 7.487052 16 2.872823 2.87906 2.786004 2.904398 0.6557273 0.518576 0.69472533 15669 1.0215365 up 2.875941 2.845201 0.004411 0.083717 0.0307408 1.010804
1607104_aVvi.2113 Transcr ibed locus, moderately similar to NP_564433.1 transporter-related [Arabidopsis thalia 1519.173 1471.912 1840.833 1830.871 16 10.56907 10.52348 10.84614 10.83831 0.0060532 12.79464 0.03012973 3333 1.2276971 down 10.54627 10.84223 0.032241 0.005536 -0.295955 0.972703
1607105_aVvi.760 Transcr ibed locus, weakly similar to XP_473443.1 OSJNBa0010H02.17 [Oryza sativa (japonic 598.5166 644.6924 606.0491 767.2589 16 9.225247 9.332467 9.243291 9.58357 0.5293405 0.754394 0.57854575 15189 1.0977678 down 9.278857 9.41343 0.075816 0.240613 -0.134573 0.985704
1607106_sVvi.13134 Transcr ibed locus, strongly similar to NP_051070.1 photosystem I assembly protein ycf4 [Ara  82.62552 79.12571 74.59982 106.7912 16 6.368516 6.306075 6.2211 6.73865 0.6392486 0.547015 0.68003756 15605 1.1038774 down 6.337295 6.479875 0.044152 0.365963 -0.14258 0.977996
1607107_aVvi.6006 Transcr ibed locus, moderately similar to NP_180261.1 4-diphosphocytidyl-2-C-methyl-D-eryt 3.841535 3.86218 3.732603 3.698948 16 1.941683 1.949415 1.900182 1.887115 0.0207331 6.836464 0.04575453 7522 1.0366297 up 1.945549 1.893648 0.005468 0.00924 0.0519006 1.027408
1607108_aVvi.4529 Transcr ibed locus 4.661736 4.69578 4.509483 4.494187 16 2.220867 2.231365 2.172962 2.16806 0.0106798 9.598822 0.03474546 5102 1.0392946 up 2.226116 2.170511 0.007423 0.003466 0.0556048 1.025618
1607109_aVvi.5050 Transcr ibed locus, weakly similar to NP_568701.1 zinc finger (C3HC4-type RING finger) fam 617.6199 638.099 466.5953 479.0001 16 9.270576 9.317637 8.866028 8.903882 0.0054033 13.54895 0.02956287 3033 1.3279042 up 9.294106 8.884954 0.033277 0.026767 0.409152 1.04605
1607110_aVvi.4143 Transcr ibed locus, weakly similar to NP_564937.1 expressed protein [Arabidopsis thaliana] 4.469536 4.505483 4.330114 4.330745 16 2.160125 2.171682 2.114405 2.114615 0.012411 8.89253 0.03637724 5662 1.0362654 up 2.165904 2.11451 0.008172 1.49E-04 0.0513936 1.024305
1607111_aVvi.614 Transcr ibed locus, weakly similar to NP_568854.1 expressed protein [Arabidopsis thaliana] 826.7231 716.71 195.2529 180.0114 16 9.69126 9.485246 7.609201 7.491944 0.0033662 17.19223 0.02783547 1999 4.1058493 up 9.588253 7.550572 0.145674 0.082913 2.0376806 1.269871
1607112_aVvi.9465 Transcr ibed locus, weakly similar to NP_919494.1 putative maize transposon MuDR mudrA-l 15.05088 14.85969 14.38858 13.75618 16 3.911776 3.893333 3.846852 3.782008 0.1204421 2.614342 0.16535023 12092 1.0629874 up 3.902554 3.81443 0.013042 0.045852 0.0881245 1.023103
1607113_aVvi.738 Transcr ibed locus, weakly similar to NP_197565.1 copper transporter family protein [Arabidop 518.84 551.2721 335.2407 313.6177 16 9.019146 9.106621 8.389053 8.292863 0.0080115 11.10508 0.03158401 4203 1.6493822 up 9.062883 8.340958 0.061854 0.068017 0.721925 1.086552
1607114_aVvi.12908 Transcr ibed locus 6.555918 6.631053 5.972292 6.008772 16 2.712798 2.729238 2.578285 2.58707 0.0045083 14.84303 0.02926091 2552 1.1006383 up 2.721018 2.582677 0.011625 0.006212 0.1383404 1.053565
1607115_aVvi.3928 Transcr ibed locus, weakly similar to NP_176880.1 ribulose bisphosphate carboxylase small c 3.964186 3.947992 3.827733 3.860977 16 1.987025 1.981119 1.93649 1.948966 0.0267508 5.990726 0.05321319 8345 1.0290718 up 1.984072 1.942728 0.004176 0.008821 0.0413437 1.021281
1607116_aVvi.2362 Transcr ibed locus, weakly similar to NP_200445.1 zinc finger (C3HC4-type RING finger) fam   1011.344 1023.408 660.7977 740.8414 16 9.982059 9.999166 9.368065 9.533021 0.0227714 6.513104 0.04832551 7822 1.4540427 up 9.990612 9.450542 0.012096 0.116642 0.54007 1.057147
1607117_aVvi.99 Transcr ibed locus, weakly similar to XP_473883.1 OSJNBa0008M17.7 [Oryza sativa (japonic 1409.277 1365.541 1027.515 1007.523 16 10.46074 10.41526 10.00494 9.976597 0.0035708 16.68973 0.02809704 2101 1.3634176 up 10.438 9.99077 0.032161 0.020044 0.447228 1.044764
1607118_aVvi.2909 Transcr ibed locus 634.0789 662.0302 362.7801 342.3888 16 9.308518 9.370753 8.502952 8.419492 0.0034933 16.87486 0.0280266 2068 1.8383534 up 9.339636 8.461222 0.044007 0.059015 0.878414 1.103816
1607119_aVvi.8822 Transcr ibed locus, strongly similar to NP_565195.1 vacuolar-type H+-translocating inorgani 549.9716 589.9121 796.0162 792.8658 16 9.103213 9.204356 9.636654 9.630933 0.0109526 9.476545 0.03495294 5201 1.3947515 down 9.153785 9.633793 0.071519 0.004045 -0.480008 0.950175
1607120_aVvi.3307 Transcr ibed locus, weakly similar to NP_566376.1 no apical meristem (NAM) family protein [A 937.2813 874.9484 562.0601 575.8739 16 9.872338 9.773054 9.134581 9.169609 0.0061056 12.73912 0.03013007 3360 1.5917368 up 9.822697 9.152095 0.070205 0.024769 0.670602 1.073273
1607121_aVvi.3302 Transcr ibed locus, moderately similar to XP_479788.1 putative ribonuclease PH [Oryza sativa  191.9263 223.9204 254.6578 288.1948 16 7.584408 7.806842 7.992415 8.1709 0.1136526 2.707189 0.15765876 11967 1.3067943 down 7.695625 8.081657 0.157285 0.126208 -0.3860317 0.952234
1607122_aVvi.8463 Transcr ibed locus, weakly similar to NP_195493.1 homeobox-leucine zipper protein 22 (HAT2 173.3892 168.5218 710.5525 706.4161 16 7.43787 7.396792 9.472797 9.464375 1.04E-04 97.83443 0.01628633 105 4.1446643 down 7.417331 9.468586 0.029047 0.005956 -2.0512553 0.783362
1607123_at 48.76262 54.71174 51.80277 51.21732 16 5.607704 5.773778 5.694957 5.67856 0.9662715 0.047726 0.9712441 16516 1.002764 up 5.690741 5.686759 0.117432 0.011595 0.0039821 1.0007
1607124_aVvi.6210 Transcr ibed locus, moderately similar to NP_566008.1 expressed protein [Arabidopsis thalian 245.9809 224.5182 198.7499 186.3431 16 7.942402 7.810689 7.63481 7.541818 0.0701022 3.575341 0.107218 10853 1.2211423 up 7.876545 7.588314 0.093136 0.065755 0.2882314 1.037984
1607125_aVvi.3206 Transcr ibed locus, moderately similar to NP_198034.2 ferroportin-related [Arabidopsis thalia 60.95347 58.70758 48.02708 46.3102 16 5.929637 5.875475 5.585776 5.533258 0.0118769 9.093975 0.03577926 5510 1.2684253 up 5.902556 5.559517 0.038298 0.037136 0.3430385 1.061703
1607126_aVvi.418 Transcr ibed locus, weakly similar to NP_563759.1 F-box family protein [Arabidopsis thaliana] 46.08186 55.37737 41.19556 43.18798 16 5.526127 5.791225 5.364417 5.432558 0.1976451 1.901159 0.2490742 13173 1.1976353 up 5.658676 5.398488 0.187453 0.048183 0.2601884 1.048197
1607127_sVvi.2425 Transcr ibed locus, weakly similar to NP_916778.1 putative pathogenesis related protein [Oryz 244.9411 195.9744 94.27233 141.7087 16 7.936291 7.614521 6.558763 7.146784 0.1105079 2.752884 0.15415949 11900 1.8955706 up 7.775406 6.852774 0.227526 0.415794 0.9226323 1.134636
1607128_aVvi.8234 Transcr ibed locus, moderately similar to NP_193911.1 ATP-binding family protein [Arabidops 575.2894 655.5082 842.1346 881.5155 16 9.168144 9.35647 9.717907 9.783842 0.0392599 4.897068 0.06902399 9442 1.4030509 down 9.262307 9.750875 0.133167 0.046623 -0.4885675 0.949895
1607129_aVvi.2360 Transcr ibed locus 5.218881 5.205723 5.002379 5.04859 16 2.38374 2.380099 2.322614 2.335881 0.0166296 7.657548 0.04096812 6738 1.037184 up 2.381919 2.329248 0.002575 0.009381 0.0526719 1.022613
1607130_aVvi.1078 Transcr ibed locus 69.11348 69.68098 66.98917 63.697 16 6.110895 6.122693 6.065857 5.993154 0.1412411 2.37025 0.18810247 12465 1.0623722 up 6.116794 6.029505 0.008342 0.051409 0.087289 1.014477
1607131_aVvi.2756 Transcr ibed locus, weakly similar to NP_565918.1 acid phosphatase class B family protein [A  222.97 219.0808 144.9779 168.517 16 7.800706 7.775319 7.179689 7.396751 0.0446246 4.573903 0.07592305 9757 1.4140108 up 7.788013 7.28822 0.017951 0.153486 0.499793 1.068575
1607132_at 5.396522 5.432294 5.122991 5.133554 16 2.43203 2.441562 2.356986 2.359958 0.0040378 15.6895 0.02864669 2333 1.0557905 up 2.436796 2.358472 0.00674 0.002101 0.0783237 1.03321
1607133_aVvi.5565 Transcr ibed locus 261.4482 217.9382 77.34235 96.4679 16 8.030381 7.767775 6.273187 6.591977 0.0192593 7.101254 0.04416341 7239 2.7634997 up 7.899078 6.432582 0.185691 0.225419 1.4664964 1.227979
1607134_aVvi.1211 Transcr ibed locus, weakly similar to NP_190679.1 expressed protein [Arabidopsis thaliana] 1393.635 1356.62 1572.208 1598.639 16 10.44464 10.4058 10.61858 10.64263 0.0121429 8.991965 0.03600627 5597 1.1529926 down 10.42522 10.6306 0.027462 0.017008 -0.205383 0.98068
1607135_aVvi.12124 Transcr ibed locus, weakly similar to NP_191696.1 expressed protein [Arabidopsis thaliana] 467.9404 431.5257 435.9943 436.1846 16 8.870181 8.753303 8.768166 8.768795 0.5362424 0.740271 0.58485717 15221 1.0304407 up 8.811742 8.76848 0.082646 4.45E-04 0.043262 1.004934
1607136_aVvi.14049 Transcr ibed locus 1570.644 1760.373 1606.755 1628.358 16 10.61714 10.78167 10.64993 10.6692 0.6780204 0.480961 0.71542484 15733 1.0279969 up 10.6994 10.65957 0.116337 0.013625 0.039836 1.003737
1607137_aVvi.13494 Transcr ibed locus, weakly similar to NP_568648.1 transducin family protein / WD-40 repeat fa 17.72932 18.4483 18.51928 18.63615 16 4.148066 4.205416 4.210956 4.220032 0.3135979 1.334832 0.369402 14093 1.027226 down 4.176741 4.215494 0.040553 0.006417 -0.0387534 0.990807
1607138_aVvi.14769 Transcr ibed locus 4.373381 4.397179 4.197357 4.204284 16 2.128749 2.136578 2.069481 2.07186 0.0043271 15.15265 0.02910798 2467 1.0439069 up 2.132664 2.070671 0.005536 0.001682 0.0619931 1.029939
1607139_at 2.727224 2.73214 2.638462 2.650697 16 1.447433 1.450032 1.399697 1.406372 0.0060857 12.76014 0.03013007 3350 1.0321823 up 1.448732 1.403034 0.001837 0.00472 0.045698 1.032571
1607140_aVvi.1300 Transcr ibed locus, strongly similar to NP_568179.1 40S ribosomal protein S4 (RPS4B) [Arab 5684.544 5816.723 8341.772 8553.905 16 12.47283 12.50599 13.02614 13.06237 0.0019532 22.59366 0.02540308 1275 1.4690077 down 12.48941 13.04425 0.023449 0.025618 -0.554842 0.957465
1607141_aVvi.6909 Transcr ibed locus, strongly similar to XP_464561.1 26S proteasome regulatory particle triple       3986.982 3975.847 3905.712 3924.885 16 11.96108 11.95705 11.93137 11.93844 0.0271932 5.939759 0.0537391 8400 1.0168891 up 11.95906 11.9349 0.002852 0.004996 0.0241625 1.002025
1607142_sVvi.2541 Transcr ibed locus, weakly similar to NP_193386.2 expressed protein [Arabidopsis thaliana] 76.12594 67.69936 31.91489 40.35395 16 6.250316 6.08107 4.996158 5.334638 0.0339694 5.286483 0.06238495 9039 2.0004098 up 6.165693 5.165398 0.119675 0.239342 1.0002957 1.193653
1607143_aVvi.11426 Transcr ibed locus 4.051905 4.069079 3.88576 3.902648 16 2.0186 2.024702 1.958197 1.964453 0.005206 13.80532 0.02950386 2925 1.0427016 up 2.021651 1.961325 0.004315 0.004424 0.0603264 1.030758
1607144_aVvi.7536 Transcr ibed locus, strongly similar to NP_201073.1 ATPase, plasma membrane-type, putative 730.411 835.8095 1819.225 1839.632 16 9.512565 9.70703 10.82911 10.8452 0.0062597 12.57987 0.03028086 3431 2.3413765 down 9.609798 10.83715 0.137508 0.01138 -1.2273565 0.886745
1607145_s_at 32114.09 32902.53 30607.99 29758.58 16 14.97092 15.00591 14.90162 14.86102 0.0572956 3.996012 0.09153394 10391 1.0770578 up 14.98842 14.88132 0.024744 0.02871 0.107096 1.007197
1607146_at 1206.788 1079.179 474.7084 491.9486 16 10.23696 10.07572 8.890898 8.942364 0.0046276 14.64913 0.02926091 2620 2.3615057 up 10.15634 8.916631 0.114013 0.036392 1.239707 1.139033
1607147_aVvi.10986 Transcr ibed locus, weakly similar to NP_177740.1 alpha-amylase, putative / 1,4-alpha-D-gluc 56.68083 58.66646 46.38975 47.63017 16 5.824789 5.874464 5.535734 5.573804 0.0110762 9.422644 0.03504068 5244 1.2267638 up 5.849627 5.554769 0.035125 0.026919 0.2948575 1.053082
1607148_sVvi.7295 Transcr ibed locus 528.4747 491.7577 786.0248 838.4862 16 9.045691 8.941804 9.618431 9.711643 0.0106355 9.61912 0.03472738 5083 1.5924957 down 8.993748 9.665037 0.073459 0.065911 -0.671289 0.930545
1607149_aVvi.3126 Transcr ibed locus, moderately similar to NP_180654.1 aspartate aminotransferase, mitochon 974.5599 950.7728 936.8651 960.1976 16 9.928607 9.892957 9.871697 9.907187 0.4855526 0.84842 0.5373379 15001 1.0149013 up 9.910782 9.889442 0.025209 0.025095 0.02134 1.002158
1607150_aVvi.11593 Transcr ibed locus, weakly similar to NP_568624.1 COP1-interacting protein-related [Arabido 577.7987 551.5721 681.0506 613.0598 16 9.174423 9.107406 9.411618 9.259884 0.143264 2.349192 0.19036885 12493 1.1445937 down 9.140915 9.335751 0.047389 0.107292 -0.194836 0.97913
1607151_aVvi.12856 Transcr ibed locus 4.043179 4.063287 3.931232 3.953113 16 2.01549 2.022647 1.974981 1.982989 0.0174794 7.46423 0.04200267 6907 1.0281733 up 2.019069 1.978985 0.005061 0.005662 0.0400834 1.020255
1607152_aVvi.4070 Transcr ibed locus 6.879923 6.876826 6.599979 6.593291 16 2.782393 2.781743 2.722462 2.720999 1.76E-04 75.39862 0.0168302 170 1.0427097 up 2.782068 2.72173 4.59E-04 0.001034 0.0603376 1.022169
1607153_aVvi.8571 Transcr ibed locus, moderately similar to NP_193007.1 armadillo/beta-catenin repeat family pr 18.18071 18.37747 18.38925 18.41337 16 4.184337 4.199866 4.20079 4.202682 0.3432329 1.23169 0.39935192 14268 1.0067005 down 4.192102 4.201736 0.010981 0.001337 -0.0096345 0.997707
1607154_aVvi.5129 Transcr ibed locus, moderately similar to XP_416910.1 PREDICTED: similar to C2orf29 prote 1128.735 1074.866 1168.374 1098.014 16 10.14049 10.06994 10.19029 10.10068 0.5532641 0.706163 0.6004168 15297 1.0283041 down 10.10522 10.14548 0.049886 0.063361 -0.040267 0.996031
1607155_aVvi.14491 Transcr ibed locus 1041.518 1131.322 90.76763 91.91833 16 10.02447 10.14379 6.504106 6.52228 2.85E-04 59.17151 0.01827131 253 11.883929 up 10.08413 6.513193 0.084373 0.012851 3.57094 1.548263
1607156_aVvi.2693 Transcr ibed locus, weakly similar to NP_193847.2 ribophorin II (RPN2) family protein [Arabid  1676.509 1798.22 2776.118 2974.081 16 10.71125 10.81235 11.43885 11.53823 0.0093799 10.25246 0.03328976 4676 1.6548975 down 10.7618 11.48854 0.071495 0.070269 -0.726742 0.936742
1607157_aVvi.8656 Transcr ibed locus 48.46961 55.08068 157.3183 162.6672 16 5.599009 5.783474 7.297543 7.34578 0.0034016 17.10215 0.02783547 2026 3.0960317 down 5.691241 7.321662 0.130437 0.034109 -1.6304202 0.777316
1607158_aVvi.12452 Transcr ibed locus 4.085845 4.105473 3.984186 4.002887 16 2.030634 2.037548 1.994285 2.001041 0.0171525 7.536892 0.04158536 6846 1.0255718 up 2.034092 1.997663 0.004889 0.004777 0.0364285 1.018236
1607159_aVvi.1894 Transcr ibed locus, moderately similar to NP_177021.1 oxidoreductase family protein [Arabido 7.956724 8.588927 9.579489 7.582253 16 2.992174 3.102478 3.259949 2.922627 0.8274486 0.24774 0.85055417 16150 1.0309408 down 3.047326 3.091288 0.077996 0.238523 -0.0439616 0.985779
1607160_aVvi.8602 Transcr ibed locus, moderately similar to NP_176287.3 U2 snRNP auxiliary factor large subu 3204.706 3240.648 3510.461 3482.055 16 11.64598 11.66207 11.77745 11.76572 0.0070918 11.81146 0.03091369 3806 1.0849009 down 11.65402 11.77158 0.011378 0.008288 -0.1175635 0.990013
1607161_at 41.09868 47.81997 85.59879 76.10136 16 5.36102 5.579541 6.419519 6.24985 0.0246652 6.248933 0.05081807 8057 1.820587 down 5.470281 6.334684 0.154518 0.119974 -0.8644038 0.863544
1607162_s_at 8.973459 9.029494 9.313355 21.63067 16 3.165664 3.174645 3.219301 4.435006 0.392775 1.080823 0.44798368 14555 1.5767992 down 3.170155 3.827154 0.00635 0.859633 -0.6569989 0.828332
1607163_aVvi.11494 Transcr ibed locus, moderately similar to NP_564115.1 4-coumarate--CoA ligase family prote 7.166602 7.809556 9.933004 11.34183 16 2.841289 2.965241 3.31223 3.503582 0.047427 4.426871 0.07930133 9928 1.4187703 down 2.903265 3.407906 0.087647 0.135306 -0.504641 0.851921
1607164_aVvi.2788 Transcr ibed locus, moderately similar to NP_196111.1 hypothetical protein [Arabidopsis thalia 4.183713 4.180143 4.019942 4.040149 16 2.064784 2.063552 2.007175 2.014409 0.0046916 14.5481 0.02932391 2652 1.0376905 up 2.064168 2.010792 8.71E-04 0.005115 0.0533762 1.026545
1607165_aVvi.7333 Transcr ibed locus, moderately similar to NP_187319.1 peptidyl-prolyl cis- trans isomerase cyc 1355.479 1446.327 1605.064 1559.899 16 10.40459 10.49818 10.64842 10.60724 0.0746742 3.451218 0.11248931 11019 1.1300943 down 10.45138 10.62783 0.066179 0.029117 -0.176443 0.983398
1607166_aVvi.6267 Transcr ibed locus, weakly similar to NP_030524.1 ribonuclease 2 (RNS2) [Arabidopsis thalia 696.9945 782.4209 934.5591 918.5291 16 9.445004 9.611801 9.868142 9.843182 0.0604406 3.880818 0.09535635 10522 1.2546275 down 9.528402 9.855661 0.117944 0.01765 -0.327259 0.966795
1607167_aVvi.9532 Transcr ibed locus 893.1173 882.0704 1173.052 1112.936 16 9.802706 9.78475 10.19605 10.12016 0.0112601 9.344097 0.03517874 5313 1.287324 down 9.793728 10.1581 0.012697 0.053666 -0.364375 0.96413
1607168_at 4.179259 4.196289 4.070862 4.106199 16 2.063247 2.069114 2.025334 2.037804 0.0374197 5.023289 0.06669977 9313 1.0242809 up 2.066181 2.031569 0.004148 0.008817 0.0346115 1.017037
1607169_aVvi.9326 Transcr ibed locus, moderately similar to NP_568417.1 expressed protein [Arabidopsis thalian 330.7743 308.8927 391.2394 374.0968 16 8.369703 8.270962 8.611908 8.547268 0.048099 4.393493 0.08012637 9965 1.1968608 down 8.320333 8.579588 0.069821 0.045707 -0.259255 0.969782
1607170_sVvi.3371 Transcr ibed locus, weakly similar to NP_566871.1 phytosulfokines-related [Arabidopsis thalia 254.6632 213.0924 180.6887 131.2138 16 7.992447 7.735335 7.497362 7.035775 0.1521826 2.261025 0.20042323 12605 1.5129067 up 7.863892 7.266569 0.181806 0.326391 0.5973229 1.082202
1607171_aVvi.880 Transcr ibed locus 1849.013 1829.839 1656.836 1635.177 16 10.85254 10.8375 10.69422 10.67523 0.0056586 13.2372 0.02979867 3148 1.1175175 up 10.84502 10.68472 0.010634 0.013424 0.160297 1.015002
1607172_at 4.260153 4.273077 6.654878 4.87176 13 2.090905 2.095275 2.734412 2.284443 0.2054723 1.850429 0.25760838 13241 1.3345354 down 2.09309 2.509428 0.00309 0.318176 -0.4163375 0.834091
1607173_s_at 354.1269 462.7967 252.6429 286.1999 9 8.468123 8.854235 7.980956 8.160879 0.1092726 2.771339 0.15271857 11878 1.5055195 up 8.661179 8.070917 0.273023 0.127225 0.590262 1.073134
1607174_aVvi.11170 Transcr ibed locus, moderately similar to NP_180232.1 beta-ketoacyl-CoA synthase, putative [A6.226787 5.875959 14.7101 29.91261 16 2.638488 2.554824 3.878735 4.902682 0.073105 3.492553 0.11061695 10971 3.4678762 down 2.596656 4.390708 0.059159 0.72404 -1.7940524 0.591398
1607175_aVvi.11927 Transcr ibed locus 65.18182 53.16041 83.08567 73.2991 16 6.026398 5.73228 6.376528 6.195723 0.1425582 2.356492 0.18958281 12483 1.325729 down 5.879339 6.286125 0.207973 0.127848 -0.406786 0.935288
1607176_aVvi.15663 Transcr ibed locus 221.4456 236.191 233.9085 226.8232 16 7.790809 7.88381 7.8698 7.825424 0.8599995 0.19996 0.879386 16235 1.0071667 down 7.837309 7.847612 0.065762 0.031379 -0.0103026 0.998687
1607177_aVvi.10118 Transcr ibed locus 6.829565 6.778509 6.233702 6.200842 16 2.771794 2.760968 2.640089 2.632464 0.0025796 19.651 0.0266497 1606 1.0943726 up 2.766381 2.636277 0.007655 0.005392 0.1301041 1.049351
1607178_aVvi.3196 Transcr ibed locus, strongly similar to NP_919109.1 casein kinase II alpha subunit [Oryza sati 2890.728 2874.098 2051.811 2146.003 16 11.49722 11.48889 11.00268 11.06744 0.0050417 14.03019 0.02943507 2837 1.3736328 up 11.49306 11.03506 0.005886 0.045788 0.457996 1.041504
1607179_at 655.3245 605.3456 733.3792 708.2584 16 9.356066 9.241615 9.518415 9.468132 0.0896621 3.110699 0.1298587 11462 1.1442745 down 9.298841 9.493274 0.080929 0.035556 -0.1944335 0.979519
1607180_aVvi.2682 Transcr ibed locus, strongly similar to NP_919109.1 casein kinase II alpha subunit [Oryza sati 1102.834 1114.805 1077.919 1119.929 16 10.107 10.12258 10.07403 10.12919 0.6908225 0.45977 0.72694653 15776 1.0091747 up 10.11479 10.10161 0.011013 0.039003 0.013176 1.001304
1607181_aVvi.13490 Transcr ibed locus 11.17626 10.42036 11.32194 10.87842 16 3.482366 3.381333 3.501049 3.443397 0.5593772 0.694152 0.6056727 15332 1.0283799 down 3.43185 3.472223 0.071441 0.040766 -0.0403733 0.988372
1607182_sVvi.6989 Transcr ibed locus, strongly similar to NP_566108.1 universal stress protein (USP) family pro 5117.381 4848.765 621.9061 613.4509 16 12.32119 12.2434 9.280553 9.260804 1.77E-04 75.05017 0.0168302 173 8.064676 up 12.2823 9.270679 0.055005 0.013964 3.0116165 1.324854
1607183_aVvi.8862 Transcr ibed locus 110.1826 108.9777 114.1998 100.4549 16 6.783752 6.76789 6.835417 6.650404 0.7568775 0.354462 0.78766876 15952 1.0230739 up 6.775821 6.74291 0.011216 0.130824 0.0329103 1.004881
1607184_aVvi.8113 Transcr ibed locus, moderately similar to NP_182099.1 dehydration-responsive family protein 482.4999 494.112 450.7659 387.3849 16 8.914385 8.948694 8.816235 8.597624 0.1794763 2.030039 0.22973412 12969 1.1684616 up 8.93154 8.706929 0.02426 0.154581 0.224611 1.025797
1607185_aVvi.11887 Transcr ibed locus, moderately similar to NP_190756.1 high mobility group protein alpha (HM 22.24424 26.47656 11.63724 17.06679 16 4.47536 4.726644 3.540677 4.09312 0.1227898 2.583932 0.16794826 12137 1.7220218 up 4.601002 3.816898 0.177684 0.390636 0.7841034 1.205429
1607186_aVvi.15074 Transcr ibed locus 4.897116 4.970987 4.846917 4.804 16 2.291932 2.313532 2.277067 2.264236 0.1251793 2.553806 0.17065418 12177 1.0224857 up 2.302733 2.270652 0.015274 0.009073 0.0320807 1.014128
1607187_aVvi.4621 Transcr ibed locus, weakly similar to NP_175437.1 disease resistance protein (CC-NBS-LRR 9.495925 8.792419 9.23214 9.32251 16 3.247309 3.13626 3.206665 3.220718 0.7332454 0.391432 0.76581156 15895 1.0153009 down 3.191784 3.213692 0.078523 0.009937 -0.0219073 0.993183
1607188_aVvi.823 Transcr ibed locus 399.8871 392.9457 452.7599 472.7368 16 8.643449 8.618186 8.822602 8.884893 0.0219826 6.632957 0.04736598 7704 1.1671022 down 8.630817 8.853748 0.017864 0.044046 -0.222931 0.974821
1607189_aVvi.2019 Transcr ibed locus, moderately similar to NP_186955.1 cellulose synthase family protein (CslD 614.6813 658.8476 1057.41 1117.275 16 9.263695 9.363801 10.04632 10.12577 0.0067767 12.08576 0.03073394 3656 1.707987 down 9.313747 10.08604 0.070786 0.056179 -0.772297 0.923429
1607190_at 6.049258 5.739769 8.001365 6.121354 16 2.596758 2.520993 3.000246 2.613851 0.3346129 1.260551 0.39085647 14212 1.1877021 down 2.558875 2.807048 0.053574 0.273223 -0.248173 0.911589
1607191_sVvi.1441 Transcr ibed locus, moderately similar to NP_181375.1 VHS domain-containing protein / GAT   311.4782 316.9336 205.7567 215.3749 16 8.282988 8.308037 7.684795 7.750706 0.0037028 16.38791 0.02823081 2174 1.4925318 up 8.295512 7.717751 0.017712 0.046606 0.5777615 1.074861
1607192_aVvi.14745 Transcr ibed locus 5.537914 5.599083 5.321153 5.31278 16 2.469343 2.485191 2.411739 2.409467 0.0141146 8.327795 0.03812385 6145 1.047292 up 2.477267 2.410603 0.011206 0.001606 0.0666638 1.027654
1607193_aVvi.683 Transcr ibed locus, moderately similar to NP_189399.1 alternative oxidase 1c, mitochondrial (A4.315369 4.406943 3.98957 3.957931 16 2.109484 2.139778 1.996233 1.984747 0.0142724 8.280639 0.0382645 6191 1.0974393 up 2.124631 1.99049 0.021421 0.008122 0.1341413 1.067391
1607194_aVvi.3612 Transcr ibed locus, moderately similar to NP_196946.1 copine-related [Arabidopsis thaliana] 51.15807 52.62404 68.82905 71.73803 16 5.67689 5.71765 6.104946 6.164667 0.0067581 12.10256 0.0307196 3651 1.3542895 down 5.69727 6.134806 0.028822 0.042229 -0.437536 0.92868
1607195_aVvi.9521 Transcr ibed locus, weakly similar to NP_173499.1 calcium-binding EF hand family protein [Ar 628.3699 619.7564 683.6284 652.1815 16 9.29547 9.275558 9.417069 9.34913 0.1102464 2.756766 0.15384646 11896 1.0699806 down 9.285514 9.383099 0.01408 0.04804 -0.097585 0.9896
1607196_aVvi.1964 Transcr ibed locus 587.5246 619.0301 1554.543 1646.33 16 9.198505 9.273866 10.60228 10.68504 0.0015774 25.14861 0.02483053 1048 2.6527169 down 9.236185 10.64366 0.053288 0.058522 -1.407471 0.867764
1607197_aVvi.4819 Transcr ibed locus 3.368584 3.380873 3.271459 3.285757 16 1.752142 1.757396 1.709934 1.716226 0.0095258 10.17252 0.03340679 4733 1.0293183 up 1.754769 1.71308 0.003715 0.004449 0.0416892 1.024336
1607198_aVvi.15029 Transcr ibed locus 4.431661 4.081204 3.921143 3.925872 16 2.147847 2.028995 1.971274 1.973013 0.1895604 1.956455 0.24056576 13081 1.0839343 up 2.088421 1.972144 0.084041 0.00123 0.1162772 1.05896
1607199_aVvi.12049 Transcr ibed locus, weakly similar to NP_171828.1 expressed protein [Arabidopsis thaliana] 220.4887 213.1097 155.9874 165.3243 16 7.784562 7.735453 7.285286 7.369155 0.0123739 8.906076 0.03633391 5653 1.3498378 up 7.760007 7.327221 0.034725 0.059304 0.432786 1.059066
1607200_aVvi.5661 Transcr ibed locus 173.4331 177.9769 183.9155 186.302 16 7.438236 7.475546 7.5229 7.5415 0.0688 3.612853 0.10559448 10816 1.0535865 down 7.456891 7.5322 0.026382 0.013152 -0.075309 0.990002
1607201_aVvi.15060 Transcr ibed locus 2.963002 2.977797 2.877891 2.883486 16 1.56706 1.574245 1.525012 1.527814 0.007513 11.47189 0.03126878 3988 1.0311394 up 1.570652 1.526413 0.005081 0.001981 0.0442393 1.028983
1607202_sVvi.1305 Transcr ibed locus, moderately similar to NP_568190.1 TATA-binding protein-associated pho 841.107 771.5122 638.3176 591.9601 16 9.716146 9.591545 9.318131 9.209356 0.0421229 4.717079 0.07267721 9621 1.3104855 up 9.653845 9.263743 0.088106 0.076915 0.390102 1.042111
1607203_aVvi.15738 Transcr ibed locus 3.798369 3.87687 3.666446 3.671965 16 1.92538 1.954893 1.874382 1.876552 0.0485668 4.370657 0.08069517 9991 1.0458449 up 1.940136 1.875467 0.020869 0.001535 0.0646689 1.034481
1607204_aVvi.11691 Transcr ibed locus 113.0816 130.5626 123.9279 119.249 16 6.82122 7.028597 6.953357 6.897833 0.9954851 0.006392 0.99608505 16591 1.0004758 down 6.924909 6.925595 0.146638 0.039261 -0.0006864 0.999901
1607205_aVvi.14963 Transcr ibed locus 5.159271 5.705596 5.029221 5.02319 16 2.367167 2.512378 2.330335 2.328604 0.2680747 1.51911 0.323349 13763 1.079455 up 2.439772 2.329469 0.102679 0.001224 0.1103032 1.047351
1607206_aVvi.9075 Transcr ibed locus, moderately similar to NP_175365.1 ribosomal protein S17 family protein [A  907.2513 893.4893 1021.861 981.0792 16 9.825358 9.803307 9.996984 9.938226 0.0394515 4.884426 0.0692948 9451 1.1120886 down 9.814333 9.967605 0.015593 0.041548 -0.153272 0.984623
1607207_aVvi.12554 Transcr ibed locus, weakly similar to NP_197012.1 protein kinase, putative [Arabidopsis thalian 208.4554 206.633 231.7203 225.6025 16 7.703595 7.690927 7.856241 7.817639 0.0205019 6.87613 0.04550574 7477 1.1016603 down 7.697261 7.83694 0.008958 0.027296 -0.1396793 0.982177
1607208_at 12.4761 11.96227 11.3237 10.98752 16 3.641095 3.58042 3.501274 3.457794 0.0722397 3.515897 0.10953733 10948 1.0952221 up 3.610757 3.479534 0.042904 0.030745 0.1312234 1.037713
1607209_aVvi.13147 Transcr ibed locus, moderately similar to NP_177004.1 gravity-responsive protein / altered res 733.968 690.3348 672.4121 650.6588 16 9.519573 9.431152 9.393202 9.345758 0.1692782 2.110372 0.21885808 12840 1.0761526 up 9.475363 9.36948 0.062523 0.033548 0.105883 1.011301
1607210_s_at 254.2657 251.184 196.0817 209.5401 16 7.990193 7.972601 7.615311 7.711082 0.0226197 6.535663 0.0481576 7797 1.2467741 up 7.981397 7.663197 0.012439 0.067721 0.3182001 1.041523
1607211_aVvi.10329 Transcr ibed locus, moderately similar to NP_175565.1 kelch repeat-containing protein [Arabi  567.3402 573.9505 725.5118 707.7422 16 9.14807 9.164783 9.502855 9.46708 0.0035918 16.64081 0.02809704 2114 1.2557435 down 9.156426 9.484968 0.011817 0.025297 -0.328542 0.965362
1607212_sVvi.7970 Transcr ibed locus, moderately similar to NP_564124.1 high mobility group protein beta2 (HM 2560.773 2608.276 3066.326 2996.076 16 11.32236 11.34888 11.5823 11.54886 0.0085001 10.77721 0.03209319 4395 1.1727982 down 11.33562 11.56558 0.01875 0.023643 -0.2299545 0.980117
1607213_aVvi.15488 Transcr ibed locus 1168.135 1296.968 522.6334 518.5829 16 10.18999 10.34093 9.029655 9.018431 0.0036955 16.40426 0.02823081 2170 2.3643048 up 10.26546 9.024043 0.106728 0.007937 1.241416 1.137568
1607214_aVvi.2512 Transcr ibed locus, strongly similar to NP_187757.1 small nuclear ribonucleoprotein G, putati 6522.69 6711.021 6823.281 6884.663 16 12.67125 12.71232 12.73625 12.74917 0.1416539 2.365919 0.18851607 12474 1.0359298 down 12.69178 12.74271 0.029037 0.009136 -0.050926 0.996004
1607215_aVvi.6024 Transcr ibed locus 7.241146 7.287101 6.922427 6.944207 16 2.856218 2.865345 2.791278 2.79581 0.0056932 13.19652 0.02983043 3166 1.0477089 up 2.860782 2.793544 0.006454 0.003205 0.0672379 1.024069
1607216_aVvi.2364 Transcr ibed locus 7.098704 7.146755 6.699162 6.929274 16 2.827556 2.837288 2.743981 2.792704 0.1231465 2.579383 0.16835298 12143 1.0454177 up 2.832422 2.768343 0.006882 0.034453 0.0640795 1.023147
1607217_aVvi.634 Transcr ibed locus 291.6116 275.8242 268.6587 308.3098 16 8.187904 8.107605 8.069631 8.268237 0.861532 0.197728 0.8807361 16239 1.0147886 down 8.147755 8.168934 0.05678 0.140436 -0.021179 0.997407
1607218_aVvi.3221 Transcr ibed locus, weakly similar to NP_188036.1 DNAJ heat shock N-terminal domain-conta 84.25742 81.68973 70.91418 53.19217 16 6.396732 6.352083 6.148002 5.733142 0.1731059 2.079468 0.22292155 12891 1.3508201 up 6.374407 5.940572 0.031572 0.293351 0.4338353 1.073029
1607219_aVvi.14655 Transcr ibed locus 42.57297 35.3825 32.08386 34.41931 16 5.411866 5.144964 5.003776 5.105146 0.257239 1.568833 0.31200188 13687 1.1679299 up 5.278415 5.054461 0.188728 0.07168 0.2239537 1.044308
1607220_aVvi.12845 Transcr ibed locus, moderately similar to XP_466505.1 putative protein kinase [Oryza sativa (ja 648.1411 587.4694 170.0497 171.942 16 9.340164 9.19837 7.409813 7.425778 0.0014816 25.95093 0.02457278 1000 3.6086817 up 9.269267 7.417795 0.100264 0.011289 1.851472 1.249599
1607221_aVvi.11203 Transcr ibed locus, weakly similar to NP_181661.1 strictosidine synthase family protein [Arabi  4.41672 4.422928 4.313136 4.843556 16 2.142976 2.145002 2.108737 2.276067 0.6213251 0.578617 0.66337955 15548 1.0341269 down 2.143989 2.192402 0.001433 0.11832 -0.0484134 0.977918
1607222_at 4.996548 5.000176 4.788206 4.811079 16 2.320932 2.321979 2.259485 2.266361 0.0035107 16.83275 0.02806224 2076 1.041406 up 2.321456 2.262923 7.41E-04 0.004862 0.0585327 1.025866
1607223_aVvi.970 Transcr ibed locus, weakly similar to NP_195693.1 L-ascorbate oxidase, putative [Arabidopsis 4.243186 4.262123 4.12325 4.122768 16 2.085148 2.091572 2.043782 2.043613 0.0051365 13.89921 0.02943507 2893 1.031442 up 2.08836 2.043697 0.004543 1.19E-04 0.0446626 1.021854
1607224_aVvi.2025 Transcr ibed locus, weakly similar to NP_171991.1 expressed protein [Arabidopsis thaliana] 645.8666 586.5862 361.4024 378.8035 16 9.335093 9.196199 8.497462 8.565306 0.0108989 9.500278 0.03491764 5181 1.6635468 up 9.265646 8.531384 0.098212 0.047973 0.7342625 1.086066
1607225_aVvi.9031 Transcr ibed locus, weakly similar to NP_195325.1 pathogenesis-related thaumatin family prot 17.03062 17.20506 20.77294 21.58058 16 4.090059 4.104761 4.376634 4.431662 0.0085103 10.77064 0.03209635 4401 1.2369074 down 4.09741 4.404148 0.010396 0.038911 -0.3067376 0.930353
1607226_aVvi.7742 Transcr ibed locus, moderately similar to XP_467706.1 putative AAA family ATPase [Oryza sa   265.2259 258.3009 295.5234 291.9401 16 8.051078 8.012909 8.207129 8.189528 0.0155908 7.914827 0.03961399 6533 1.1222034 down 8.031994 8.198328 0.026989 0.012445 -0.166334 0.979711
1607227_s_at 5.627202 5.692729 5.156753 5.171458 16 2.492418 2.509121 2.366463 2.370571 0.0042021 15.37774 0.0288901 2411 1.0960034 up 2.500769 2.368517 0.011811 0.002905 0.1322521 1.055838
1607228_aVvi.1600 Transcr ibed locus, weakly similar to NP_193283.2 UDP-glucoronosyl/UDP-glucosyl transfer 4.175459 4.415632 4.282378 4.487343 16 2.061935 2.14262 2.098412 2.165862 0.6273753 0.567868 0.6687437 15574 1.0209128 down 2.102277 2.132137 0.057053 0.047694 -0.0298595 0.985996
1607229_aVvi.15256 Transcr ibed locus 3.880652 3.904342 3.774507 3.790354 16 1.956299 1.965079 1.916288 1.922332 0.0161894 7.763567 0.04035676 6659 1.0290968 up 1.960689 1.91931 0.006209 0.004274 0.0413788 1.021559
1607230_aVvi.15255 Transcr ibed locus 5.830052 5.879901 5.505235 5.53821 16 2.543509 2.555792 2.460804 2.46942 0.0077825 11.26925 0.03142282 4110 1.0603483 up 2.54965 2.465112 0.008685 0.006092 0.0845382 1.034294
1607231_aVvi.14300 Transcr ibed locus 4.829014 4.866114 4.679061 4.625094 16 2.271729 2.28277 2.226219 2.209483 0.0273237 5.924958 0.05386236 8421 1.0420313 up 2.277249 2.217851 0.007807 0.011834 0.0593986 1.026782
1607232_aVvi.3761 Transcr ibed locus 4.15972 4.18446 3.997592 4.017428 16 2.056487 2.065042 1.999131 2.006272 0.0090836 10.4207 0.03284026 4588 1.0410665 up 2.060764 2.002702 0.006049 0.005049 0.0580622 1.028992
1607233_aVvi.7199 Transcr ibed locus, weakly similar to NP_568222.1 expressed protein [Arabidopsis thaliana] 1677.634 1599.682 1497.673 1494.091 16 10.71221 10.64357 10.54851 10.54505 0.0623446 3.815229 0.09771028 10592 1.0951369 up 10.67789 10.54678 0.048538 0.002442 0.131111 1.012431
1607234_aVvi.10631 Transcr ibed locus, weakly similar to NP_919459.1 putative serine carboxypeptidase [Oryza sa 5.964291 5.654502 5.380893 5.377879 16 2.576351 2.4994 2.427846 2.427037 0.1029839 2.870087 0.14529146 11766 1.0795527 up 2.537875 2.427442 0.054412 5.72E-04 0.1104336 1.045494
1607235_aVvi.3680 Transcr ibed locus 298.1242 277.034 278.9547 294.5484 16 8.21977 8.113919 8.123887 8.202361 0.9601033 0.056468 0.96574587 16504 1.0025821 up 8.166844 8.163124 0.074847 0.05549 0.00372 1.000456
1607236_at 798.9773 813.1408 873.8519 1053.412 16 9.642011 9.667361 9.771245 10.04085 0.20452 1.856462 0.25651133 13236 1.1903318 down 9.654686 9.90605 0.017926 0.190643 -0.251364 0.974625
1607237_aVvi.10534 Transcr ibed locus, moderately similar to NP_190240.1 mitochondrial import inner membrane 3658.289 3157.302 5302.817 5300.081 16 11.83695 11.62448 12.37254 12.3718 0.0263511 6.037858 0.05277233 8288 1.5599033 down 11.73072 12.37217 0.150244 5.27E-04 -0.641456 0.948153
1607238_aVvi.5260 Transcr ibed locus, moderately similar to XP_469392.1 unknown protein [Oryza sativa (japonic 459.1361 386.6138 706.4717 701.1197 16 8.842778 8.594749 9.464488 9.453517 0.0269889 5.963144 0.05345622 8381 1.6704527 down 8.718763 9.459003 0.175383 0.007758 -0.7402395 0.921742
1607239_aVvi.6389 Transcr ibed locus, weakly similar to NP_850285.1 protein kinase family protein [Arabidopsis t 219.739 233.9393 191.021 209.238 16 7.779647 7.86999 7.577587 7.709001 0.150556 2.276566 0.19854875 12588 1.1340815 up 7.824819 7.643294 0.063882 0.092924 0.1815243 1.023749
1607240_aVvi.9534 Transcr ibed locus, weakly similar to NP_564107.1 subtilase family protein [Arabidopsis thalia 6.233738 5.591032 6.437187 7.304935 16 2.640098 2.483115 2.686431 2.868872 0.2144581 1.795263 0.26707917 13330 1.1615449 down 2.561606 2.777651 0.111004 0.129005 -0.2160448 0.92222
1607241_aVvi.1741 Transcr ibed locus, moderately similar to NP_181051.1 potassi um transporter family protein [A  228.3539 264.5941 221.7914 212.4033 16 7.835127 8.047637 7.793059 7.730662 0.246446 1.621097 0.3006906 13606 1.1325079 up 7.941382 7.761861 0.150267 0.044122 0.179521 1.023129
1607242_aVvi.2144 Transcr ibed locus, moderately similar to NP_173906.2 glutamine-tRNA ligase, putative / glut 706.3079 732.403 942.972 933.3812 16 9.464153 9.516494 9.881071 9.866323 0.0049922 14.10011 0.02943507 2807 1.3043882 down 9.490324 9.873697 0.03701 0.010429 -0.383373 0.961172
1607243_aVvi.3646 Transcr ibed locus, strongly similar to NP_917622.1 putative H+-transporting ATPase [Oryza 2133.723 2166.342 2669.186 2472.831 16 11.05916 11.08105 11.38218 11.27195 0.0446445 4.572809 0.07594501 9758 1.1949627 down 11.0701 11.32707 0.015477 0.077949 -0.256965 0.977314
1607244_aVvi.8814 Transcr ibed locus, moderately similar to XP_469533.1 putative reductase [Oryza sativa (japon 1308.752 1209.682 1556.852 1511.555 16 10.35398 10.24041 10.60442 10.56182 0.0421633 4.714668 0.07270852 9626 1.21919 down 10.29719 10.58312 0.080302 0.030121 -0.285923 0.972983
1607245_aVvi.11687 Transcr ibed locus 4.527237 4.553685 4.580956 4.405622 16 2.178631 2.187034 2.195649 2.139346 0.6439898 0.538774 0.6844117 15620 1.0106863 up 2.182833 2.167497 0.005942 0.039812 0.0153353 1.007075
1607246_aVvi.1806 Transcr ibed locus 10.7458 9.648658 10.19253 13.24189 16 3.425701 3.270328 3.349441 3.727037 0.4498265 0.931756 0.5034393 14833 1.140941 down 3.348015 3.538239 0.109865 0.267001 -0.1902242 0.946238
1607247_at 4.271304 4.32545 4.138322 4.159116 16 2.094677 2.11285 2.049046 2.056277 0.034728 5.225327 0.06337851 9096 1.0360559 up 2.103763 2.052661 0.012851 0.005113 0.0511019 1.024895
1607248_aVvi.6210 Transcr ibed locus, moderately similar to NP_566008.1 expressed protein [Arabidopsis thalian 231.2205 217.4316 197.8037 196.2363 16 7.853126 7.764418 7.627926 7.616448 0.0529339 4.17194 0.0862084 10193 1.1380662 up 7.808772 7.622187 0.062726 0.008116 0.1865846 1.024479
1607249_aVvi.12678 Transcr ibed locus, moderately similar to NP_187040.1 adenylylsulfate kinase, putative [Arabid 85.10567 83.92179 80.79185 82.93798 16 6.411183 6.390974 6.336138 6.373961 0.1649252 2.146694 0.21423109 12780 1.032419 up 6.401078 6.35505 0.01429 0.026745 0.0460284 1.007243
1607250_at 48.33008 39.74693 78.53315 75.63025 16 5.59485 5.312771 6.295229 6.240892 0.0297354 5.668996 0.0569791 8663 1.7583838 down 5.453811 6.268061 0.199459 0.038423 -0.81425 0.870095
1607251_aVvi.10688 Transcr ibed locus, strongly similar to NP_849481.1 transcr iption initiation factor IID (TFIID)      373.7029 362.4683 356.7122 375.7554 16 8.545748 8.501711 8.478617 8.55365 0.8774567 0.174618 0.89426255 16289 1.0052791 up 8.523729 8.516133 0.031139 0.053056 0.007596 1.000892
1607252_sVvi.4681 Transcr ibed locus, strongly similar to NP_568238.1 expressed protein [Arabidopsis thaliana] 5954.526 5931.301 7239.146 7029.983 16 12.53977 12.53413 12.8216 12.77931 0.0064926 12.35002 0.03048215 3535 1.2003899 down 12.53695 12.80046 0.003987 0.029909 -0.263503 0.979415
1607253_sVvi.7545 Transcr ibed locus, moderately similar to XP_478512.1 putative thiamine biosynthesis protein [ 27.01416 32.38922 10.58823 11.49366 16 4.755644 5.017442 3.404389 3.522766 0.0100391 9.905179 0.033945 4909 2.6813607 up 4.886543 3.463578 0.185119 0.083705 1.4229655 1.410837
1607254_aVvi.4235 Transcr ibed locus, weakly similar to NP_190723.1 protein kinase family protein [Arabidopsis t 4.123255 4.147471 3.982646 3.974613 16 2.043784 2.052232 1.993727 1.990814 0.0063648 12.4746 0.03037423 3476 1.0393897 up 2.048008 1.992271 0.005974 0.00206 0.0557368 1.027977
1607255_aVvi.12963 Transcr ibed locus, moderately similar to NP_180567.1 Ran-binding protein 1b (RanBP1b) [A 1109.03 1084.205 1348.751 1320.232 16 10.11508 10.08242 10.39741 10.36658 0.0062278 12.61232 0.03025465 3412 1.2169242 down 10.09875 10.38199 0.023094 0.021802 -0.283239 0.972718
1607256_sVvi.8098 Transcr ibed locus, moderately similar to NP_199599.1 eukaryotic peptide chain release factor    1371.018 1339.141 1432.809 1439.619 16 10.42103 10.38709 10.48463 10.49147 0.0399529 4.851766 0.06996822 9479 1.0599442 down 10.40406 10.48805 0.023999 0.004837 -0.083988 0.991992
1607257_aVvi.4028 Transcr ibed locus, moderately similar to XP_467454.1 DNA-binding protein-like [Oryza sativa 292.2473 297.9079 470.365 490.1888 16 8.191046 8.218722 8.877637 8.937194 0.0021776 21.39463 0.02580234 1400 1.6273582 down 8.204884 8.907415 0.01957 0.042113 -0.702531 0.92113
1607258_aVvi.3013 Transcr ibed locus, strongly similar to NP_199475.1 clathrin adaptor complexes medium subu 1127.755 1123.367 1303.218 1246.927 16 10.13924 10.13361 10.34786 10.28416 0.0302684 5.616531 0.05770266 8707 1.1325599 down 10.13643 10.31601 0.003977 0.045044 -0.179587 0.982591
1607259_sVvi.1884 Transcr ibed locus, moderately similar to NP_187967.1 60S ribosomal protein L7 (RPL7D) [A 12064.81 12152.55 13213.7 13671.5 16 13.55852 13.56897 13.68975 13.73888 0.026718 5.994564 0.05317327 8341 1.1100086 down 13.56375 13.71432 0.007392 0.034745 -0.15057 0.989021
1607260_aVvi.15134 Transcr ibed locus 4.064277 4.083804 3.924137 3.920245 16 2.022999 2.029914 1.972375 1.970944 0.0041263 15.51934 0.02878343 2379 1.0387127 up 2.026456 1.971659 0.00489 0.001012 0.0547966 1.027792
1607261_aVvi.10927 Transcr ibed locus 4.462163 4.472836 4.296683 4.313842 16 2.157743 2.16119 2.103223 2.108973 0.0039217 15.92149 0.02848491 2284 1.0376847 up 2.159466 2.106098 0.002437 0.004066 0.0533681 1.02534
1607262_at 176.6003 175.5364 187.0304 172.0218 16 7.464344 7.455626 7.547128 7.426448 0.7010415 0.443054 0.73634636 15805 1.0187525 down 7.459985 7.486788 0.006164 0.085334 -0.0268033 0.99642
1607263_aVvi.8217 Transcr ibed locus, weakly similar to NP_568607.1 expressed protein [Arabidopsis thaliana] 1467.113 1677.535 2430.053 2503.322 16 10.51876 10.71213 11.24677 11.28963 0.0222497 6.591662 0.04766686 7748 1.5721663 down 10.61545 11.2682 0.136728 0.030304 -0.652754 0.942071
1607264_aVvi.10935 Transcr ibed locus, weakly similar to XP_468120.1 putative CCR4-NOT transcr iption complex 837.012 838.2047 944.041 912.259 16 9.709105 9.711159 9.882706 9.8333 0.0268363 5.98078 0.05331107 8356 1.1079333 down 9.710132 9.858003 0.001453 0.034935 -0.147871 0.985
1607265_aVvi.8524 Transcr ibed locus 6.918644 7.005131 6.420993 6.434217 16 2.790489 2.808412 2.682797 2.685765 0.0061629 12.67924 0.03021735 3384 1.0831031 up 2.799451 2.68428 0.012673 0.002099 0.1151705 1.042906
1607266_aVvi.3113 Transcr ibed locus, weakly similar to NP_567985.1 voltage-gated chloride channel family prote  181.1786 149.612 15.87644 11.94082 16 7.501268 7.225083 3.988815 3.577829 0.004749 14.45925 0.02932456 2681 11.957576 up 7.363175 3.783322 0.195293 0.290611 3.5798531 1.946219
1607267_aVvi.5776 Transcr ibed locus, weakly similar to XP_479554.1 unknown protein [Oryza sativa (japonica cu 155.0579 170.4511 339.8336 296.9557 16 7.276663 7.413215 8.408685 8.214104 0.01479 8.131228 0.03877961 6327 1.9540333 down 7.344939 8.311394 0.096557 0.13759 -0.9664552 0.883719
1607268_aVvi.4787 Transcr ibed locus, weakly similar to NP_188324.1 TENA/THI-4 family protein [Arabidopsis th 8.404841 8.457044 7.928108 8.151438 16 3.07122 3.080154 2.986977 3.027055 0.0789434 3.344825 0.11744968 11157 1.0487503 up 3.075687 3.007016 0.006317 0.028339 0.0686713 1.022837
1607269_at 5.600715 5.633799 5.386382 5.326376 16 2.485611 2.494108 2.429317 2.413154 0.0172438 7.516398 0.04169149 6865 1.0487162 up 2.48986 2.421235 0.006008 0.011429 0.0686243 1.028343
1607270_aVvi.1474 Transcr ibed locus, weakly similar to XP_469495.1 putative basic protein [Oryza sativa] 1726.503 2385.711 10814.75 9067.901 16 10.75364 11.2202 13.40071 13.14655 0.0132286 8.607967 0.03713268 5913 4.8794303 down 10.98692 13.27363 0.329912 0.179718 -2.286713 0.827725
1607271_aVvi.1200 Transcr ibed locus, moderately similar to NP_189236.3 plastid-lipid associated protein PAP /    227.5611 207.1334 172.2219 183.5091 16 7.83011 7.694417 7.428125 7.519708 0.0719903 3.522701 0.10924169 10939 1.22124 up 7.762263 7.473917 0.09595 0.064759 0.2883468 1.03858
1607272_aVvi.2006 Transcr ibed locus, moderately similar to NP_197666.1 glycosyl transferase family 2 protein [A 187.5026 271.6634 2434.437 2472.066 16 7.550766 8.085676 11.24937 11.2715 0.0059931 12.85926 0.03011482 3299 10.869517 down 7.818221 11.26044 0.378239 0.015648 -3.442216 0.694309
1607273_aVvi.2787 Transcr ibed locus, weakly similar to NP_568358.1 plastid-specific ribosomal protein-related [ 126.924 143.318 141.4632 152.5923 16 6.987822 7.163076 7.144282 7.253539 0.3543753 1.195633 0.41033193 14337 1.0893456 down 7.075449 7.198911 0.123924 0.077256 -0.1234617 0.98285
1607274_sVvi.12008 Transcr ibed locus, weakly similar to NP_567661.1 SWIB complex BAF60b domain-containing 337.5236 354.7925 564.3725 605.6234 16 8.398845 8.470832 9.140504 9.242277 0.0067192 12.13792 0.03067327 3635 1.6894488 down 8.434838 9.191391 0.050903 0.071965 -0.756553 0.917689
1607275_aVvi.9587 Transcr ibed locus, moderately similar to NP_850593.1 coatomer protein complex, subunit bet 1511.18 1416.098 1934.292 1797.21 16 10.56146 10.46771 10.91759 10.81154 0.0385441 4.945115 0.06812228 9392 1.2745466 down 10.51458 10.86457 0.066294 0.074986 -0.349984 0.967787
1607276_at 160.5313 140.7172 30.46935 47.96843 16 7.326711 7.136655 4.929287 5.584014 0.0285201 5.793979 0.05541316 8543 3.9313717 up 7.231683 5.25665 0.134389 0.462962 1.975033 1.375721
1607277_aVvi.966 Transcr ibed locus, moderately similar to NP_916550.1 putative vesicle transport v-SNARE pr 1650.04 1600.66 1545.938 1482.821 16 10.68829 10.64445 10.59427 10.53413 0.1109829 2.745864 0.15471816 11908 1.0733875 up 10.66637 10.5642 0.030995 0.042524 0.1021705 1.009671
1607278_aVvi.7428 Transcr ibed locus, weakly similar to NP_566210.1 SWIB complex BAF60b domain-containing 379.4099 344.7068 835.2682 827.7845 16 8.567614 8.429226 9.706096 9.693111 0.0033308 17.28378 0.02783547 1976 2.2992833 down 8.49842 9.699604 0.097855 0.009181 -1.201184 0.876162
1607279_aVvi.6528 Transcr ibed locus, moderately similar to NP_564839.1 DSS1/SEM1 family protein [Arabidops 6270.093 5978.459 5500.643 5960.623 16 12.61427 12.54556 12.42538 12.54125 0.2879457 1.434214 0.343573 13913 1.0692489 up 12.57991 12.48332 0.048588 0.081927 0.096598 1.007738
1607280_aVvi.8039 Transcr ibed locus, strongly similar to NP_187991.1 endomembrane protein 70, putative [Arab 2154.984 2361.996 3540.262 3496.924 16 11.07346 11.20579 11.78964 11.77187 0.010669 9.603746 0.03473971 5095 1.5595506 down 11.13963 11.78076 0.093571 0.012564 -0.64113 0.945578
1607281_aVvi.8047 Transcr ibed locus, strongly similar to NP_197502.1 Ras-related GTP-binding nuclear protei   7371.342 7304.669 6739.896 6888.382 16 12.84771 12.8346 12.71851 12.74995 0.0244416 6.278532 0.05055096 8026 1.0769325 up 12.84116 12.73423 0.00927 0.02223 0.106928 1.008397
1607282_aVvi.15242 Transcr ibed locus 4.831665 4.995855 4.664481 4.676273 16 2.27252 2.320732 2.221717 2.225359 0.094197 3.023369 0.13508326 11576 1.0519661 up 2.296626 2.223538 0.034091 0.002576 0.073088 1.03287
1607283_aVvi.10629 Transcr ibed locus, weakly similar to NP_194093.1 50S ribosomal protein-related [Arabidopsis 410.2488 425.2736 800.9318 935.9619 16 8.680355 8.732247 9.645535 9.870306 0.0118169 9.117446 0.03566973 5499 2.072857 down 8.706301 9.757921 0.036693 0.158937 -1.05162 0.892229
1607284_aVvi.1354 Transcr ibed locus, weakly similar to NP_922512.1 putative homeodomain protein [Oryza sativa 5.287615 5.34139 5.079227 5.130693 16 2.402617 2.417215 2.344609 2.359154 0.0301037 5.632594 0.05751894 8688 1.0410467 up 2.409916 2.351881 0.010322 0.010285 0.0580349 1.024676
1607285_sVvi.15468 Transcr ibed locus 563.5404 623.7205 427.8106 413.4837 16 9.138375 9.284756 8.740829 8.691687 0.023445 6.41553 0.04916949 7915 1.4096216 up 9.211565 8.716257 0.103507 0.034749 0.495308 1.056826
1607286_aVvi.10318 Transcr ibed locus, strongly similar to NP_187822.2 expressed protein [Arabidopsis thaliana] 213.7091 234.8435 264.9224 251.4399 16 7.739505 7.875556 8.049426 7.97407 0.1195481 2.626142 0.16442199 12070 1.1520609 down 7.80753 8.011747 0.096203 0.053285 -0.2042166 0.97451
1607287_aVvi.2384 Transcr ibed locus, moderately similar to NP_191250.1 expressed protein [Arabidopsis thalian 249.4758 223.6641 188.5872 176.8537 16 7.962756 7.80519 7.559088 7.466413 0.0556126 4.061508 0.08950846 10314 1.2934484 up 7.883973 7.512751 0.111416 0.065531 0.3712224 1.049412
1607288_at 203.1344 183.0368 90.811 85.18317 16 7.666291 7.51599 6.504795 6.412496 0.0060094 12.84159 0.03011773 3310 2.1923754 up 7.591141 6.458646 0.106279 0.065265 1.1324947 1.175346
1607289_aVvi.995 Transcr ibed locus 121.4197 98.85526 180.0727 162.2465 16 6.923859 6.627246 7.492436 7.342043 0.0610626 3.859066 0.09608198 10550 1.5601523 down 6.775553 7.41724 0.209737 0.106344 -0.641687 0.913487
1607290_aVvi.9038 Transcr ibed locus, moderately similar to XP_482187.1 hypothetical protein [Oryza sativa (japo 439.3719 391.8549 495.8252 555.355 16 8.779299 8.614176 8.953688 9.117267 0.1003061 2.914769 0.14216173 11713 1.2646511 down 8.696737 9.035477 0.11676 0.115668 -0.33874 0.96251
1607291_aVvi.1206 Transcr ibed locus, strongly similar to XP_483191.1 heat shock protein 82 [Oryza sativa (japon  149.7222 128.2546 11.92037 15.19338 16 7.226145 7.002867 3.575357 3.925371 0.0037859 16.20624 0.02824424 2223 10.296926 up 7.114506 3.750364 0.157881 0.247497 3.364142 1.897017
1607292_s_at 4525.334 5048.328 3834.801 3274.773 16 12.14381 12.30159 11.90494 11.67718 0.0894098 3.115743 0.12960546 11452 1.3487666 up 12.2227 11.79106 0.111569 0.161048 0.43164 1.036607
1607293_aVvi.12872 Transcr ibed locus 13.52068 18.89994 5.392946 6.254825 16 3.757096 4.24031 2.431074 2.64497 0.0311973 5.528294 0.05882213 8804 2.752383 up 3.998703 2.538022 0.341684 0.151247 1.4606812 1.57552
1607294_aVvi.7717 Transcr ibed locus, strongly similar to NP_200637.1 26S proteasome AAA-ATPase subunit (R 8969.902 8988.005 9042.904 8338.834 16 13.13088 13.13379 13.14257 13.02563 0.496283 0.82462 0.54778874 15040 1.0339957 up 13.13233 13.0841 0.002057 0.082689 0.04823 1.003686
1607295_aVvi.10734 Transcr ibed locus 3.746146 3.771605 3.647048 3.658137 16 1.905407 1.915179 1.866729 1.871109 0.0163368 7.727578 0.04057206 6684 1.0290933 up 1.910293 1.868919 0.006909 0.003097 0.0413738 1.022138
1607296_x_at 5.852353 5.885452 5.622941 5.642684 16 2.549017 2.557153 2.491325 2.496382 0.0064758 12.36623 0.0304738 3524 1.0419108 up 2.553085 2.493853 0.005753 0.003576 0.0592319 1.023751
1607297_aVvi.5897 Transcr ibed locus, weakly similar to NP_850276.1 expressed protein [Arabidopsis thaliana] 353.0526 347.9676 447.5454 399.5523 16 8.463739 8.442809 8.80589 8.642241 0.081602 3.282662 0.12040138 11251 1.20647 down 8.453274 8.724066 0.0148 0.115718 -0.270792 0.96896
1607298_aVvi.10519 Transcr ibed locus, weakly similar to NP_564274.1 expressed protein [Arabidopsis thaliana] 1398.394 1321.705 1003.756 925.0991 16 10.44956 10.36818 9.971192 9.853464 0.0201422 6.939171 0.04519432 7397 1.4108269 up 10.40887 9.912329 0.057538 0.083246 0.496541 1.050093
1607299_at 4.286037 4.304823 4.124847 4.139249 16 2.099644 2.105954 2.04434 2.049369 0.0051597 13.86766 0.02947135 2905 1.0395395 up 2.102799 2.046855 0.004461 0.003556 0.0559445 1.027332
1607300_at 6.246815 6.278979 5.980291 5.998483 16 2.643121 2.65053 2.580216 2.584598 0.0044344 14.96703 0.02922683 2517 1.0456636 up 2.646825 2.582407 0.005239 0.003098 0.0644188 1.024945
1607301_aVvi.3696 Transcr ibed locus 4.758714 4.779528 4.6172 4.614653 16 2.250572 2.256868 2.207018 2.206222 0.0045085 14.84261 0.02926091 2553 1.0331857 up 2.25372 2.20662 0.004452 5.63E-04 0.0470996 1.021345
1607302_aVvi.7609 Transcr ibed locus, weakly similar to NP_196155.2 expressed protein [Arabidopsis thaliana] 1082.153 1023.085 784.5812 860.4856 16 10.07969 9.99871 9.615779 9.749007 0.0445657 4.577135 0.07583847 9755 1.2805874 up 10.0392 9.682393 0.05726 0.094207 0.356806 1.036851
1607303_aVvi.14837 Transcr ibed locus 3.396691 3.413438 3.291822 3.30807 16 1.76413 1.771226 1.718887 1.72599 0.0120902 9.011904 0.03595679 5580 1.0318546 up 1.767678 1.722438 0.005017 0.005023 0.0452397 1.026265
1607304_at 6.562534 6.619279 6.200479 6.201071 16 2.714253 2.726674 2.63238 2.632517 0.0049428 14.17096 0.02943507 2780 1.0629067 up 2.720464 2.632448 0.008783 9.74E-05 0.0880151 1.033435
1607305_at 5.363059 5.409941 5.060834 5.084097 16 2.423056 2.435613 2.339375 2.345992 0.0066408 12.21008 0.03064144 3595 1.0619025 up 2.429335 2.342683 0.008879 0.004679 0.0866513 1.036988
1607306_aVvi.6430 Transcr ibed locus, weakly similar to XP_478730.1 unknown protein [Oryza sativa (japonica cu 607.2245 570.4318 949.7307 1048.755 16 9.246086 9.155911 9.891375 10.03446 0.0120959 9.009766 0.03595679 5583 1.6957458 down 9.200998 9.962918 0.063764 0.101178 -0.76192 0.923524
1607307_aVvi.5315 Transcr ibed locus, weakly similar to XP_467869.1 putative UDP-glucose glucosyltransferase 121.8611 110.6935 9.111013 7.94902 16 6.929094 6.790426 3.187611 2.990777 0.0010179 31.32025 0.02259248 745 13.6475115 up 6.85976 3.089194 0.098053 0.139183 3.770566 2.220566
1607308_aVvi.2172 Transcr ibed locus, moderately similar to NP_850428.1 lipase-related [Arabidopsis thaliana] 107.2839 105.2461 78.7755 87.77177 16 6.74529 6.717623 6.299675 6.455685 0.0466639 4.465625 0.07838056 9883 1.2779018 up 6.731457 6.37768 0.019563 0.110316 0.3537768 1.055471
1607309_aVvi.4438 Transcr ibed locus, weakly similar to NP_565505.1 expressed protein [Arabidopsis thaliana] 6.721024 6.812107 6.445854 6.533896 16 2.748681 2.768101 2.688371 2.707943 0.0485961 4.369238 0.08072764 9993 1.0426346 up 2.758391 2.698157 0.013732 0.01384 0.0602337 1.022324
1607310_aVvi.50 Transcr ibed locus, weakly similar to NP_568300.1 expressed protein [Arabidopsis thaliana] 4.870642 4.951064 4.657192 4.647718 16 2.284112 2.307739 2.21946 2.216523 0.0225459 6.546724 0.04806209 7787 1.0555053 up 2.295925 2.217991 0.016707 0.002077 0.0779337 1.035137
1607311_aVvi.4509 Transcr ibed locus, moderately similar to NP_565612.1 3'-5' exonuclease domain-containing p 20.43311 20.78103 25.45637 19.72202 16 4.352837 4.377195 4.669955 4.301735 0.5798083 0.654857 0.62433374 15417 1.0873595 down 4.365016 4.485845 0.017224 0.26037 -0.120829 0.973064
1607312_aVvi.2431 Transcr ibed locus, weakly similar to XP_463564.1 putative ATP-dependent Clp protease regu 643.5176 650.0969 656.0926 630.0981 16 9.329836 9.344511 9.357756 9.299433 0.8022428 0.285305 0.82849085 16075 1.0059644 up 9.337173 9.328594 0.010377 0.041241 0.008579 1.00092
1607313_sVvi.5069 GO:000654Cytosolic glutamine synthetase (clone pGS1;1) 7239.505 7139.324 8056.443 7544.319 16 12.82168 12.80157 12.97593 12.88117 0.1371361 2.414298 0.18372606 12391 1.0844234 down 12.81162 12.92855 0.014216 0.067001 -0.116928 0.990956
1607314_at 5.501019 6.603262 12.13615 7.219148 16 2.459699 2.723179 3.601239 2.851829 0.2509425 1.598973 0.30550322 13636 1.5530399 down 2.591439 3.226534 0.186308 0.529913 -0.6350949 0.803165
1607315_aVvi.9057 Transcr ibed locus 60.88664 55.522 56.83827 67.14259 16 5.928054 5.794988 5.828791 6.069156 0.5895161 0.636618 0.63343126 15450 1.0624927 down 5.861521 5.948974 0.094092 0.169964 -0.0874527 0.9853
1607316_aVvi.10029 Transcr ibed locus, moderately similar to NP_567009.1 vacuolar protein sorting protein, putati  131.7424 106.2493 128.9217 129.363 16 7.041575 6.731309 7.010351 7.015281 0.5009106 0.814516 0.5520524 15063 1.091547 down 6.886442 7.012816 0.219391 0.003486 -0.1263744 0.98198
1607317_aVvi.12921 Transcr ibed locus, moderately similar to NP_175868.1 histone H2A, putative [Arabidopsis tha 8.160787 8.262054 9.222178 9.734962 16 3.028709 3.0465 3.205108 3.283175 0.03558 5.158944 0.0644728 9161 1.153915 down 3.037604 3.244141 0.012581 0.055202 -0.206537 0.936335
1607318_aVvi.7022 Transcr ibed locus, moderately similar to NP_173923.1 expressed protein [Arabidopsis thalian 1053.72 1024.837 1148.289 1101.211 16 10.04128 10.00118 10.16527 10.10488 0.0881708 3.14081 0.12811229 11425 1.082109 down 10.02123 10.13507 0.028353 0.042706 -0.113846 0.988767
1607319_aVvi.14347 Transcr ibed locus 231.4346 236.4071 215.9181 202.9776 16 7.854461 7.88513 7.75434 7.665176 0.076906 3.394538 0.11515088 11087 1.1173154 up 7.869795 7.709758 0.021686 0.063048 0.1600367 1.020758
1607320_s_at 17121.19 17784.56 15790.71 16264.95 11 14.0635 14.11834 13.94679 13.98948 0.0716018 3.533369 0.10882846 10922 1.088833 up 14.09092 13.96813 0.038779 0.030187 0.122783 1.00879
1607321_aVvi.7038 Transcr ibed locus, moderately similar to NP_564534.1 chorismate synthase, putative / 5-enolp   1945.544 2047.862 1821.716 1660.606 16 10.92596 10.9999 10.83108 10.69749 0.1213924 2.601933 0.16633482 12115 1.1476182 up 10.96293 10.76429 0.052287 0.094461 0.198643 1.018454
1607322_aVvi.15247 Transcr ibed locus 4.720439 4.695944 4.519134 4.539972 16 2.238921 2.231415 2.176046 2.182684 0.0079634 11.13899 0.03158222 4185 1.0394377 up 2.235168 2.179365 0.005307 0.004693 0.0558032 1.025605
1607323_aVvi.9565 Transcr ibed locus, weakly similar to NP_190446.1 hypothetical protein [Arabidopsis thaliana] 5.648302 5.685295 5.421699 5.497293 16 2.497817 2.507235 2.438745 2.458721 0.0396501 4.871421 0.06954053 9465 1.0379903 up 2.502526 2.448733 0.00666 0.014125 0.053793 1.021968
1607324_aVvi.15353 Transcr ibed locus 59.38464 65.86012 110.6251 98.51702 16 5.892017 6.041333 6.789535 6.622301 0.0222298 6.594718 0.04764058 7745 1.6693003 down 5.966675 6.705918 0.105582 0.118252 -0.7392433 0.889763
1607325_aVvi.14304 Transcr ibed locus 57.84832 60.60409 54.48874 49.68669 16 5.854203 5.921343 5.767886 5.634788 0.1295053 2.501262 0.17535661 12260 1.1379496 up 5.887774 5.701337 0.047475 0.094115 0.1864365 1.0327
1607326_aVvi.2059 Transcr ibed locus, moderately similar to NP_194730.1 expressed protein [Arabidopsis thalian 6409.407 5930.737 7706.956 7358.869 16 12.64598 12.534 12.91195 12.84527 0.0473815 4.429153 0.07924128 9926 1.221473 down 12.58999 12.87861 0.079182 0.047148 -0.288622 0.977589
1607327_aVvi.2898 Transcr ibed locus, moderately similar to NP_193249.2 cholinephosphate cytidylyltransferase, 1213.158 1290.006 1150.087 1163.582 16 10.24455 10.33316 10.16753 10.18436 0.1292922 2.503792 0.1751395 12255 1.0814104 up 10.28886 10.17594 0.062657 0.011901 0.1129145 1.011096
1607328_aVvi.2639 Transcr ibed locus, moderately similar to NP_174228.1 armadillo/beta-catenin repeat family pr 1984.57 2279.752 1047.858 1099.562 16 10.95461 11.15466 10.03323 10.10271 0.0113219 9.318096 0.03525404 5327 1.9815999 up 11.05464 10.06797 0.141457 0.049133 0.986666 1.098
1607329_at 3.772928 3.787452 3.670532 3.682334 16 1.915685 1.921228 1.875989 1.880621 0.007994 11.11738 0.03158401 4196 1.0282215 up 1.918456 1.878305 0.003919 0.003275 0.0401512 1.021376
1607330_at 6.448333 6.491453 6.078136 6.052586 16 2.688926 2.698541 2.603629 2.597552 0.0037077 16.37703 0.02823081 2178 1.0666919 up 2.693734 2.60059 0.006799 0.004297 0.0931435 1.035816
1607331_aVvi.8781 Transcr ibed locus, strongly similar to NP_195074.2 expressed protein [Arabidopsis thaliana] 251.5378 254.3547 201.8073 226.7852 16 7.974631 7.990698 7.656835 7.825183 0.1037308 2.857917 0.14620411 11778 1.1823488 up 7.982665 7.741009 0.011361 0.11904 0.2416558 1.031218
1607332_aVvi.7048 Transcr ibed locus, moderately similar to XP_467060.1 putative cell division protein FtsH3 [Or 620.514 501.4195 282.5189 273.9404 16 9.27732 8.969874 8.142203 8.097718 0.0231234 6.461584 0.04877332 7869 2.0050473 up 9.123597 8.119961 0.217397 0.031456 1.003636 1.123601
1607333_aVvi.10276 Transcr ibed locus, moderately similar to NP_192710.1 Ras-related GTP-binding protein, put 681.1839 633.4404 707.5916 776.0722 16 9.411901 9.307065 9.466773 9.600047 0.176679 2.051447 0.22673139 12936 1.1281253 down 9.359483 9.53341 0.07413 0.094239 -0.173927 0.981756
1607334_aVvi.7707 Transcr ibed locus, strongly similar to NP_563782.1 expressed protein [Arabidopsis thaliana] 347.3104 320.1015 161.7817 163.3583 16 8.440082 8.322386 7.337905 7.351896 0.0032541 17.48724 0.02783547 1929 2.051008 up 8.381233 7.3449 0.083224 0.009893 1.036333 1.141096
1607335_aVvi.8127 Transcr ibed locus, moderately similar to NP_566268.1 alkyl hydroperoxide reductase/thiol spe 1253.071 1300.785 1326.613 1213.445 16 10.29125 10.34517 10.37353 10.24489 0.9091502 0.129014 0.9231063 16350 1.0062563 up 10.31821 10.30921 0.038124 0.090961 0.008998 1.000873
1607336_aVvi.6660 Transcr ibed locus, moderately similar to NP_851228.1 actin-depolymerizing factor 4 (ADF4) 2124.287 2171.98 2952.192 2755.013 16 11.05276 11.0848 11.52757 11.42784 0.01601 7.808018 0.04011264 6625 1.3276988 down 11.06878 11.47771 0.02265 0.070518 -0.408928 0.964372
1607337_sVvi.5683 Transcr ibed locus, moderately similar to XP_483390.1 DnaJ protein family-like [Oryza sativa ( 1976.849 2181.113 1967.663 2003.521 16 10.94899 11.09085 10.94227 10.96832 0.4647698 0.896086 0.517547 14908 1.0458122 up 11.01992 10.9553 0.100312 0.018423 0.064623 1.005899
1607338_at 129.5432 113.9614 183.3273 203.2954 16 7.017289 6.832402 7.518278 7.667434 0.0301903 5.62413 0.05762475 8697 1.5888801 down 6.924846 7.592856 0.130735 0.105469 -0.6680103 0.912021
1607339_aVvi.13703 Transcr ibed locus, moderately similar to NP_565150.1 vacuolar protein sorting protein 45, pu 9.150775 9.837833 9.499367 9.580999 16 3.193894 3.298341 3.247832 3.260176 0.8945471 0.149969 0.9097814 16323 1.0054814 down 3.246117 3.254004 0.073855 0.008729 -0.0078864 0.997576
1607340_s_at 901.3364 906.3911 496.9116 556.4424 16 9.815922 9.82399 8.956845 9.120089 0.010759 9.562858 0.03483509 5125 1.7189033 up 9.819956 9.038467 0.005705 0.11543 0.781489 1.086463
1607341_aVvi.5282 Transcr ibed locus, weakly similar to NP_196002.1 GDSL-motif lipase/hydrolase family protein 3.585368 3.608251 3.469774 3.486283 16 1.842121 1.8513 1.794842 1.80169 0.0136834 8.460775 0.03758011 6044 1.0341496 up 1.84671 1.798266 0.00649 0.004842 0.0484449 1.02694
1607342_at 56.05467 49.42384 66.15366 62.20525 16 5.808762 5.627135 6.047749 5.958964 0.1058848 2.823504 0.148798 11813 1.2187549 down 5.717949 6.003357 0.12843 0.06278 -0.285408 0.952459
1607343_aVvi.12283 Transcr ibed locus, weakly similar to NP_564014.1 ubiquitin-specific protease 15 (UBP15) [A 4.224016 4.260702 4.040902 4.056565 16 2.078615 2.091091 2.014677 2.020259 0.0101284 9.860795 0.03399048 4946 1.0478158 up 2.084853 2.017468 0.008822 0.003947 0.0673852 1.033401
1607344_aVvi.12147 Transcr ibed locus 208.7634 144.6868 59.75011 59.95458 16 7.705725 7.176789 5.900869 5.905798 0.0283238 5.814911 0.05513501 8527 2.9037623 up 7.441257 5.903334 0.374014 0.003485 1.5379233 1.260518
1607345_aVvi.14980 Transcr ibed locus 3.563573 3.578958 3.456387 3.665266 16 1.833324 1.83954 1.789265 1.873918 0.9196103 0.114058 0.93173254 16385 1.0033609 up 1.836432 1.831591 0.004395 0.059859 0.0048406 1.002643
1607346_at 4.73568 4.72614 4.561698 4.582392 16 2.243572 2.240662 2.189571 2.196101 0.0052193 13.78766 0.02950386 2934 1.034749 up 2.242117 2.192836 0.002057 0.004617 0.049281 1.022474
1607347_aVvi.1569 Transcr ibed locus, weakly similar to NP_177494.1 RNA recognition motif (RRM)-containing 118.4188 112.6726 147.4338 125.3245 16 6.887754 6.815992 7.203923 6.969525 0.1954198 1.916073 0.24681315 13144 1.1767851 down 6.851873 7.086724 0.050743 0.165745 -0.2348509 0.96686
1607348_at 447.0102 523.6903 459.8983 476.0194 16 8.804164 9.03257 8.845171 8.894877 0.7192812 0.413628 0.7529798 15858 1.034077 up 8.918367 8.870024 0.161507 0.035147 0.048343 1.00545
1607349_aVvi.12161 Transcr ibed locus, weakly similar to NP_189118.1 expressed protein [Arabidopsis thaliana] 393.9241 323.5519 288.5808 290.0277 16 8.621774 8.337853 8.172832 8.180047 0.1661492 2.136349 0.21543364 12802 1.2340273 up 8.479814 8.176439 0.200762 0.005102 0.303375 1.037104
1607350_aVvi.10597 Transcr ibed locus, weakly similar to NP_199178.1 basic helix-loop-helix (bHLH) family protei 4.648401 4.687012 4.494765 4.511514 16 2.216734 2.228669 2.168246 2.173611 0.0155962 7.91341 0.03962178 6534 1.036538 up 2.222702 2.170929 0.008439 0.003794 0.051773 1.023848
1607351_at 12.35991 12.43288 11.92166 11.17134 16 3.627596 3.636089 3.575513 3.48173 0.1596717 2.192312 0.20845085 12716 1.0741688 up 3.631842 3.528621 0.006005 0.066314 0.1032207 1.029252
1607352_at 1913.107 1703.908 1296.652 1440.927 13 10.9017 10.73463 10.34058 10.49278 0.070899 3.552879 0.10805284 10892 1.3208698 up 10.81817 10.41668 0.118137 0.107626 0.401489 1.038543
1607353_at 38.65767 41.29625 36.57555 34.90032 16 5.272683 5.367939 5.192808 5.125168 0.1099148 2.761708 0.15346932 11889 1.1183119 up 5.320311 5.158988 0.067356 0.047828 0.1613226 1.03127
1607354_aVvi.5189 Transcr ibed locus, moderately similar to NP_565146.1 ACT domain containing protein [Arabi 11.62493 12.26385 11.09839 11.09353 16 3.53915 3.61634 3.472278 3.471646 0.1113305 2.740756 0.15505943 11919 1.0760787 up 3.577745 3.471962 0.054582 4.47E-04 0.1057834 1.030468
1607355_aVvi.15586 Transcr ibed locus 6.059892 6.123945 5.724897 5.722403 16 2.599292 2.614461 2.51725 2.516621 0.0070484 11.84809 0.03087745 3788 1.064327 up 2.606877 2.516935 0.010726 4.45E-04 0.0899416 1.035735
1607356_aVvi.9017 Transcr ibed locus 4.306057 4.95286 4.828896 6.270485 16 2.106368 2.308262 2.271693 2.648577 0.3584964 1.182635 0.41452548 14357 1.1915342 down 2.207315 2.460135 0.142761 0.266497 -0.2528203 0.897233
1607357_aVvi.799 Transcr ibed locus, moderately similar to NP_176927.1 expressed protein [Arabidopsis thalian 634.1736 654.6513 729.594 706.496 16 9.308734 9.354583 9.51095 9.464538 0.0410079 4.784977 0.07142399 9531 1.1142594 down 9.331658 9.487743 0.03242 0.032819 -0.156085 0.983549
1607358_aVvi.6101 Transcr ibed locus 4.134993 4.164579 4.002965 4.029577 16 2.047885 2.058171 2.001069 2.010629 0.0214372 6.719627 0.0466815 7623 1.0332423 up 2.053028 2.005849 0.007273 0.00676 0.0471786 1.023521
1607359_sVvi.1062 Transcr ibed locus, weakly similar to NP_191663.1 cytochrome P450 family protein [Arabidops 608.9984 595.3775 646.3754 643.6985 16 9.250295 9.217661 9.336228 9.330241 0.0268153 5.98322 0.05329677 8352 1.0712212 down 9.233978 9.333235 0.023076 0.004234 -0.099257 0.989365
1607360_aVvi.7023 Transcr ibed locus, moderately similar to NP_173148.2 geranyl diphosphate synthase, putative 755.2583 775.2719 255.117 249.8631 16 9.560826 9.598558 7.995015 7.964994 2.27E-04 66.35217 0.01778141 211 3.0307786 up 9.579693 7.980004 0.026681 0.021228 1.5996887 1.200462
1607361_aVvi.1472 Transcr ibed locus, moderately similar to NP_194243.1 peptide methionine sulfoxide reductase   900.8688 868.3947 826.2505 806.5518 16 9.815173 9.762207 9.690435 9.655623 0.0675568 3.649635 0.10403284 10780 1.0834718 up 9.788691 9.673029 0.037453 0.024616 0.115662 1.011957
1607362_aVvi.105 Transcr ibed locus, moderately similar to NP_176564.1 brix domain-containing protein [Arabid 397.3136 396.2849 676.98 681.4474 16 8.634134 8.630394 9.402969 9.412458 4.32E-05 152.0547 0.01326001 50 1.7117236 down 8.632264 9.407714 0.002645 0.00671 -0.77545 0.917573
1607363_at 5.999589 6.067117 5.806525 5.791708 16 2.584864 2.601011 2.537675 2.533989 0.0203897 6.89561 0.04541935 7452 1.0403764 up 2.592938 2.535832 0.011418 0.002607 0.0571055 1.022519
1607364_aVvi.3230 Transcr ibed locus 653.347 665.9022 749.8603 712.1809 16 9.351706 9.379167 9.550478 9.4761 0.0649631 3.729631 0.10089029 10689 1.1079186 down 9.365437 9.513289 0.019418 0.052593 -0.1478515 0.984458
1607365_aVvi.7465 Transcr ibed locus, weakly similar to NP_850049.1 leucine-rich repeat transmembrane protein 6.49794 6.529395 6.339916 6.406848 16 2.699982 2.706949 2.664464 2.679615 0.0637373 3.769067 0.09939569 10645 1.0220222 up 2.703466 2.672039 0.004926 0.010713 0.0314267 1.011761
1607366_aVvi.14442 Transcr ibed locus 501.7747 574.3225 985.9024 872.5313 16 8.970896 9.165717 9.945301 9.769063 0.0266226 6.005734 0.05307921 8325 1.7277274 down 9.068306 9.857182 0.13776 0.124619 -0.788876 0.919969
1607367_at 29.23714 31.77095 40.34309 42.93773 16 4.86973 4.989636 5.33425 5.424174 0.0266841 5.998522 0.053125 8338 1.3655937 down 4.929683 5.379211 0.084787 0.063586 -0.4495284 0.916432
1607368_aVvi.14237 Transcr ibed locus 4.358939 4.384084 4.203768 4.228521 16 2.123977 2.132276 2.071683 2.080153 0.0126528 8.805529 0.03659347 5738 1.0368506 up 2.128126 2.075918 0.005868 0.005989 0.0522079 1.025149
1607369_aVvi.10212 Transcr ibed locus, moderately similar to NP_564267.1 peptidyl-prolyl cis- trans isomerase cyc 41.42822 61.60727 88.97311 94.44399 16 5.372542 5.945029 6.475298 6.561387 0.0971591 2.9695 0.1384223 11652 1.8144807 down 5.658785 6.518342 0.404809 0.060875 -0.8595567 0.868133
1607370_aVvi.3455 Transcr ibed locus, weakly similar to XP_474099.1 OSJNBa0070O11.2 [Oryza sativa (japonica 246.4357 243.5858 345.0577 371.4459 16 7.945067 7.928286 8.430694 8.537008 0.0095349 10.1676 0.03340762 4736 1.4612201 down 7.936677 8.483851 0.011866 0.075176 -0.5471735 0.935504
1607371_aVvi.2955 Transcr ibed locus 4.682763 4.704961 4.545934 4.545147 16 2.22736 2.234183 2.184577 2.184327 0.0053877 13.56874 0.02956287 3021 1.0326273 up 2.230772 2.184452 0.004824 1.77E-04 0.0463197 1.021204
1607372_aVvi.922 Transcr ibed locus 5.481075 5.519653 5.323371 5.310515 16 2.454459 2.464578 2.41234 2.408852 0.0117551 9.141777 0.03565072 5473 1.034492 up 2.459518 2.410596 0.007155 0.002466 0.0489224 1.020295
1607373_aVvi.2156 Transcr ibed locus, moderately similar to NP_191376.1 Bet1-like SNARE 1-1 / Bet1 / Sft1-like 825.538 775.5169 806.095 746.8659 16 9.689191 9.599014 9.654806 9.544705 0.5967411 0.623214 0.64040697 15469 1.0312155 up 9.644102 9.599756 0.063764 0.077853 0.044346 1.004619
1607374_aVvi.3503 Transcr ibed locus, moderately similar to NP_851048.1 glycosyl hydrolase family 3 protein [Ar 460.8441 492.6567 1099.87 1205.536 16 8.848135 8.944439 10.10312 10.23546 0.0041073 15.55539 0.02873224 2372 2.4166384 down 8.896287 10.16929 0.068097 0.09358 -1.273002 0.874819
1607375_sVvi.4798 Transcr ibed locus, weakly similar to NP_190746.1 BAG domain-containing protein [Arabidops 1670.503 1620.07 1700.251 1791.351 16 10.70607 10.66184 10.73153 10.80683 0.1902061 1.951923 0.24125612 13088 1.0608554 down 10.68395 10.76918 0.031273 0.053245 -0.085228 0.992086
1607376_aVvi.6398 Transcr ibed locus 5.700438 5.72595 5.898403 5.402873 16 2.511073 2.517515 2.560324 2.433727 0.8108261 0.272452 0.8358482 16104 1.0120413 up 2.514294 2.497026 0.004555 0.089518 0.0172682 1.006916
1607377_aVvi.6115 Transcr ibed locus 7.337318 7.388663 7.190003 7.212043 16 2.875253 2.885313 2.845992 2.850408 0.0280897 5.840154 0.05482538 8505 1.022487 up 2.880283 2.8482 0.007114 0.003122 0.0320826 1.011264
1607378_aVvi.12195 Transcr ibed locus, moderately similar to NP_178067.1 pentatricopeptide (PPR) repeat-conta 90.23153 76.80835 97.71376 85.33151 16 6.49556 6.263191 6.610489 6.415007 0.4723556 0.878437 0.52472717 14944 1.0968546 down 6.379376 6.512748 0.164309 0.138227 -0.1333725 0.979521
1607379_at 2.908399 2.919217 2.827196 2.838074 14 1.540225 1.545581 1.499372 1.504912 0.0088166 10.57946 0.0324984 4503 1.0286564 up 1.542903 1.502142 0.003787 0.003917 0.0407611 1.027135
1607380_aVvi.15318 Transcr ibed locus 3.926847 3.955302 4.206867 4.25663 16 1.973371 1.983788 2.072746 2.089712 0.009273 10.31222 0.03309353 4651 1.0737436 down 1.97858 2.081229 0.007365 0.011997 -0.1026495 0.950678
1607381_aVvi.2743 Transcr ibed locus, strongly similar to NP_567785.1 rhodanese-like domain-containing protei  88.67829 78.54475 74.78602 73.3624 16 6.470509 6.295443 6.224697 6.196969 0.1915738 1.942392 0.24265721 13106 1.1267309 up 6.382976 6.210833 0.12379 0.019606 0.172143 1.027717
1607382_aVvi.10131 Transcr ibed locus, moderately similar to NP_188367.2 serine/threonine protein kinase, putativ 670.0609 619.2572 582.5413 614.5464 16 9.388148 9.274395 9.186216 9.263378 0.2614431 1.54923 0.31647667 13714 1.0765945 up 9.331272 9.224797 0.080436 0.054562 0.106475 1.011542
1607383_aVvi.11713 Transcr ibed locus, weakly similar to NP_192535.1 DNA-directed RNA polymerase III family p 102.6587 96.0595 132.5559 128.7897 16 6.681713 6.585856 7.050458 7.008873 0.0169737 7.577529 0.04135115 6812 1.3157457 down 6.633784 7.029665 0.067781 0.029405 -0.3958807 0.943684
1607384_aVvi.179 Transcr ibed locus, moderately similar to XP_479487.1 putative 60S ribosomal protein L22 [Or 5188.05 4964.975 7856.362 7624.46 16 12.34098 12.27757 12.93965 12.89642 0.0039492 15.86564 0.02848929 2296 1.5249459 down 12.30927 12.91803 0.044835 0.030566 -0.608758 0.952875
1607385_aVvi.1655 Transcr ibed locus, moderately similar to NP_174039.1 leucine-rich repeat transmembrane pr 804.9013 945.4111 1164.441 1080.215 16 9.652668 9.884798 10.18542 10.0771 0.1054417 2.830502 0.14830084 11803 1.2856776 down 9.768733 10.13126 0.164141 0.076593 -0.362529 0.964217
1607386_at 7.039053 7.119668 6.525469 6.545478 16 2.815381 2.83181 2.706082 2.710499 0.0053979 13.5557 0.02956287 3030 1.0832044 up 2.823596 2.70829 0.011617 0.003123 0.1153055 1.042575
1607387_aVvi.11712 Transcr ibed locus 9.525907 11.05192 10.36344 10.38814 16 3.251857 3.466225 3.373431 3.376865 0.8943472 0.150257 0.90963376 16322 1.0112271 down 3.359041 3.375148 0.151581 0.002429 -0.0161071 0.995228
1607388_at 9.064658 9.1427 8.175713 8.078305 16 3.180253 3.19262 3.031344 3.014053 0.0041881 15.40374 0.0288901 2402 1.1201857 up 3.186436 3.022698 0.008745 0.012227 0.163738 1.054169
1607389_aVvi.3691 Transcr ibed locus, weakly similar to NP_190681.2 zinc finger (CCCH-type) family protein [Ar 119.6434 100.6631 118.8829 103.4494 16 6.902597 6.653391 6.893397 6.692782 0.9334176 0.094371 0.94324666 16428 1.0105184 down 6.777994 6.793089 0.176215 0.141856 -0.0150957 0.997778
1607390_x_Vvi.9977 GO:000557Putative pathogenesis related protein 1 precursor (pr1 gene) 3190.6 3310.497 7419.245 6591.97 16 11.63961 11.69283 12.85706 12.68649 0.0064665 12.37517 0.03047314 3522 2.1518145 down 11.66622 12.77178 0.037632 0.120606 -1.105553 0.913438
1607391_aVvi.122 GO:000815Ferredoxin-dependent glutamate synthase (clone pGOGAT1) 6.178382 6.224988 6.011217 6.005557 16 2.627229 2.638071 2.587657 2.586298 0.0140089 8.359837 0.03797861 6122 1.0321643 up 2.63265 2.586978 0.007666 9.61E-04 0.0456726 1.017655
1607392_at 349.8855 349.9468 271.4471 299.4152 16 8.450739 8.450992 8.084527 8.226004 0.0527743 4.178774 0.08599918 10187 1.2273945 up 8.450865 8.155266 1.79E-04 0.100039 0.295599 1.036246
1607393_s_at 4.702448 4.691521 4.558125 5.003261 16 2.233412 2.230056 2.188441 2.322869 0.7560284 0.355779 0.7869824 15948 1.0167189 down 2.231734 2.255655 0.002373 0.095055 -0.0239208 0.989395
1607394_aVvi.12086 Transcr ibed locus 6.078138 6.14409 5.728997 5.720635 16 2.603629 2.619199 2.518283 2.516175 0.0068854 11.98905 0.03077344 3710 1.0674624 up 2.611414 2.517229 0.01101 0.00149 0.0941854 1.037416
1607395_aVvi.15326 Transcr ibed locus 3.455289 3.474936 3.360086 3.367886 16 1.788807 1.796986 1.748498 1.751843 0.0105265 9.669575 0.03457271 5053 1.030058 up 1.792896 1.750171 0.005784 0.002365 0.0427257 1.024412
1607396_sVvi.15381 Transcr ibed locus 1108.686 1034.891 745.5834 789.9351 16 10.11464 10.01526 9.542226 9.62559 0.0176957 7.417243 0.04224667 6953 1.3957504 up 10.06495 9.583908 0.070267 0.058948 0.481041 1.050193
1607397_aVvi.9006 Transcr ibed locus, moderately similar to NP_196530.1 cytochrome b5 domain-containing pro 508.7766 540.9143 426.0921 387.7969 16 8.990889 9.079256 8.735022 8.599157 0.0452315 4.540931 0.07662239 9798 1.2905471 up 9.035072 8.667089 0.062485 0.096071 0.367983 1.042458
1607398_aVvi.13093 Transcr ibed locus, strongly similar to NP_051081.1 ribosomal protein S18 [Arabidopsis thalia 216.0558 162.9856 201.2465 224.107 16 7.75526 7.3486 7.65282 7.808044 0.4983126 0.820177 0.549554 15053 1.1317083 down 7.55193 7.730432 0.287551 0.10976 -0.178502 0.976909
1607399_aVvi.6046 Transcr ibed locus, weakly similar to NP_190382.2 zinc finger (C3HC4-type RING finger) fam 219.3629 224.4721 134.0182 181.6494 16 7.777176 7.810392 7.066285 7.505013 0.1471576 2.309794 0.19467016 12549 1.4222113 up 7.793784 7.285648 0.023488 0.310227 0.5081357 1.069745
1607400_at 6.697385 6.773796 6.258206 6.309654 16 2.743598 2.759965 2.645749 2.657561 0.0100066 9.921534 0.03390677 4897 1.0718672 up 2.751781 2.651655 0.011573 0.008352 0.1001262 1.03776
1607401_aVvi.5186 Transcr ibed locus, weakly similar to NP_199702.1 pentatricopeptide (PPR) repeat-containing  7.037222 7.065203 6.663075 6.831028 16 2.815006 2.820731 2.736188 2.772103 0.0726654 3.504364 0.11006205 10960 1.0451595 up 2.817869 2.754145 0.004048 0.025395 0.0637231 1.023137
1607402_aVvi.6843 Transcr ibed locus, strongly similar to NP_180711.1 secY family protein [Arabidopsis thaliana 139.9616 140.2366 105.9078 80.43675 16 7.128887 7.13172 6.726665 6.329783 0.0936291 3.033974 0.13443135 11562 1.5179027 up 7.130303 6.528224 0.002003 0.280638 0.6020794 1.092227
1607403_at 3.675953 3.722422 3.570731 3.588901 16 1.878118 1.896242 1.836219 1.843542 0.0401428 4.839557 0.07021182 9491 1.0333288 up 1.88718 1.839881 0.012815 0.005178 0.0472993 1.025708
1607404_aVvi.14680 Transcr ibed locus 79.96143 73.92203 5.66753 5.359534 16 6.321232 6.207933 2.50272 2.422108 3.34E-04 54.68749 0.01827131 298 13.9497595 up 6.264582 2.462414 0.080115 0.057002 3.8021682 2.544082
1607405_aVvi.1055 Transcr ibed locus, weakly similar to NP_177399.1 tRNA synthetase beta subunit family protei 501.0117 522.7325 744.9503 675.9868 16 8.9687 9.029929 9.541 9.400851 0.0252981 6.167256 0.05155262 8146 1.386657 down 8.999315 9.470926 0.043295 0.0991 -0.471611 0.950204
1607406_aVvi.9216 Transcr ibed locus, moderately similar to NP_565969.1 rhodanese-like domain-containing pro  19.17944 19.22583 14.18749 16.05228 16 4.261489 4.264974 3.826547 4.004706 0.0598597 3.90143 0.09464674 10499 1.2724463 up 4.263231 3.915627 0.002464 0.125978 0.3476048 1.088774
1607407_at 579.4821 565.93 438.9748 466.0201 16 9.17862 9.14448 8.777994 8.864248 0.0180619 7.339593 0.04275833 7012 1.2661333 up 9.161551 8.821121 0.024141 0.060991 0.3404295 1.038593
1607408_at 7.881826 7.664732 13.44212 11.52387 16 2.97853 2.938235 3.748689 3.526553 0.0265241 6.017327 0.05297583 8311 1.6012942 down 2.958383 3.637621 0.028493 0.157074 -0.6792384 0.813274
1607409_aVvi.516 Transcr ibed locus, moderately similar to XP_479680.1 phosphatidylinositol 3,5-kinase-like [Or 209.0639 238.553 423.0786 382.2938 16 7.7078 7.898166 8.724782 8.578538 0.0194214 7.070686 0.04443068 7256 1.800849 down 7.802983 8.65166 0.134609 0.10341 -0.848677 0.901906
1607410_aVvi.15708 Transcr ibed locus 3.643854 3.659504 3.534407 3.547247 16 1.865465 1.871648 1.821468 1.8267 0.0081903 10.98168 0.03166666 4291 1.0313063 up 1.868557 1.824084 0.004372 0.003699 0.0444728 1.024381
1607411_aVvi.8832 Transcr ibed locus, weakly similar to NP_565423.1 expressed protein [Arabidopsis thaliana] 157.568 138.8886 204.6239 213.965 16 7.299831 7.117785 7.676831 7.741231 0.0352945 5.180929 0.06411167 9138 1.4144323 down 7.208808 7.709031 0.128726 0.045538 -0.500223 0.935112
1607412_at 7.493749 7.569599 7.040137 6.926274 16 2.905688 2.920217 2.815604 2.792079 0.015677 7.892499 0.03970794 6553 1.0785631 up 2.912952 2.803842 0.010274 0.016634 0.1091106 1.038915
1607413_aVvi.14530 Transcr ibed locus 350.3213 340.186 294.1087 290.2537 16 8.452535 8.41018 8.200206 8.18117 0.0091788 10.36575 0.03294852 4624 1.1815406 up 8.431357 8.190688 0.029949 0.01346 0.240669 1.029383
1607414_aVvi.11477 Transcr ibed locus, moderately similar to NP_200823.1 expressed protein [Arabidopsis thalian 6.348315 6.629805 50.26391 71.19635 16 2.666374 2.728967 5.651451 6.153731 0.006178 12.66354 0.03022839 3391 9.220987 down 2.69767 5.902591 0.04426 0.355166 -3.204921 0.457031
1607415_aVvi.9026 Transcr ibed locus 3962.11 3988.224 5402.899 5330.483 16 11.95205 11.96153 12.39952 12.38005 6.25E-04 39.99424 0.02102278 492 1.3500304 down 11.95679 12.38978 0.006702 0.013766 -0.432992 0.965052
1607416_aVvi.3695 Transcr ibed locus 6.428887 6.479106 6.076424 6.062132 16 2.684569 2.695795 2.603223 2.599825 0.0043466 15.1184 0.02915648 2474 1.0633806 up 2.690182 2.601524 0.007938 0.002402 0.0886581 1.034079
1607417_aVvi.5214 Transcr ibed locus, weakly similar to NP_195511.1 mannitol dehydrogenase, putative (ELI3-1) 9.313519 11.10804 10.68748 11.68192 16 3.219327 3.473533 3.417849 3.546206 0.441444 0.95232 0.49529317 14796 1.098548 down 3.34643 3.482028 0.179751 0.090762 -0.1355979 0.961058
1607418_at 9.368594 9.636031 10.11441 8.697462 16 3.227833 3.268439 3.33834 3.120595 0.8816437 0.168566 0.8982539 16294 1.0130242 up 3.248136 3.229467 0.028713 0.153969 0.0186686 1.005781
1607419_aVvi.15016 Transcr ibed locus 8.360522 8.069901 9.297405 22.72106 16 3.063593 3.012551 3.216828 4.505958 0.3300103 1.276328 0.38616636 14186 1.7694746 down 3.038072 3.861393 0.036092 0.911553 -0.8233211 0.786781
1607420_aVvi.9808 Transcr ibed locus 18.96928 19.31387 24.76337 19.07754 16 4.245593 4.271565 4.630136 4.253803 0.4334574 0.972307 0.48828694 14736 1.1355495 down 4.258579 4.44197 0.018366 0.266107 -0.1833907 0.958714
1607421_aVvi.3819 Transcr ibed locus, moderately similar to XP_470007.1 squalene synthase [Oryza sativa (japon  2552.163 2583.344 2623.273 2523.075 16 11.31751 11.33502 11.35715 11.30097 0.9329826 0.09499 0.9429793 16425 1.0019394 down 11.32626 11.32906 0.012388 0.039729 -0.002796 0.999753
1607422_sVvi.7829 Transcr ibed locus, strongly similar to NP_565765.1 50S ribosomal protein L28, chloroplast (C 1244.835 1271.751 925.1138 952.9316 16 10.28174 10.3126 9.853487 9.896229 0.0038733 16.02116 0.02840319 2263 1.3400723 up 10.29717 9.874858 0.021823 0.030223 0.422311 1.042766
1607423_aVvi.3524 Transcr ibed locus, moderately similar to NP_563728.1 expressed protein [Arabidopsis thalian 852.1054 864.6577 1117.254 1100.393 16 9.734888 9.755985 10.12574 10.1038 0.0016935 24.26928 0.02493529 1122 1.2917583 down 9.745437 10.11477 0.014918 0.015513 -0.369336 0.963485
1607424_at 75.83192 77.96245 66.19425 64.98911 16 6.244733 6.284708 6.048634 6.022126 0.010759 9.562854 0.03483509 5126 1.172299 up 6.26472 6.03538 0.028266 0.018744 0.2293404 1.037999
1607425_aVvi.6022 Transcr ibed locus, moderately similar to XP_511249.1 PREDICTED: similar to epsilon isofor 2306.787 2221.572 3352.118 3468.696 16 11.17167 11.11737 11.71086 11.76018 0.0038297 16.11274 0.02827039 2248 1.506291 down 11.14452 11.73552 0.038399 0.034875 -0.5910005 0.94964
1607426_aVvi.111 GO:000597Beta-galactosidase 7.10426 9.111625 185.3355 235.5656 16 2.828684 3.187708 7.533995 7.879985 0.0028032 18.84775 0.0270467 1717 25.970356 down 3.008196 7.70699 0.253868 0.244652 -4.6987938 0.390321
1607427_aVvi.7608 Transcr ibed locus, moderately similar to NP_173675.1 C2 domain-containing protein [Arabid 534.7887 524.1879 427.7054 356.5542 16 9.062825 9.03394 8.740474 8.477978 0.079738 3.325934 0.11833471 11186 1.3558115 up 9.048383 8.609226 0.020425 0.185613 0.439157 1.05101
1607428_aVvi.1483 Transcr ibed locus, weakly similar to NP_199542.1 expressed protein [Arabidopsis thaliana] 867.6206 821.0693 562.733 537.7253 16 9.760921 9.68136 9.136307 9.070725 0.0068952 11.98043 0.03077344 3718 1.5343465 up 9.72114 9.103516 0.056258 0.046373 0.617624 1.067845
1607429_aVvi.14909 Transcr ibed locus 5.767933 5.811044 5.540043 5.626978 16 2.528055 2.538797 2.469897 2.49236 0.0522694 4.200605 0.08542784 10157 1.0369146 up 2.533426 2.481129 0.007596 0.015884 0.0522971 1.021078
1607430_aVvi.10565 Transcr ibed locus, moderately similar to NP_194356.2 expressed protein [Arabidopsis thalian 459.7247 455.7124 260.0934 218.3753 16 8.844626 8.83198 8.022886 7.770665 0.0175146 7.456522 0.04205018 6914 1.9205598 up 8.838303 7.896776 0.008943 0.178347 0.9415273 1.119229
1607431_aVvi.8481 Transcr ibed locus 44.01741 84.11713 482.5612 468.3443 16 5.460002 6.394327 8.914568 8.871426 0.0239733 6.341854 0.04994958 7967 7.812757 down 5.927165 8.892997 0.660667 0.030506 -2.965832 0.666498
1607432_sVvi.1991 GO:000681Cultivar Pinot Noir plasma membrane aquaporin (PIP1a) 10.13316 10.79974 55.75592 31.7636 10 3.341013 3.432925 5.801053 4.989303 0.0389691 4.916433 0.06865072 9423 4.0228252 down 3.386969 5.395178 0.064992 0.573994 -2.0082091 0.627777
1607433_aVvi.15142 Transcr ibed locus 4.166483 4.17873 3.999564 4.023668 16 2.05883 2.063065 1.999843 2.008511 0.0071426 11.76886 0.03096811 3828 1.0401347 up 2.060947 2.004177 0.002994 0.00613 0.0567704 1.028326
1607434_sVvi.6941 Transcr ibed locus, strongly similar to NP_188365.1 S-adenosylmethionine synthetase, putativ 782.9285 794.249 1798.88 1725.276 16 9.612737 9.633448 10.81288 10.75261 7.54E-04 36.39199 0.02202738 567 2.2340393 down 9.623093 10.78275 0.014645 0.042619 -1.159654 0.892453
1607435_at 9.71967 9.911031 9.45034 10.16554 16 3.280908 3.309035 3.240367 3.345616 0.9743025 0.036353 0.97825044 16534 1.0013734 up 3.294971 3.292991 0.019889 0.074422 0.00198 1.000601
1607436_at 26.12744 23.64005 32.6963 25.40239 16 4.707494 4.563161 5.031056 4.666892 0.3892535 1.090803 0.44469047 14531 1.1596154 down 4.635327 4.848974 0.102058 0.257502 -0.2136465 0.95594
1607437_aVvi.8292 Transcr ibed locus 6.274492 6.584855 6.182415 6.32417 16 2.649499 2.719152 2.628171 2.660876 0.4095988 1.034498 0.46515894 14618 1.0279728 up 2.684325 2.644523 0.049252 0.023126 0.0398021 1.015051
1607438_at 4.975121 4.990146 4.826821 4.756688 16 2.314732 2.319082 2.271073 2.249957 0.0346527 5.231308 0.06328011 9089 1.0398617 up 2.316907 2.260515 0.003076 0.014931 0.0563918 1.024946
1607439_aVvi.8868 Transcr ibed locus, strongly similar to XP_473453.1 OSJNBb0012E24.3 [Oryza sativa (japoni 598.4133 632.6683 578.8898 624.0759 16 9.224998 9.305306 9.177145 9.285578 0.6661629 0.50085 0.7043457 15701 1.0236983 up 9.265152 9.231361 0.056786 0.076674 0.033791 1.00366
1607440_sVvi.2659 Transcr ibed locus, moderately similar to NP_568482.1 expressed protein [Arabidopsis thalian 422.1687 466.4417 532.1471 642.7316 16 8.721676 8.865553 9.055681 9.328073 0.1226545 2.585662 0.16782776 12132 1.3179202 down 8.793614 9.191877 0.101736 0.19261 -0.398263 0.956672
1607441_aVvi.15522 Transcr ibed locus 3.139321 3.149627 3.042922 3.061962 16 1.650452 1.655181 1.605458 1.614456 0.0137735 8.432491 0.03764673 6072 1.0301538 up 1.652817 1.609957 0.003344 0.006363 0.0428596 1.026622
1607442_at 20.55895 21.48628 13.63295 18.88427 16 4.361695 4.425344 3.769026 4.239113 0.242304 1.641942 0.29635555 13573 1.3098936 up 4.393519 4.00407 0.045006 0.332402 0.3894494 1.097263
1607443_aVvi.14840 Transcr ibed locus 4.704934 4.74062 4.535768 4.45465 16 2.234175 2.245076 2.181347 2.155312 0.0370188 5.052002 0.06624126 9277 1.0506599 up 2.239625 2.168329 0.007708 0.018409 0.0712958 1.032881
1607444_aVvi.446 Transcr ibed locus, moderately similar to NP_172437.2 KH domain-containing quaking protei 371.9132 361.7231 610.7707 579.832 16 8.538822 8.498742 9.254487 9.179491 0.0036877 16.4218 0.02823081 2164 1.622488 down 8.518782 9.21699 0.028341 0.05303 -0.6982075 0.924248
1607445_aVvi.14915 Transcr ibed locus 5.518514 5.480215 5.258392 5.26309 16 2.46428 2.454233 2.394622 2.39591 0.0062065 12.63421 0.03025465 3403 1.0453529 up 2.459256 2.395266 0.007105 9.11E-04 0.0639902 1.026715
1607446_aVvi.12629 Transcr ibed locus, weakly similar to XP_468556.1 putative callose synthase 1 catalytic subuni     4.809154 4.804792 4.683572 4.951824 16 2.265783 2.264474 2.227609 2.30796 0.9533123 0.066098 0.9604278 16478 1.0018427 down 2.265129 2.267785 9.26E-04 0.056817 -0.002656 0.998829
1607447_aVvi.15095 Transcr ibed locus 3.855993 3.888036 3.760221 3.762996 16 1.947102 1.959042 1.910817 1.911882 0.020017 6.961508 0.04502401 7380 1.029342 up 1.953072 1.91135 0.008442 7.52E-04 0.0417225 1.021829
1607448_aVvi.7528 Transcr ibed locus, weakly similar to NP_564247.1 pentatricopeptide (PPR) repeat-containing 280.8306 272.5446 483.2618 477.69 16 8.133556 8.090348 8.916661 8.899931 8.45E-04 34.37402 0.0221369 630 1.7366954 down 8.111952 8.908297 0.030553 0.01183 -0.796345 0.910606
1607449_sVvi.161 Proline rich protein 1 (VPRP1) 5047.18 5330.544 8689.194 8475.119 16 12.30126 12.38007 13.08501 13.04902 0.0035377 16.76816 0.02809704 2087 1.6544467 down 12.34066 13.06701 0.055724 0.025447 -0.726349 0.944414
1607450_aVvi.1352 Transcr ibed locus, weakly similar to NP_850396.1 expressed protein [Arabidopsis thaliana] 671.5965 638.7097 747.546 774.5065 16 9.391451 9.319016 9.546019 9.597134 0.0395096 4.880614 0.06934539 9458 1.161784 down 9.355234 9.571576 0.051219 0.036144 -0.216342 0.977397
1607451_aVvi.3142 Transcr ibed locus, weakly similar to NP_173637.3 SEC14 cytosolic factor family protein / pho     239.3277 194.379 179.2408 195.6244 16 7.902844 7.602728 7.485755 7.611942 0.3368959 1.252821 0.39313594 14226 1.151837 up 7.752786 7.548849 0.212213 0.089228 0.2039367 1.027016
1607452_aVvi.4812 Transcr ibed locus, moderately similar to NP_564566.1 thioredoxin x [Arabidopsis thaliana] 607.7152 546.2899 120.1758 112.2046 16 9.247252 9.093523 6.909003 6.809988 0.0015616 25.27552 0.02483053 1042 4.9618983 up 9.170387 6.859495 0.108702 0.070014 2.310892 1.33689
1607453_aVvi.2703 Transcr ibed locus, weakly similar to NP_196422.1 expressed protein [Arabidopsis thaliana] 71.093 65.73831 37.94391 38.64589 16 6.151636 6.038662 5.245796 5.272243 0.0047796 14.41261 0.02932456 2698 1.7852538 up 6.095149 5.25902 0.079884 0.018701 0.836129 1.15899
1607454_aVvi.12953 Transcr ibed locus 13.38333 13.07304 12.29714 12.9014 16 3.742365 3.708523 3.620251 3.689456 0.20831 1.832668 0.26063472 13268 1.0501468 up 3.725444 3.654853 0.02393 0.048935 0.070591 1.019314
1607455_aVvi.8030 Transcr ibed locus, moderately similar to NP_914175.1 P0475H04.11 [Oryza sativa (japonica 11464.43 10506.04 12395.41 12313.41 16 13.48488 13.35893 13.59752 13.58794 0.1138135 2.704898 0.15784554 11969 1.1257027 down 13.4219 13.59273 0.089057 0.006771 -0.170826 0.987433
1607456_aVvi.14307 Transcr ibed locus 101.7539 152.5699 31.05794 24.17103 16 6.66894 7.253327 4.95689 4.595207 0.0238499 6.358851 0.04976816 7955 4.5475335 up 6.961133 4.776049 0.413224 0.255748 2.1850843 1.457509
1607457_aVvi.6995 Transcr ibed locus, moderately similar to NP_178310.1 glutamate decarboxylase, putative [Ara 16774.37 16817.95 17899.53 16973.95 16 14.03397 14.03771 14.12763 14.05104 0.297746 1.395 0.35341236 13986 1.0377735 down 14.03584 14.08933 0.002646 0.054164 -0.0534915 0.996203
1607458_at 3.503851 3.494103 3.367833 3.386143 16 1.808941 1.804922 1.75182 1.759643 0.0072953 11.64374 0.03107765 3893 1.0361265 up 1.806932 1.755732 0.002842 0.005531 0.0512001 1.029162
1607459_aVvi.14998 Transcr ibed locus 33.92117 37.55226 34.38876 38.84391 16 5.084114 5.230828 5.103865 5.279616 0.7928971 0.299378 0.81996244 16053 1.0240388 down 5.157471 5.191741 0.103742 0.124275 -0.0342703 0.993399
1607460_aVvi.14585 Transcr ibed locus 11.07888 13.08598 9.379985 9.184705 16 3.46974 3.70995 3.229585 3.199233 0.0901383 3.101235 0.1303324 11481 1.2972312 up 3.589845 3.214409 0.169854 0.021462 0.3754356 1.116798
1607461_aVvi.8329 Transcr ibed locus, weakly similar to NP_922668.1 putative flavin-containing monooxygenase [    90.05482 88.02383 93.98173 108.2775 16 6.492732 6.459823 6.554308 6.75859 0.2237205 1.741505 0.2767872 13418 1.133019 down 6.476277 6.656449 0.02327 0.144449 -0.1801719 0.972933
1607462_aVvi.75 Transcr ibed locus, moderately similar to NP_173732.1 phosphoglucomutase, cytoplasmic, pu 2534.05 2639.308 3801.151 3604.716 16 11.30723 11.36594 11.89222 11.81567 0.0085816 10.72525 0.03219712 4423 1.4313325 down 11.33659 11.85395 0.041518 0.054129 -0.517359 0.956356
1607463_aVvi.7083 Transcr ibed locus, weakly similar to NP_919459.1 putative serine carboxypeptidase [Oryza sa 8.73459 8.864997 8.323264 8.299886 16 3.12674 3.14812 3.057149 3.053091 0.0170304 7.564568 0.04142476 6824 1.0587116 up 3.13743 3.055121 0.015118 0.00287 0.0823097 1.026942
1607464_aVvi.6038 Transcr ibed locus, moderately similar to NP_198372.1 peptidase M50 family protein / sterol-r 95.59812 108.2707 101.1911 110.2281 16 6.57891 6.758499 6.660938 6.784348 0.6695947 0.495067 0.70761365 15709 1.0380949 down 6.668705 6.722643 0.126989 0.087264 -0.0539385 0.991977
1607465_aVvi.14024 Transcr ibed locus 15.9243 18.96628 9.020743 12.48526 16 3.993158 4.245365 3.173246 3.642154 0.1160972 2.672879 0.16056699 12003 1.6375757 up 4.119262 3.4077 0.178337 0.331568 0.7115617 1.20881
1607466_aVvi.11546 Transcr ibed locus, moderately similar to XP_469777.1 putative  ribosomal protein L6 [Oryza s   589.6244 551.6753 346.4067 364.5463 16 9.203652 9.107676 8.436323 8.509958 0.0077621 11.2842 0.03137725 4106 1.6049448 up 9.155664 8.473141 0.067866 0.052068 0.682523 1.080551
1607467_aVvi.8564 Transcr ibed locus 3.571116 3.607342 3.465985 3.481209 16 1.836375 1.850936 1.793265 1.799588 0.027102 5.950168 0.05362227 8390 1.0332781 up 1.843655 1.796427 0.010296 0.004471 0.0472285 1.02629
1607468_aVvi.2392 Transcr ibed locus 3.338054 3.353938 3.248321 3.265729 16 1.739007 1.745856 1.699694 1.707405 0.0171382 7.540135 0.04156724 6844 1.0273174 up 1.742432 1.70355 0.004843 0.005453 0.038882 1.022824
1607469_aVvi.3308 Transcr ibed locus, moderately similar to NP_188425.2 C2 domain-containing protein [Arabid 2028.641 1894.514 1045.461 962.3333 16 10.9863 10.88761 10.02992 9.910393 0.006365 12.47444 0.03037423 3477 1.9544964 up 10.93695 9.970158 0.069781 0.084521 0.9667965 1.096969
1607470_aVvi.11766 Transcr ibed locus, moderately similar to NP_199839.1 pentatricopeptide (PPR) repeat-conta 12.65747 12.7954 12.52904 12.40463 16 3.661917 3.677553 3.647203 3.632806 0.1075579 2.797452 0.1508045 11840 1.0208211 up 3.669735 3.640005 0.011057 0.01018 0.0297301 1.008168
1607471_aVvi.11746 Transcr ibed locus 117.7139 132.2029 262.5905 278.327 16 6.879141 7.04661 8.036671 8.120637 0.006974 11.91181 0.03083742 3753 2.1671183 down 6.962875 8.078653 0.118418 0.059373 -1.1157776 0.861886
1607472_aVvi.3350 Transcr ibed locus, moderately similar to NP_176170.1 dynamin-like protein, putative (ADL3) [ 688.6566 635.6816 729.3679 664.2584 16 9.427641 9.312161 9.510503 9.375601 0.4966243 0.823872 0.5480197 15044 1.0520123 down 9.369901 9.443052 0.081657 0.09539 -0.073151 0.992253
1607473_aVvi.10285 Transcr ibed locus 6.576762 6.496964 38.06414 45.4148 16 2.717377 2.699766 5.250361 5.505091 0.00228 20.9068 0.02610696 1448 6.360562 down 2.708571 5.377726 0.012453 0.180121 -2.6691542 0.503665
1607474_aVvi.3346 Transcr ibed locus, weakly similar to NP_564063.1 nucleosome assembly protein (NAP) famil 2401.516 2472.426 2500.396 2482.684 16 11.22973 11.27171 11.28794 11.27769 0.2757962 1.485208 0.3312427 13822 1.0224938 down 11.25072 11.28281 0.029686 0.007252 -0.032092 0.997156
1607475_sVvi.13120 GO:000816Putative O-methyltransferase (COMT) 1602.038 1519.701 1568.128 1508.754 16 10.64569 10.56957 10.61483 10.55914 0.7042486 0.437843 0.739294 15814 1.0144143 up 10.60763 10.58699 0.053826 0.039375 0.020647 1.00195
1607476_aVvi.3270 Transcr ibed locus, moderately similar to NP_568064.1 alanine--glyoxylate aminotransferase, 386.6036 384.4735 805.3228 834.4558 16 8.594711 8.586741 9.653423 9.704692 5.68E-04 41.9521 0.02028033 462 2.1262808 down 8.590726 9.679058 0.005636 0.036252 -1.088332 0.887558
1607477_aVvi.5185 Transcr ibed locus, moderately similar to NP_201402.2 heterogeneous nuclear ribonucleopro 1340.954 1269.518 1395.706 1306.806 16 10.38904 10.31007 10.44678 10.35183 0.5050091 0.805644 0.55600506 15078 1.0350858 down 10.34955 10.3993 0.055846 0.06714 -0.04975 0.995216
1607478_aVvi.6172 Transcr ibed locus 5.585329 5.56918 5.280949 5.279544 16 2.481642 2.477465 2.400797 2.400413 7.05E-04 37.63989 0.02180507 534 1.056248 up 2.479554 2.400605 0.002954 2.71E-04 0.0789485 1.032887
1607479_aVvi.6452 Transcr ibed locus 4.28891 4.31352 4.119377 4.157052 16 2.100611 2.108866 2.042426 2.055561 0.0188163 7.186803 0.04364794 7156 1.0393956 up 2.104739 2.048994 0.005837 0.009288 0.0557449 1.027206
1607480_aVvi.15473 Transcr ibed locus 134.3117 129.5346 200.8974 182.4705 16 7.069441 7.017193 7.650314 7.51152 0.0184986 7.250025 0.04326152 7098 1.4515558 down 7.043317 7.580917 0.036945 0.098142 -0.5376001 0.929085
1607481_aVvi.14992 Transcr ibed locus 7.16495 7.220191 6.964286 6.873791 16 2.840957 2.852037 2.799975 2.781106 0.0361701 5.114327 0.06517922 9212 1.0395478 up 2.846497 2.790541 0.007835 0.013343 0.0559561 1.020052
1607482_aVvi.709 Transcr ibed locus, moderately similar to XP_493844.1 putative glutathione S-transferase [Ory 4648.282 4291.452 357.5477 345.523 16 12.18248 12.06725 8.481992 8.432638 2.92E-04 58.51426 0.01827131 261 12.706995 up 12.12487 8.457315 0.081481 0.034898 3.6675515 1.433654
1607483_at 4.955111 4.976722 4.731574 4.759451 16 2.308917 2.315196 2.24232 2.250795 0.0064204 12.41999 0.03041107 3504 1.0464467 up 2.312057 2.246558 0.00444 0.005993 0.0654988 1.029155
1607484_aVvi.14374 Transcr ibed locus 4.796761 4.685798 4.606757 4.541598 16 2.26206 2.228295 2.203752 2.1832 0.1203199 2.615948 0.16520974 12090 1.036487 up 2.245178 2.193476 0.023876 0.014532 0.051702 1.023571
1607485_aVvi.4852 Transcr ibed locus, moderately similar to NP_567969.1 SH3 domain-containing protein 2 (SH 502.3893 525.6415 787.5102 871.885 16 8.972662 9.037935 9.621155 9.767994 0.013317 8.578774 0.03722824 5935 1.6124738 down 9.005299 9.694574 0.046155 0.103831 -0.689275 0.928901
1607486_aVvi.8596 Transcr ibed locus, weakly similar to XP_468027.1 hypothetical protein [Oryza sativa (japonica 91.15646 103.3751 291.7084 269.1755 16 6.510273 6.691744 8.188383 8.072403 0.004921 14.20254 0.02943507 2770 2.8866267 down 6.601008 8.130393 0.12832 0.08201 -1.5293846 0.811893
1607487_aVvi.9065 Transcr ibed locus, weakly similar to NP_197021.2 tyrosyl-DNA phosphodiesterase-related [A 51.11691 46.99279 57.15209 50.0156 16 5.675729 5.554368 5.836734 5.644306 0.3849838 1.103042 0.44076857 14499 1.0908647 down 5.615048 5.740521 0.085815 0.136067 -0.1254721 0.978143
1607488_aVvi.10621 Transcr ibed locus, weakly similar to NP_680119.1 hypothetical protein [Arabidopsis thaliana] 5.503583 5.536159 5.334972 5.342011 16 2.460371 2.468885 2.415481 2.417383 0.0080919 11.0491 0.0316321 4246 1.0339714 up 2.464628 2.416432 0.00602 0.001345 0.0481962 1.019945
1607489_at 5.147565 4.898963 4.866776 4.891057 16 2.36389 2.292476 2.282966 2.290146 0.3658235 1.159952 0.42167616 14402 1.0292739 up 2.328183 2.286556 0.050497 0.005077 0.041627 1.018205
1607490_aVvi.10064 Transcr ibed locus, weakly similar to NP_850458.1 rac GTPase activating protein, putative [Ar 17.79424 17.89223 18.34859 17.63989 16 4.153338 4.161261 4.197597 4.14077 0.718904 0.414232 0.7526799 15856 1.0082712 down 4.1573 4.169183 0.005602 0.040183 -0.0118838 0.99715
1607491_at 12.79304 12.69731 12.30735 12.34241 16 3.677287 3.666451 3.621448 3.625552 0.0140448 8.348913 0.03803156 6130 1.0340952 up 3.671869 3.6235 0.007662 0.002902 0.0483689 1.013349
1607492_at 3547.102 3872.681 4861.856 4845.397 16 11.79243 11.91912 12.24729 12.2424 0.0255348 6.137485 0.05183135 8178 1.3095529 down 11.85577 12.24485 0.089585 0.003459 -0.389074 0.968225
1607493_aVvi.14653 Transcr ibed locus 4.335962 4.346986 4.23046 4.118642 16 2.116352 2.120016 2.080814 2.042169 0.0999491 2.920856 0.14175116 11705 1.0400784 up 2.118184 2.061492 0.002591 0.027327 0.0566924 1.027501
1607494_aVvi.3109 Transcr ibed locus, strongly similar to NP_564805.1 homeodomain transcr iption factor (KNAT 8.600351 8.612002 8.263959 8.290996 16 3.104396 3.106349 3.046833 3.051545 0.0020545 22.02828 0.02556811 1331 1.0397112 up 3.105372 3.049189 0.001381 0.003332 0.056183 1.018426
1607495_aVvi.9991 Transcr ibed locus, weakly similar to NP_179835.1 cyclin delta-2 (CYCD2) [Arabidopsis thalia 97.74267 143.3729 508.2573 559.8774 16 6.610917 7.163629 8.989415 9.128967 0.0167897 7.620001 0.04113871 6773 4.5062203 down 6.887273 9.059191 0.390826 0.098678 -2.171918 0.760253
1607496_aVvi.15471 Transcr ibed locus 352.5692 299.3176 275.072 242.6571 16 8.461762 8.225534 8.103665 7.922775 0.1564714 2.221122 0.20498204 12672 1.2573864 up 8.343648 8.01322 0.167039 0.127909 0.330428 1.041235
1607497_aVvi.6796 Transcr ibed locus, strongly similar to NP_568166.1 2-cys peroxiredoxin, chloroplast, putative 17520.61 18827.5 18813.12 18374.42 16 14.09677 14.20055 14.19945 14.16541 0.5993668 0.618377 0.6428093 15479 1.0236855 down 14.14866 14.18243 0.073389 0.02407 -0.033772 0.997619
1607498_aVvi.8928 Transcr ibed locus, weakly similar to NP_566473.2 subtilase family protein [Arabidopsis thalia 807.7865 1006.313 710.0806 584.6611 16 9.65783 9.974864 9.471839 9.191457 0.1491208 2.290471 0.196969 12568 1.3992941 up 9.816347 9.331648 0.224177 0.19826 0.484699 1.051941
1607499_at 6.324411 6.368024 6.150773 6.083287 16 2.660931 2.670846 2.620768 2.604851 0.029814 5.661168 0.05710343 8667 1.0374769 up 2.665888 2.612809 0.007011 0.011255 0.0530791 1.020315
1607500_aVvi.7997 Transcr ibed locus, moderately similar to XP_506632.1 PREDICTED OJ1310_F05.15 gene p 1620.888 1877.059 2292.87 2397.609 16 10.66257 10.87426 11.16294 11.22738 0.0611202 3.857066 0.09615444 10552 1.3441987 down 10.76841 11.19516 0.149687 0.045567 -0.426746 0.961881
1607501_aVvi.9215 Transcr ibed locus, weakly similar to NP_171807.1 kinase interacting family protein [Arabidops  7.372726 7.388995 7.046479 7.056516 16 2.882198 2.885378 2.816903 2.818956 8.25E-04 34.79596 0.0221369 612 1.0467079 up 2.883788 2.817929 0.002249 0.001452 0.0658587 1.023371
1607502_aVvi.157 Transcr ibed locus, weakly similar to NP_568659.1 expressed protein [Arabidopsis thaliana] 2721.904 2476.569 3699.311 3880.023 16 11.4104 11.27413 11.85304 11.92185 0.0190443 7.142402 0.0438843 7203 1.4592028 down 11.34226 11.88744 0.09636 0.048656 -0.5451805 0.954138
1607503_sVvi.7878 Transcr ibed locus, weakly similar to NP_564305.1 dormancy-associated protein, putative (DR 8620.763 8385.05 7111.953 5597.705 16 13.0736 13.0336 12.79603 12.45062 0.1317589 2.47485 0.1778135 12301 1.3474921 up 13.0536 12.62333 0.028282 0.244243 0.430277 1.034086
1607504_aVvi.15706 Transcr ibed locus 5.038805 5.053174 4.908616 4.93344 16 2.333082 2.33719 2.295316 2.302594 0.0130775 8.658537 0.03699555 5864 1.0253955 up 2.335136 2.298955 0.002905 0.005146 0.0361805 1.015738
1607505_sVvi.11167 Transcr ibed locus, moderately similar to NP_564204.1 aldehyde dehydrogenase, mitochondri 2644.566 2411.356 1979.841 2111.319 16 11.36882 11.23563 10.95117 11.04393 0.0641917 3.75432 0.09993533 10663 1.2351388 up 11.30222 10.99755 0.094177 0.065591 0.304673 1.027704
1607506_x_at 1523.508 1485.367 1464.01 1786.023 16 10.57318 10.5366 10.51571 10.80254 0.5458258 0.720945 0.5937492 15261 1.0749204 down 10.55489 10.65912 0.025864 0.202816 -0.104229 0.990222
1607507_aVvi.11631 Transcr ibed locus, weakly similar to NP_191664.1 calcium-dependent lipid-binding protein, p 119.795 143.2232 117.2276 105.2927 16 6.904424 7.162121 6.873169 6.718262 0.2548459 1.580176 0.30955166 13667 1.1789949 up 7.033273 6.795715 0.182219 0.109535 0.2375574 1.034957
1607508_aVvi.9348 Transcr ibed locus 11.64105 10.26212 12.34232 13.10144 16 3.54115 3.359257 3.625541 3.711653 0.1621649 2.17041 0.21120745 12746 1.1634374 down 3.450203 3.668597 0.128618 0.06089 -0.2183936 0.940469
1607509_at 5.504673 5.543176 5.23708 5.230185 16 2.460657 2.470713 2.388763 2.386862 0.0042901 15.21825 0.02904219 2450 1.0554606 up 2.465685 2.387812 0.007111 0.001344 0.0778729 1.032613
1607510_aVvi.11733 Transcr ibed locus 4.628917 4.632164 4.332004 4.300709 16 2.210675 2.211686 2.115035 2.104574 0.0026757 19.29332 0.0268407 1654 1.072796 up 2.21118 2.109805 7.15E-04 0.007396 0.1013758 1.04805
1607511_aVvi.15715 Transcr ibed locus 3.516021 3.52936 3.414751 3.430715 16 1.813944 1.819406 1.77178 1.778509 0.010714 9.583243 0.03476813 5115 1.0292048 up 1.816675 1.775145 0.003863 0.004758 0.0415302 1.023395
1607512_at 6.214664 6.236401 5.838131 5.822197 16 2.635676 2.640714 2.545507 2.541564 0.0011397 29.59584 0.02304693 820 1.0678136 up 2.638195 2.543535 0.003562 0.002788 0.0946598 1.037216
1607513_aVvi.10456 Transcr ibed locus 4.268076 4.29214 4.102701 4.117633 16 2.093586 2.101697 2.036574 2.041815 0.0067564 12.10415 0.0307196 3650 1.0413442 up 2.097642 2.039195 0.005736 0.003706 0.0584469 1.028662
1607514_aVvi.1288 Transcr ibed locus, moderately similar to NP_192162.1 chloroplast thylakoid lumen protein [Ar 5.062895 5.090157 4.872479 4.922069 16 2.339963 2.34771 2.284656 2.299265 0.0244745 6.27416 0.05056312 8035 1.036612 up 2.343836 2.29196 0.005478 0.01033 0.0518761 1.022634
1607515_aVvi.6664 Transcr ibed locus, strongly similar to XP_476194.1 unknown protein [Oryza sativa (japonica c 2007.895 2117.745 1281.776 1333.546 16 10.97147 11.04831 10.32393 10.38105 0.0052617 13.73146 0.02950386 2951 1.5772377 up 11.00989 10.35249 0.054338 0.040392 0.657401 1.063502
1607516_aVvi.2547 Transcr ibed locus, strongly similar to NP_918587.1 putative 33kDa oxygen evolvingprotein of      430.3597 388.4116 5.265567 5.010544 16 8.749399 8.601442 2.396589 2.324967 1.69E-04 76.82971 0.0168302 165 79.59704 up 8.675421 2.360778 0.104621 0.050644 6.314643 3.674814
1607517_aVvi.11414 Transcr ibed locus, moderately similar to NP_568172.1 thioredoxin family protein [Arabidopsis 5.581438 5.578941 5.368577 5.335084 16 2.480637 2.479991 2.42454 2.415511 0.0055888 13.3203 0.02974846 3118 1.0426745 up 2.480314 2.420025 4.56E-04 0.006385 0.060289 1.024913
1607518_aVvi.12588 Transcr ibed locus, moderately similar to NP_187842.1 ankyrin repeat family protein [Arabidop 469.3894 529.3253 681.7533 632.3903 16 8.874641 9.048011 9.413106 9.304671 0.0602264 3.888385 0.09511785 10511 1.3172799 down 8.961327 9.358889 0.122591 0.076675 -0.397562 0.95752
1607519_aVvi.3077 Transcr ibed locus, weakly similar to NP_190872.1 late embryogenesis abundant protein, puta 6.715645 6.750327 6.53537 6.961435 16 2.747526 2.754957 2.708269 2.799385 0.9600407 0.056557 0.9657414 16503 1.0017935 down 2.751242 2.753827 0.005255 0.064429 -0.0025852 0.999061
1607520_aVvi.391 Transcr ibed locus, weakly similar to NP_175873.1 expressed protein [Arabidopsis thaliana] 4.686376 4.621749 4.454738 4.468388 16 2.228473 2.208439 2.15534 2.159754 0.0272074 5.938144 0.05374796 8403 1.0431223 up 2.218456 2.157548 0.014166 0.003121 0.0609083 1.02823
1607521_aVvi.4889 Transcr ibed locus, weakly similar to XP_470022.1 putative translation elongation factor P [Ory    4.520317 4.544035 4.392017 4.411832 16 2.176424 2.183974 2.134884 2.141378 0.0137222 8.448563 0.03761549 6054 1.0295888 up 2.180199 2.138131 0.005338 0.004592 0.0420683 1.019675
1607522_aVvi.14381 Transcr ibed locus 4.222985 4.238245 4.062314 4.084346 16 2.078263 2.083467 2.022302 2.030105 0.0072802 11.65589 0.03107765 3888 1.0386153 up 2.080865 2.026203 0.003679 0.005518 0.0546616 1.026977
1607523_aVvi.15389 Transcr ibed locus 4.484777 4.984353 12.0072 7.863409 16 2.165036 2.317406 3.585828 2.975155 0.0807422 3.302443 0.11947934 11217 2.0551877 down 2.241221 3.280491 0.107742 0.431811 -1.0392702 0.683197
1607524_aVvi.10234 Transcr ibed locus, moderately similar to NP_190536.1 leucine-rich repeat transmembrane pr 5.334221 5.218297 48.96995 64.81802 16 2.415278 2.383579 5.613825 6.018323 0.0035071 16.84163 0.02805983 2074 10.678562 down 2.399428 5.816074 0.022414 0.286023 -3.4166456 0.412551
1607525_at 7.839753 7.932821 7.213348 7.135677 16 2.970808 2.987834 2.850669 2.83505 0.0070904 11.81259 0.03091369 3805 1.0992056 up 2.979321 2.84286 0.012039 0.011044 0.1364613 1.048001
1607526_aVvi.15215 Transcr ibed locus 9.354709 9.154239 8.737304 8.768224 16 3.225693 3.19444 3.127188 3.132285 0.036721 5.073628 0.06586335 9255 1.0572598 up 3.210066 3.129736 0.022099 0.003604 0.0803299 1.025667
1607527_aVvi.2826 Transcr ibed locus 4.046396 4.049257 3.918392 3.969342 16 2.016638 2.017657 1.970262 1.9889 0.0565383 4.025129 0.09062071 10357 1.0263813 up 2.017148 1.979581 7.21E-04 0.013179 0.0375666 1.018977
1607528_aVvi.12 GO:000597Putative cellulase CEL1 6.648691 6.727596 6.93358 6.600152 16 2.73307 2.750091 2.793601 2.722499 0.6964592 0.450528 0.7320428 15794 1.011481 down 2.741581 2.75805 0.012035 0.050276 -0.0164693 0.994029
1607529_aVvi.11486 Transcr ibed locus 4.717485 4.744108 4.5699 4.549204 16 2.238018 2.246137 2.192163 2.185614 0.0094777 10.19867 0.033365 4715 1.0375559 up 2.242077 2.188888 0.005741 0.00463 0.0531891 1.0243
1607530_aVvi.8983 Transcr ibed locus 338.0546 343.0685 850.1115 825.5653 16 8.401113 8.422353 9.731508 9.689239 3.32E-04 54.90363 0.01827131 294 2.4599693 down 8.411733 9.710373 0.015019 0.029889 -1.29864 0.866263
1607531_aVvi.2261 Transcr ibed locus, moderately similar to NP_190214.1 protein kinase, putative [Arabidopsis th 197.7443 207.4722 562.6203 549.7462 16 7.627492 7.696774 9.136018 9.102622 6.96E-04 37.89288 0.02180507 526 2.7457242 down 7.662133 9.11932 0.04899 0.023614 -1.457187 0.840209
1607532_aVvi.6773 Transcr ibed locus, moderately similar to NP_564417.1 60S ribosomal protein L9 (RPL90B) [A 4782.154 4950.248 5940.189 6003.512 16 12.22345 12.27329 12.53629 12.55159 0.0076882 11.33893 0.03135112 4063 1.227375 down 12.24837 12.54394 0.035242 0.010817 -0.2955765 0.976437
1607533_aVvi.8257 Transcr ibed locus, moderately similar to NP_191027.2 structural maintenance of chromosom 13.08866 13.71715 13.91807 13.33773 16 3.710245 3.777909 3.798887 3.737441 0.6507707 0.527071 0.6904457 15647 1.0168359 down 3.744077 3.768164 0.047845 0.043449 -0.024087 0.993608
1607534_aVvi.4251 Transcr ibed locus, weakly similar to NP_181380.1 iron transporter-related [Arabidopsis thalia 983.6436 908.1646 651.0065 674.2909 16 9.941992 9.82681 9.346528 9.397227 0.0147404 8.145226 0.03877961 6309 1.4265434 up 9.884401 9.371878 0.081446 0.03585 0.512523 1.054687
1607535_at 6.544617 6.565857 6.093163 6.04806 8 2.710309 2.714984 2.607191 2.596473 0.0027724 18.95259 0.0270467 1694 1.0798374 up 2.712646 2.601832 0.003305 0.007579 0.110814 1.042591
1607536_sVvi.7458 Transcr ibed locus, moderately similar to NP_194714.1 expressed protein [Arabidopsis thalian 1649.928 1522.297 1053.624 1039.574 16 10.68819 10.57203 10.04114 10.02178 0.0095351 10.16752 0.03340762 4737 1.5142999 up 10.63011 10.03146 0.082133 0.013695 0.598651 1.059677
1607537_aVvi.2270 Transcr ibed locus, weakly similar to NP_563981.1 WD-40 repeat family protein [Arabidopsis t 632.5934 615.9491 276.8846 273.9236 16 9.305135 9.266667 8.113141 8.09763 3.08E-04 56.92376 0.01827131 274 2.2665787 up 9.285901 8.105385 0.027201 0.010968 1.180516 1.145646
1607538_aVvi.15656 Transcr ibed locus 3.415491 3.422188 3.321555 3.332284 16 1.772093 1.774919 1.731859 1.736511 0.0047571 14.44693 0.02932456 2688 1.0276301 up 1.773506 1.734185 0.001998 0.00329 0.039321 1.022674
1607539_at 166.5066 176.4633 100.0681 101.0139 16 7.379436 7.463224 6.644839 6.65841 0.0030265 18.13615 0.02766159 1808 1.7049215 up 7.42133 6.651625 0.059248 0.009596 0.7697053 1.115717
1607540_at 4.062036 4.083977 3.911154 3.927063 16 2.022203 2.029975 1.967594 1.973451 0.0075803 11.42027 0.03135112 4010 1.039267 up 2.026089 1.970523 0.005495 0.004141 0.0555662 1.028199
1607541_aVvi.10104 Transcr ibed locus, weakly similar to NP_194775.1 glycine-rich protein [Arabidopsis thaliana] 21.46788 75.71712 5.093148 5.426607 16 4.424108 6.242548 2.348558 2.44005 0.0840299 3.228383 0.12314101 11328 7.6689215 up 5.333328 2.394304 1.285832 0.064695 2.939024 2.227507
1607542_aVvi.9526 Transcr ibed locus, weakly similar to NP_916294.1 putative serine proteinase [Oryza sativa (ja 7.407109 7.59607 7.461183 11.58386 16 2.888911 2.925253 2.899404 3.534045 0.4327054 0.974209 0.4875562 14733 1.2394006 down 2.907082 3.216724 0.025698 0.448759 -0.3096426 0.90374
1607543_aVvi.14940 Transcr ibed locus 4.141506 4.171205 3.999515 4.018579 16 2.050155 2.060464 1.999825 2.006686 0.0138537 8.407511 0.0377234 6096 1.0367402 up 2.05531 2.003255 0.007289 0.004851 0.0520544 1.025985
1607544_at 3.899311 3.901476 3.7667 3.784786 16 1.963219 1.96402 1.913301 1.920212 0.0054646 13.47209 0.02965705 3057 1.0330166 up 1.96362 1.916756 5.67E-04 0.004887 0.0468633 1.024449
1607545_aVvi.10345 Transcr ibed locus 8.170903 7.725697 7.638309 7.011612 16 3.030496 2.949665 2.933253 2.809746 0.2493569 1.606716 0.30372873 13629 1.0856664 up 2.99008 2.8715 0.057156 0.087333 0.1185809 1.041296
1607546_aVvi.523 Transcr ibed locus, weakly similar to NP_178294.1 xyloglucan:xyloglucosyl transferase / xylog       4.284399 4.311845 4.14223 4.160058 16 2.099093 2.108306 2.050408 2.056604 0.0120117 9.041839 0.03587964 5557 1.0354038 up 2.103699 2.053506 0.006514 0.004381 0.0501935 1.024443
1607547_aVvi.14880 Transcr ibed locus 40.03193 41.49453 73.9406 52.97062 16 5.323079 5.374849 6.208295 5.72712 0.1249191 2.557047 0.17032744 12175 1.5355371 down 5.348964 5.967708 0.036607 0.340242 -0.6187436 0.896318
1607548_aVvi.13116 Transcr ibed locus, strongly similar to XP_482618.1 glyceraldehyde-3-phosphate dehydrogen 51.00106 50.67346 7.424685 7.435949 16 5.672455 5.663158 2.89233 2.894517 2.96E-06 580.9788 0.00571505 7 6.841835 up 5.667807 2.893423 0.006574 0.001547 2.7743833 1.958858
1607549_at 149.9587 164.6966 22.2679 16.72073 16 7.228421 7.363666 4.476893 4.063566 0.0051247 13.91525 0.02943507 2882 8.144432 up 7.296043 4.270229 0.095633 0.292267 3.0258141 1.708584
1607550_aVvi.3802 Transcr ibed locus, strongly similar to NP_910084.1 putative actin-related complex protein [Or 347.514 357.9722 301.847 382.4753 16 8.440928 8.483704 8.237674 8.579223 0.7839152 0.312985 0.8114321 16038 1.0380439 up 8.462316 8.408448 0.030247 0.241512 0.053868 1.006406
1607551_aVvi.2168 Transcr ibed locus, weakly similar to XP_479571.1 r40g2 protein [Oryza sativa (japonica cultiv 1459.414 1419.736 1595.688 1469.979 16 10.51117 10.47141 10.63996 10.52158 0.2882351 1.433033 0.34383944 13916 1.0639876 down 10.49129 10.58077 0.028119 0.08371 -0.089481 0.991543
1607552_aVvi.12931 Transcr ibed locus, weakly similar to NP_703313.1 hypothetical protein [Plasmodium falciparu 30.86836 33.11577 53.94806 47.66317 16 4.948057 5.049447 5.753499 5.574803 0.0230153 6.477288 0.04865028 7853 1.5860075 down 4.998752 5.664151 0.071693 0.126357 -0.6653994 0.882524
1607553_aVvi.526 Transcr ibed locus 8.597278 12.56094 21.69025 20.8472 16 3.10388 3.650873 4.438974 4.381782 0.0641229 3.756544 0.09986565 10659 2.046278 down 3.377376 4.410379 0.386782 0.040441 -1.0330022 0.765779
1607554_aVvi.15626 Transcr ibed locus 3.830874 3.858011 3.754751 3.740739 16 1.937673 1.947857 1.908718 1.903323 0.0237193 6.376976 0.04955745 7945 1.0257968 up 1.942765 1.90602 0.007201 0.003814 0.036745 1.019278
1607555_aVvi.2242 Transcr ibed locus, weakly similar to NP_919494.1 putative maize transposon MuDR mudrA-l 358.487 322.3604 316.0965 319.5333 16 8.485777 8.332531 8.304221 8.319822 0.334438 1.261146 0.39070714 14210 1.0696454 up 8.409154 8.312021 0.108361 0.011032 0.097133 1.011686
1607556_aVvi.10895 Transcr ibed locus 6.397973 6.486464 6.100609 5.980386 16 2.677615 2.697432 2.608953 2.580239 0.03348 5.327012 0.06176637 8998 1.0665324 up 2.687524 2.594596 0.014013 0.020304 0.0929276 1.035816
1607557_at 15.54675 15.11312 15.19708 14.27348 16 3.958542 3.91773 3.925722 3.835265 0.3652551 1.161692 0.4210992 14399 1.0407633 up 3.938136 3.880494 0.028858 0.063963 0.057642 1.014854
1607558_aVvi.15193 Transcr ibed locus 246.3235 258.4174 33.86619 27.23722 16 7.94441 8.013559 5.081774 4.767508 0.0027633 18.98383 0.0270467 1692 8.307096 up 7.978985 4.924641 0.048896 0.22222 3.0543443 1.620217
1607559_aVvi.3085 Transcr ibed locus 407.458 357.088 531.182 510.32 16 8.670507 8.480136 9.053062 8.995258 0.0457743 4.511989 0.07729298 9831 1.3649416 down 8.575321 9.02416 0.134613 0.040874 -0.448839 0.950263
1607560_aVvi.716 Transcr ibed locus, weakly similar to XP_462988.1 putative MATE efflux family protein [Oryza s 4.071137 4.08971 4.239399 3.963326 16 2.025432 2.031998 2.08386 1.986712 0.9049992 0.134962 0.9192852 16343 1.0045648 down 2.028715 2.035286 0.004643 0.068694 -0.0065706 0.996772
1607561_aVvi.5970 Transcr ibed locus, moderately similar to NP_178984.1 ABC transporter family protein [Arabid  16.86958 18.86792 6.655956 6.30999 16 4.076352 4.237864 2.734646 2.657638 0.003729 16.32997 0.02823139 2185 2.7529266 up 4.157108 2.696142 0.114206 0.054453 1.4609663 1.541873
1607562_aVvi.3607 Transcr ibed locus, weakly similar to NP_195481.1 ribosomal protein L12 family protein [Arabi 701.1109 712.2991 1101.102 1102.076 16 9.453499 9.476339 10.10473 10.10601 3.19E-04 55.99302 0.01827131 285 1.5588168 down 9.464919 10.10537 0.016151 9.02E-04 -0.6404515 0.936623
1607563_at 392.4278 417.1855 372.4382 368.7862 16 8.616283 8.704545 8.540857 8.526641 0.1052403 2.833697 0.14808026 11798 1.0917671 up 8.660414 8.533749 0.06241 0.010053 0.126665 1.014843
1607564_aVvi.4589 Transcr ibed locus, weakly similar to NP_567473.1 integral membrane family protein [Arabidop 5.510789 5.416816 5.78475 8.168323 16 2.462259 2.437445 2.532255 3.03004 0.3150722 1.329426 0.3707967 14106 1.2581422 down 2.449852 2.781147 0.017546 0.351987 -0.331295 0.880878
1607565_s_at 3.658374 3.674106 3.530039 3.553519 16 1.871203 1.877393 1.819684 1.829249 0.0128173 8.747727 0.03674546 5790 1.035144 up 1.874298 1.824467 0.004378 0.006763 0.0498315 1.027313
1607566_s_at 827.4355 861.8188 588.256 491.5085 16 9.692503 9.751241 9.2003 8.941072 0.0392182 4.899833 0.06897254 9439 1.5704587 up 9.721872 9.070686 0.041534 0.183302 0.651186 1.07179
1607567_aVvi.6716 Transcr ibed locus, weakly similar to NP_565544.1 galactosyl transferase GMA12/MNN10 fam660.4484 742.9439 1199.523 1223.93 16 9.367302 9.537109 10.22825 10.25731 0.0116643 9.177932 0.03557148 5443 1.729757 down 9.452206 10.24278 0.120072 0.020549 -0.790569 0.922817
1607568_at 4.206231 4.230727 4.040383 4.057659 16 2.072528 2.080906 2.014492 2.020648 0.0076348 11.379 0.03135112 4037 1.0418496 up 2.076717 2.01757 0.005924 0.004353 0.0591472 1.029316
1607569_aVvi.8299 Transcr ibed locus 10.35912 11.04723 11.55916 10.59927 16 3.37283 3.465613 3.530965 3.405893 0.5920185 0.63196 0.63592625 15454 1.0346963 down 3.419222 3.468429 0.065607 0.088439 -0.0492074 0.985813
1607570_aVvi.8529 Transcr ibed locus 4.798263 4.709464 4.506909 4.514366 16 2.262512 2.235563 2.172138 2.174523 0.0304751 5.596557 0.05795498 8729 1.0538771 up 2.249038 2.173331 0.019056 0.001687 0.0757067 1.034834
1607571_aVvi.2327 Transcr ibed locus, strongly similar to NP_909793.1 hypothetical protein [Oryza sativa (japoni  1607.283 1520.75 1744.839 1640.869 16 10.65041 10.57057 10.76888 10.68024 0.1959464 1.912523 0.24729016 13154 1.0822806 down 10.61049 10.72456 0.056456 0.062673 -0.114075 0.989363
1607572_sVvi.7858 Transcr ibed locus, strongly similar to NP_191788.1 ADP-ribosylation factor [Arabidopsis tha 3236.683 3204.309 3956.271 3973.39 16 11.6603 11.6458 11.94993 11.95616 6.91E-04 38.01371 0.02180507 523 1.2311373 down 11.65305 11.95304 0.010254 0.004406 -0.299992 0.974902
1607573_aVvi.4884 Transcr ibed locus 6.03404 6.05337 5.898963 6.264202 16 2.593124 2.597739 2.560461 2.647131 0.8649525 0.192752 0.8836343 16250 1.0058148 down 2.595431 2.603796 0.003263 0.061285 -0.0083647 0.996787
1607574_aVvi.978 Transcr ibed locus 10.79926 10.57803 16.00422 22.62136 16 3.432861 3.402999 4.000381 4.499614 0.0796745 3.327433 0.1182616 11184 1.7802341 down 3.41793 4.249997 0.021115 0.353011 -0.8320669 0.804219
1607575_aVvi.10224 Transcr ibed locus, weakly similar to NP_182281.1 photolyase/blue light photoreceptor (PHR2 516.9985 572.7048 849.98 823.338 16 9.014016 9.161648 9.731285 9.685341 0.0151711 8.026114 0.03915906 6431 1.5373882 down 9.087832 9.708313 0.104391 0.032487 -0.6204815 0.936088
1607576_at 8.405048 8.514642 7.847164 7.618945 16 3.071256 3.089946 2.972171 2.929591 0.0306559 5.579241 0.05817227 8748 1.0940812 up 3.080601 2.950881 0.013216 0.030108 0.1297198 1.04396
1607577_aVvi.6595 Transcr ibed locus, weakly similar to NP_566321.1 heterogeneous nuclear ribonucleoprotein, 1479.892 1334.978 802.9382 823.2177 16 10.53128 10.3826 9.649145 9.68513 0.0092481 10.32629 0.03307571 4641 1.7288356 up 10.45694 9.667137 0.10513 0.025445 0.789801 1.0817
1607578_at 759.6665 823.2351 1369.891 1270.954 16 9.569222 9.685161 10.41985 10.3117 0.0113253 9.316695 0.03525404 5332 1.6685313 down 9.627192 10.36577 0.081981 0.076473 -0.738578 0.928748
1607579_aVvi.8294 Transcr ibed locus, moderately similar to NP_197318.1 glutamate dehydrogenase 1 (GDH1) [ 133.6178 188.0966 495.3708 424.3954 16 7.061969 7.55533 8.952365 8.729265 0.0298319 5.65939 0.05712453 8669 2.8921964 down 7.308649 8.840815 0.348859 0.157755 -1.532166 0.826694
1607580_sVvi.12924 GO:000633Histone H3.3 11029.04 10980.09 10928.05 11482.3 16 13.42902 13.4226 13.41575 13.48712 0.5487164 0.715178 0.5963075 15276 1.017922 down 13.42581 13.45144 0.004538 0.05047 -0.025627 0.998095
1607581_aVvi.11349 Transcr ibed locus, weakly similar to NP_173716.1 armadillo/beta-catenin repeat family protein     1079.425 1069.615 1053.712 1128.549 16 10.07605 10.06288 10.04127 10.14025 0.7112353 0.426546 0.74554414 15837 1.0148717 down 10.06946 10.09076 0.009314 0.069995 -0.021297 0.997889
1607582_aVvi.4560 Transcr ibed locus, moderately similar to XP_481307.1 unknown protein [Oryza sativa (japonic 429.3862 424.9046 381.7789 389.7696 16 8.746132 8.730995 8.576593 8.606478 0.0127307 8.778008 0.03671273 5756 1.1072861 up 8.738564 8.591536 0.010703 0.021131 0.147028 1.017113
1607583_at 557.1068 526.1108 533.6576 467.7827 16 9.12181 9.039223 9.059771 8.869695 0.3800519 1.117374 0.4357172 14480 1.0835634 up 9.080517 8.964733 0.058398 0.134404 0.115784 1.012915
1607584_aVvi.4497 Transcr ibed locus 13.93804 13.35632 14.60201 14.3923 16 3.800956 3.739451 3.868095 3.847225 0.1146478 2.693097 0.15881374 11984 1.0624958 down 3.770203 3.85766 0.04349 0.014757 -0.0874573 0.977329
1607585_aVvi.10782 Transcr ibed locus, moderately similar to XP_472478.1 OSJNBa0028I23.21 [Oryza sativa (jap 226.3315 225.6261 222.0935 233.0361 16 7.822293 7.81779 7.795023 7.864409 0.8069266 0.278283 0.8326038 16089 1.0067288 down 7.820042 7.829717 0.003184 0.049063 -0.009675 0.998764
1607586_aVvi.5347 Transcr ibed locus, moderately similar to NP_173841.1 expressed protein [Arabidopsis thalian 7.880478 7.878577 7.916678 7.382543 16 2.978283 2.977935 2.984895 2.884118 0.4780747 0.865324 0.5301935 14969 1.0306845 up 2.978109 2.934506 2.46E-04 0.07126 0.0436027 1.014859
1607587_at 6.869536 6.911643 6.71517 6.448157 16 2.780213 2.789029 2.747424 2.688887 0.1538258 2.245556 0.20218636 12630 1.047148 up 2.784621 2.718155 0.006234 0.041392 0.0664654 1.024452
1607588_at 10.9233 8.318135 6.314738 11.42317 10 3.449337 3.05626 2.658723 3.513891 0.7573099 0.353793 0.78797054 15955 1.1223258 up 3.252799 3.086307 0.277947 0.604695 0.1664916 1.053945
1607589_aVvi.3244 Transcr ibed locus, moderately similar to NP_173584.1 preprotein translocase secA family pro 175.5884 176.5993 178.7899 183.6434 16 7.456053 7.464335 7.482122 7.520763 0.1720964 2.087528 0.22180705 12880 1.0290035 down 7.460195 7.501442 0.005856 0.027323 -0.0412478 0.994501
1607590_aVvi.8398 Transcr ibed locus, moderately similar to NP_178163.1 PRLI-interacting factor L, putative [Ara 603.5241 609.5087 403.7451 421.8783 16 9.237268 9.251503 8.657301 8.720683 0.0034027 17.09925 0.02783547 2028 1.4695691 up 9.244385 8.688992 0.010066 0.044818 0.555393 1.063919
1607591_aVvi.10789 Transcr ibed locus 7.779812 7.108572 5.896627 6.492164 16 2.959735 2.82956 2.55989 2.6987 0.1081219 2.788798 0.15147851 11848 1.2019299 up 2.894648 2.629295 0.092048 0.098153 0.2653527 1.100922
1607592_at 14.63763 16.69556 14.48812 14.30985 16 3.87161 4.061392 3.856798 3.838936 0.3393129 1.244706 0.39559504 14239 1.0857062 up 3.966501 3.847867 0.134197 0.012631 0.1186337 1.030831
1607593_aVvi.11718 Transcr ibed locus 158.4966 177.6047 287.6923 246.9563 16 7.308308 7.472526 8.168383 7.948112 0.0398041 4.861398 0.06974435 9474 1.5886827 down 7.390417 8.058248 0.11612 0.155755 -0.6678314 0.917124
1607594_aVvi.6432 Transcr ibed locus, weakly similar to XP_479394.1 hypothetical protein [Oryza sativa (japonica 4.837396 4.859794 4.639053 4.624286 16 2.274231 2.280895 2.213831 2.209231 0.0037389 16.30835 0.02823139 2193 1.0468336 up 2.277563 2.211531 0.004713 0.003253 0.0660322 1.029858
1607595_aVvi.14337 Transcr ibed locus 402.2881 413.2632 392.4592 387.0099 16 8.652085 8.690917 8.616399 8.596227 0.0966018 2.979455 0.13784122 11634 1.0462216 up 8.671501 8.606313 0.027458 0.014264 0.065188 1.007574
1607596_x_at 14.46953 19.12688 15.24001 14.08823 16 3.854946 4.257529 3.929792 3.816418 0.4735332 0.875724 0.52589464 14948 1.135346 up 4.056237 3.873105 0.28467 0.080167 0.183132 1.047283
1607597_aVvi.11999 Transcr ibed locus 4.814519 4.812138 4.587783 4.610751 16 2.267392 2.266678 2.197797 2.205002 0.0030279 18.13191 0.02766159 1809 1.046546 up 2.267035 2.201399 5.05E-04 0.005094 0.0656357 1.029815
1607598_aVvi.3180 Transcr ibed locus, moderately similar to NP_917413.1 OSJNBb0024F06.18 [Oryza sativa (ja 213.0049 195.9381 255.3576 264.0859 16 7.734743 7.614254 7.996375 8.044864 0.033446 5.329862 0.06173105 8994 1.2711382 down 7.674499 8.020619 0.085199 0.034287 -0.3461204 0.956846
1607599_aVvi.8943 Transcr ibed locus, weakly similar to NP_173924.1 lysine and histidine specific transporter, pu 711.0736 642.8408 694.973 633.6997 16 9.473855 9.328318 9.440813 9.307655 0.8109618 0.272249 0.8359362 16105 1.0187871 up 9.401087 9.374234 0.10291 0.094157 0.026853 1.002865
1607600_at 5.95476 5.843987 5.598047 5.59118 16 2.574043 2.546953 2.484924 2.483153 0.0301017 5.632794 0.05751894 8687 1.0544275 up 2.560498 2.484038 0.019156 0.001252 0.0764598 1.03078
1607601_aVvi.9207 Transcr ibed locus, moderately similar to NP_177795.1 12-oxophytodienoate reductase (OPR2  6634.088 6247.991 5232.352 5256.887 16 12.69568 12.60918 12.35324 12.35999 0.0208398 6.818378 0.04589242 7538 1.2275746 up 12.65243 12.35662 0.061169 0.004772 0.295811 1.023939
1607602_at 4.2404 4.254356 4.114386 4.127637 16 2.0842 2.088941 2.040677 2.045316 0.0057428 13.13897 0.02989878 3183 1.030664 up 2.086571 2.042997 0.003352 0.00328 0.0435741 1.021329
1607603_aVvi.5839 Transcr ibed locus 8.658357 8.741573 8.283744 8.26333 16 3.114093 3.127893 3.050283 3.046723 0.0095246 10.17318 0.03340679 4732 1.0515301 up 3.120993 3.048503 0.009758 0.002517 0.0724901 1.023779
1607604_aVvi.9150 Transcr ibed locus, moderately similar to NP_190662.2 AAA-type ATPase family protein [Arab 658.3239 755.9011 1196.335 1077.449 16 9.362654 9.562054 10.22441 10.0734 0.0316168 5.489694 0.0593513 8843 1.6094314 down 9.462354 10.14891 0.140997 0.106774 -0.686551 0.932352



1607605_at 30.44763 28.81617 37.94387 31.56918 16 4.928258 4.848807 5.245795 4.980445 0.2463383 1.621633 0.30058122 13605 1.1684431 down 4.888533 5.11312 0.05618 0.187631 -0.2245874 0.956076
1607606_aVvi.8055 Transcr ibed locus 7.241422 7.321401 6.920851 7.049639 16 2.856273 2.87212 2.790949 2.81755 0.0606857 3.872208 0.09564307 10533 1.0424274 up 2.864196 2.804249 0.011205 0.018809 0.059947 1.021377
1607607_sVvi.667 Transcr ibed locus, moderately similar to NP_190692.1 naringenin 3-dioxygenase / flavanone   4743.759 4329.483 7.554686 7.387069 16 12.21182 12.07998 2.917372 2.885002 5.39E-05 136.2004 0.01326001 65 606.6455 up 12.1459 2.901187 0.093222 0.022889 9.24471 4.186527
1607608_aVvi.8271 Transcr ibed locus 181.8471 147.1089 171.7168 167.3708 16 7.506582 7.200741 7.423887 7.386904 0.7689394 0.335858 0.79802036 15996 1.03651 down 7.353662 7.405396 0.216263 0.026151 -0.051734 0.993014
1607609_at 6.818797 7.02032 7.525423 10.58997 16 2.769517 2.811537 2.911773 3.404626 0.2754688 1.486621 0.33094528 13818 1.2902695 down 2.790527 3.158199 0.029712 0.3485 -0.3676724 0.883582
1607610_aVvi.11286 Transcr ibed locus, weakly similar to NP_176756.1 S-receptor protein kinase, putative [Arabido 8.754379 22.12385 5.008905 5.022187 16 3.130005 4.46753 2.324495 2.328316 0.1586289 2.201612 0.20730136 12703 2.774758 up 3.798768 2.326406 0.945773 0.002701 1.4723621 1.632891
1607611_at 628.1298 619.7982 897.2601 1087.89 16 9.294919 9.275655 9.809382 10.08732 0.0414138 4.759946 0.0719047 9561 1.5834398 down 9.285287 9.948349 0.013622 0.196529 -0.663062 0.93335
1607612_at 3636.635 3267.428 2879.813 3220.399 16 11.82839 11.67394 11.49176 11.65303 0.2504821 1.601214 0.30500045 13633 1.1319207 up 11.75116 11.57239 0.109212 0.114032 0.1787725 1.015448
1607613_aVvi.8920 Transcr ibed locus, moderately similar to NP_187941.2 expressed protein [Arabidopsis thalian 974.8833 913.5425 550.0458 478.5668 16 9.929086 9.835328 9.103408 8.902576 0.0155181 7.933763 0.03952657 6514 1.8393732 up 9.882207 9.002993 0.066297 0.142009 0.879214 1.097658
1607614_aVvi.5781 Transcr ibed locus, weakly similar to NP_182304.2 cation efflux family protein / metal tolerance 43.63342 42.89717 42.41307 37.35424 16 5.447362 5.422811 5.406437 5.2232 0.3229441 1.301074 0.3789059 14149 1.0869367 up 5.435086 5.314818 0.01736 0.129568 0.1202679 1.022629
1607615_aVvi.4954 Transcr ibed locus 128.3264 123.1488 209.4884 181.3165 16 7.003674 6.944258 7.710727 7.502367 0.0280982 5.839234 0.05483374 8506 1.5503358 down 6.973966 7.606547 0.042013 0.147333 -0.632581 0.916837
1607616_aVvi.6934 Transcr ibed locus, weakly similar to XP_469566.1 putative histidine kinase [Oryza sativa (japo 216.1184 201.4717 203.7004 178.045 16 7.755678 7.654434 7.670304 7.476098 0.3517259 1.204084 0.4077191 14321 1.0957017 up 7.705056 7.573201 0.071591 0.137325 0.131855 1.017411
1607617_aVvi.1871 Transcr ibed locus, weakly similar to NP_198579.2 chromosome condensation family protein [A  7.165567 7.944246 7.675286 11.36711 16 2.841081 2.98991 2.940221 3.506793 0.4032944 1.051603 0.4586897 14596 1.238 down 2.915496 3.223507 0.105238 0.400627 -0.3080114 0.904448
1607618_aVvi.14475 Transcr ibed locus 130.4035 127.8584 139.0856 136.4867 16 7.026839 6.998404 7.119829 7.092617 0.0414723 4.756369 0.07196308 9566 1.067031 down 7.012621 7.106223 0.020107 0.019242 -0.093602 0.986828
1607619_sVvi.5009 Transcr ibed locus 2683.199 3120.945 869.5199 971.5155 16 11.38974 11.60777 9.764075 9.924093 0.0066125 12.23648 0.03059962 3586 3.148509 up 11.49875 9.844084 0.15417 0.11315 1.654669 1.168088
1607620_aVvi.6467 Transcr ibed locus, moderately similar to NP_912423.1 Putative NAM (no apical meristem) pr 12.29079 12.50823 11.92761 12.11584 16 3.619506 3.644806 3.576234 3.598822 0.1191374 2.631605 0.16396572 12062 1.031417 up 3.632156 3.587528 0.01789 0.015973 0.0446277 1.01244
1607621_aVvi.432 Transcr ibed locus, moderately similar to NP_196844.1 proton-dependent oligopeptide transpo 7.282868 7.026785 7.18186 10.68257 16 2.864507 2.812865 2.844358 3.417187 0.4166602 1.015684 0.47198308 14653 1.2244099 down 2.838686 3.130772 0.036517 0.405052 -0.2920865 0.906705
1607622_aVvi.10538 Transcr ibed locus, moderately similar to XP_483317.1 3-hydroxy-3-methylglutaryl-coenzyme A      803.8166 762.2581 1764.075 1725.351 16 9.650723 9.574136 10.7847 10.75267 0.0012861 27.85762 0.02357308 903 2.2287838 down 9.612429 10.76869 0.054155 0.022643 -1.156256 0.892628
1607623_aVvi.14916 Transcr ibed locus 5.946485 5.977459 5.733581 5.869194 16 2.572037 2.579532 2.519436 2.553162 0.149604 2.285769 0.19752868 12573 1.0277472 up 2.575785 2.536299 0.0053 0.023848 0.0394855 1.015568
1607624_aVvi.1579 Transcr ibed locus, moderately similar to NP_568280.1 expressed protein [Arabidopsis thalian 128.5179 137.5818 95.19006 79.35729 16 7.005826 7.104146 6.57274 6.31029 0.0484188 4.377845 0.08051377 9983 1.5299357 up 7.054986 6.441515 0.069523 0.18558 0.613471 1.095237
1607625_aVvi.15408 Transcr ibed locus 75.88422 86.62252 56.57451 48.08608 16 6.245728 6.43667 5.82208 5.587547 0.0520891 4.208471 0.08523397 10145 1.5544298 up 6.341199 5.704814 0.135017 0.165839 0.6363855 1.111552
1607626_at 7.736601 7.860238 7.13308 7.199758 16 2.9517 2.974573 2.834525 2.847948 0.0116275 9.192699 0.035508 5435 1.0881671 up 2.963137 2.841237 0.016174 0.009492 0.1219001 1.042904
1607627_aVvi.15227 Transcr ibed locus 5.849986 4.687179 5.606674 12.0275 16 2.548433 2.22872 2.487145 3.588265 0.3750019 1.132271 0.4307307 14453 1.5682205 down 2.388577 3.037705 0.226071 0.778609 -0.6491285 0.78631
1607628_aVvi.10613 Transcr ibed locus, moderately similar to NP_200070.1 beta-carotene hydroxylase, putative [Ar 4.698269 4.714687 4.51364 4.527528 16 2.232129 2.237162 2.174291 2.178724 0.0033099 17.33863 0.02783547 1963 1.0411215 up 2.234646 2.176508 0.003559 0.003134 0.0581383 1.026712
1607629_at 9.753275 10.00576 8.779026 8.444684 16 3.285887 3.322759 3.134061 3.078043 0.0274306 5.912915 0.05395772 8439 1.1473224 up 3.304323 3.106052 0.026073 0.03961 0.1982707 1.063834
1607630_aVvi.2314 Transcr ibed locus 1451.632 1095.862 197.7109 195.2284 16 10.50346 10.09785 7.627249 7.609019 0.0056785 13.21379 0.02982877 3157 6.4197707 up 10.30066 7.618134 0.286809 0.012891 2.6825215 1.352123
1607631_aVvi.8628 Transcr ibed locus, weakly similar to NP_566404.1 expressed protein [Arabidopsis thaliana] 563.3996 568.5472 512.259 449.949 16 9.138015 9.151136 9.00073 8.813618 0.1270052 2.531324 0.17259976 12214 1.1788678 up 9.144575 8.907173 0.009278 0.132308 0.237402 1.026653
1607632_aVvi.9766 Transcr ibed locus, moderately similar to NP_175745.3 ABC transporter family protein [Arabid  329.7909 344.6325 460.5259 426.273 16 8.365408 8.428915 8.847138 8.735634 0.0254801 6.144326 0.05175201 8173 1.3142358 down 8.397162 8.791386 0.044906 0.078846 -0.3942245 0.955158
1607633_at 6.331193 6.413853 5.948979 6.008341 16 2.662477 2.681191 2.572642 2.586967 0.0160019 7.810026 0.04010628 6623 1.0658687 up 2.671834 2.579804 0.013233 0.010129 0.0920298 1.035673
1607634_at 166.3848 161.6135 173.7733 196.0205 16 7.37838 7.336404 7.441063 7.614861 0.1966221 1.907987 0.24801095 13161 1.1255026 down 7.357392 7.527962 0.029681 0.122894 -0.1705694 0.977342
1607635_at 4.972331 4.963283 4.800848 4.604922 16 2.313922 2.311295 2.263289 2.203177 0.1186307 2.638381 0.16340382 12052 1.0565606 up 2.312609 2.233233 0.001858 0.042506 0.0793755 1.035543
1607636_aVvi.3024 Transcr ibed locus, strongly similar to XP_579409.1 PREDICTED: hypothetical protein XP_57 2721.803 2562.904 1531.522 1438.117 16 11.41035 11.32356 10.58075 10.48997 0.0056538 13.24287 0.02979867 3145 1.7796535 up 11.36696 10.53536 0.061365 0.064195 0.831597 1.078934
1607637_aVvi.2749 Transcr ibed locus, moderately similar to NP_916158.1 P0435B05.31 [Oryza sativa (japonica c 2515.468 2348.314 2929.651 3118.895 16 11.29661 11.19741 11.51651 11.60682 0.0425609 4.691119 0.07322244 9649 1.2437153 down 11.24701 11.56167 0.070146 0.063856 -0.3146565 0.972785
1607638_aVvi.15308 Transcr ibed locus 3.391447 3.410891 3.296826 3.315444 16 1.761901 1.770149 1.721078 1.729202 0.0194632 7.062855 0.04447737 7264 1.0287445 up 1.766025 1.72514 0.005832 0.005745 0.0408847 1.023699
1607639_sVvi.15078 Transcr ibed locus 8.608106 8.564331 7.976644 8.032207 16 3.105696 3.098341 2.995782 3.005796 0.0037454 16.29411 0.02823139 2200 1.072687 up 3.102018 3.000789 0.005201 0.007081 0.1012292 1.033734
1607640_aVvi.1942 Transcr ibed locus, moderately similar to NP_564846.1 PspA/IM30 family protein [Arabidopsis 403.7494 391.5911 314.709 340.7109 16 8.657316 8.613204 8.297874 8.412404 0.0447911 4.564791 0.07612058 9768 1.2142966 up 8.63526 8.355139 0.031192 0.080985 0.280121 1.033527
1607641_at 5.694235 5.651732 5.344174 5.420816 16 2.509502 2.498693 2.417967 2.43851 0.0226181 6.535908 0.0481576 7796 1.0539885 up 2.504098 2.428238 0.007643 0.014526 0.0758591 1.03124
1607642_aVvi.5065 Transcr ibed locus, strongly similar to NP_197745.1 26S proteasome regulatory subunit, puta  4232.825 4267.531 4007.391 4045.786 16 12.04741 12.05919 11.96845 11.9822 0.0132222 8.610092 0.03713042 5911 1.0555308 up 12.0533 11.97533 0.00833 0.009727 0.077968 1.006511
1607643_at 2614.627 2309.779 2175.558 2630.364 16 11.35239 11.17354 11.08717 11.36105 0.8343293 0.237577 0.8565663 16170 1.0272993 up 11.26296 11.22411 0.126466 0.19366 0.038856 1.003462
1607644_at 4.029912 4.047769 3.937822 3.941696 16 2.010748 2.017127 1.977398 1.978816 0.0082125 10.96666 0.03168828 4301 1.0251468 up 2.013938 1.978107 0.00451 0.001003 0.0358305 1.018114
1607645_aVvi.1513 Transcr ibed locus, weakly similar to NP_916778.1 putative pathogenesis related protein [Oryz 5.477304 5.473156 5.293429 5.307743 16 2.453466 2.452373 2.404203 2.408098 0.0018658 23.11863 0.02525701 1223 1.0329491 up 2.45292 2.40615 7.73E-04 0.002755 0.0467692 1.019437
1607646_aVvi.6607 Transcr ibed locus, moderately similar to NP_568553.1 ADP-ribosylation factor, putative [Arab 325.3004 326.1802 111.1249 142.598 16 8.345629 8.349525 6.796038 7.15581 0.0167697 7.624674 0.04112411 6769 2.5876698 up 8.347577 6.975924 0.002755 0.254397 1.3716535 1.196627
1607647_at 99.84133 109.0205 93.62915 101.4121 16 6.641565 6.768456 6.548886 6.664085 0.3691714 1.149763 0.42494518 14422 1.0706779 up 6.70501 6.606486 0.089725 0.081458 0.0985244 1.014913
1607648_sVvi.7773 Transcr ibed locus, moderately similar to NP_563819.1 expressed protein [Arabidopsis thalian 2706.383 2804.536 3419.059 3365.329 16 11.40215 11.45355 11.73939 11.71653 0.008668 10.67095 0.0322949 4455 1.2312381 down 11.42785 11.72796 0.036343 0.016159 -0.30011 0.974411
1607649_aVvi.5608 Transcr ibed locus 282.9453 285.0753 295.582 302.048 16 8.14438 8.155199 8.207415 8.238634 0.0473058 4.432962 0.07916254 9920 1.0520728 down 8.14979 8.223024 0.00765 0.022076 -0.073234 0.991094
1607650_aVvi.14750 Transcr ibed locus 3.753529 3.770564 3.625137 3.652481 16 1.908248 1.914781 1.858035 1.868877 0.0169035 7.593654 0.04127549 6798 1.0338724 up 1.911514 1.863456 0.004619 0.007666 0.0480582 1.02579
1607651_aVvi.11689 Transcr ibed locus, moderately similar to NP_200524.1 calcineurin-like phosphoesterase fami 98.15651 113.4222 108.0652 109.0577 16 6.617012 6.825559 6.755758 6.768948 0.7322156 0.393059 0.7647841 15894 1.0288746 down 6.721286 6.762353 0.147465 0.009327 -0.041067 0.993927
1607652_aVvi.875 Transcr ibed locus, moderately similar to NP_850995.1 expressed protein [Arabidopsis thalian 630.0811 634.702 766.1094 783.4182 16 9.299394 9.309936 9.581407 9.613639 0.0033355 17.27144 0.02783547 1978 1.2250649 down 9.304665 9.597523 0.007454 0.022792 -0.292858 0.969486
1607653_aVvi.9846 Transcr ibed locus, weakly similar to NP_566966.1 aspartyl protease family protein [Arabidops 44.00176 65.49905 1783.849 1981.894 16 5.459489 6.033402 10.80078 10.95266 0.003331 17.28322 0.02783547 1977 35.024067 down 5.746446 10.87672 0.405818 0.1074 -5.1302743 0.528325
1607654_aVvi.15006 Transcr ibed locus 6.032141 6.081635 5.680651 5.68674 16 2.59267 2.604459 2.506056 2.507602 0.0041734 15.43103 0.0288901 2393 1.0656513 up 2.598565 2.506829 0.008336 0.001093 0.0917353 1.036594
1607655_at 2.567299 2.578428 2.497734 2.511628 16 1.360251 1.366492 1.32062 1.328623 0.0167195 7.63641 0.04106601 6758 1.0272236 up 1.363371 1.324621 0.004413 0.005659 0.0387502 1.029254
1607656_aVvi.11947 Transcr ibed locus 106.0605 106.4951 137.0925 137.7374 16 6.728743 6.734643 7.099006 7.105777 1.47E-04 82.55313 0.0168302 140 1.2929786 down 6.731693 7.102391 0.004172 0.004788 -0.3706982 0.947807
1607657_aVvi.10806 Transcr ibed locus, moderately similar to NP_565469.1 expressed protein [Arabidopsis thalian 1367.37 1256.114 1535.624 1740.498 16 10.41719 10.29475 10.58461 10.76529 0.0998233 2.923007 0.1416104 11702 1.247446 down 10.35597 10.67495 0.086576 0.127757 -0.318978 0.970119
1607658_aVvi.11295 Transcr ibed locus, moderately similar to NP_180055.1 Rieske [2Fe-2S] domain-containing pr 1553.704 1487.106 5.730184 5.560946 16 10.6015 10.53829 2.518581 2.47533 2.25E-05 210.8209 0.01288013 28 269.27527 up 10.56989 2.496956 0.044692 0.030583 8.0729381 4.233112
1607659_aVvi.1242 Transcr ibed locus, strongly similar to NP_175931.2 expressed protein [Arabidopsis thaliana] 178.0473 182.0391 199.7806 217.6663 16 7.476117 7.508105 7.642273 7.765974 0.0800477 3.318644 0.11869881 11195 1.158303 down 7.492111 7.704124 0.022619 0.08747 -0.2120128 0.972481
1607660_aVvi.6927 Transcr ibed locus, strongly similar to XP_468377.1 60S ribosomal protein L17 [Oryza sativa ( 13498.72 13936.15 14570.14 15281.65 16 13.72054 13.76654 13.83073 13.89951 0.0989343 2.938322 0.14056545 11684 1.0879258 down 13.74354 13.86512 0.032533 0.048639 -0.12158 0.991231
1607661_sVvi.2099 Transcr ibed locus, moderately similar to NP_187886.2 short-chain dehydrogenase/reductase 429.1021 390.4086 415.438 460.7119 16 8.745177 8.608841 8.698489 8.847721 0.4420497 0.95082 0.49573824 14803 1.0688771 down 8.67701 8.773106 0.096404 0.105523 -0.096096 0.989047
1607662_aVvi.8499 Transcr ibed locus 3.988751 4.001398 3.845561 3.889524 16 1.995937 2.000504 1.943194 1.959594 0.0314885 5.501416 0.05917113 8833 1.0329902 up 1.99822 1.951394 0.003229 0.011596 0.0468266 1.023996
1607663_aVvi.7572 Transcr ibed locus, moderately similar to NP_175036.1 serine decarboxylase [Arabidopsis tha 983.2249 901.9306 1244.721 1111.827 16 9.941378 9.816873 10.28161 10.11872 0.0886176 3.131713 0.1286264 11437 1.2492276 down 9.879126 10.20016 0.088038 0.11518 -0.321036 0.968526
1607664_aVvi.3729 Transcr ibed locus, weakly similar to NP_196945.1 expressed protein [Arabidopsis thaliana] 4.909541 4.939435 4.753188 4.958398 16 2.295588 2.304346 2.248895 2.309874 0.5727916 0.66821 0.618061 15385 1.0143689 up 2.299967 2.279385 0.006193 0.043118 0.0205824 1.00903
1607665_aVvi.2192 Transcr ibed locus, moderately similar to NP_567012.1 tonneau family protein [Arabidopsis tha 1470.749 1379.123 1713.85 1597.639 16 10.52234 10.42954 10.74303 10.64173 0.0876757 3.150967 0.12753808 11412 1.1618632 down 10.47594 10.69238 0.065619 0.071629 -0.21644 0.979758
1607666_aVvi.3162 Transcr ibed locus, moderately similar to NP_195626.1 DNAJ heat shock N-terminal domain- 652.5864 592.2811 661.0153 762.1458 16 9.350025 9.210138 9.36854 9.573923 0.2637927 1.538449 0.3189953 13728 1.1416732 down 9.280082 9.471231 0.098915 0.145228 -0.191149 0.979818
1607667_aVvi.10348 Transcr ibed locus, weakly similar to NP_196158.1 laccase, putative / diphenol oxidase, putativ  5.876257 5.883766 5.538495 5.515994 16 2.554897 2.55674 2.469494 2.463621 0.0011867 29.00349 0.02324235 845 1.0638251 up 2.555819 2.466558 0.001303 0.004153 0.0892611 1.036189
1607668_aVvi.10461 Transcr ibed locus, weakly similar to XP_465561.1 unknown protein [Oryza sativa (japonica cu 668.2698 650.6447 1016.595 1123.692 16 9.384287 9.345726 9.989529 10.13403 0.0113229 9.317696 0.03525404 5328 1.6208758 down 9.365006 10.06178 0.027267 0.102179 -0.696774 0.93075
1607669_aVvi.625 Transcr ibed locus, moderately similar to NP_187911.1 transporter-related [Arabidopsis thalia 459.6232 444.6399 439.4742 456.3165 16 8.844308 8.796494 8.779634 8.833891 0.7423108 0.377165 0.7740135 15921 1.0094976 up 8.8204 8.806763 0.03381 0.038365 0.013637 1.001548
1607670_at 9.152948 9.233731 8.442596 7.705971 16 3.194237 3.206914 3.077687 2.945977 0.104043 2.852866 0.1466069 11781 1.1397705 up 3.200575 3.011832 0.008964 0.093133 0.1887432 1.062667
1607671_aVvi.15347 Transcr ibed locus 4.50102 4.497507 4.30736 4.311071 16 2.170252 2.169126 2.106804 2.108046 1.81E-04 74.25919 0.0168302 176 1.0441025 up 2.169689 2.107425 7.96E-04 8.79E-04 0.0622635 1.029545
1607672_aVvi.11775 Transcr ibed locus, moderately similar to NP_177008.1 protein phosphatase 2C-related / PP2  65.22975 65.60215 69.05875 63.83269 16 6.027458 6.035671 6.109753 5.996223 0.7427843 0.376423 0.77441 15923 1.0149603 down 6.031565 6.052988 0.005807 0.080277 -0.0214233 0.996461
1607673_aVvi.6959 Transcr ibed locus, strongly similar to NP_196867.1 magnesium-chelatase subunit chlH, chlo 2183.436 2431.433 8.470429 7.949254 16 11.09238 11.24759 3.082435 2.99082 1.23E-04 90.25577 0.01670209 121 280.79236 up 11.16999 3.036627 0.109748 0.064782 8.1333607 3.678419
1607674_aVvi.6750 Transcr ibed locus, weakly similar to NP_190183.1 expansin family protein (EXPL1) [Arabidop 4361.142 4425.295 4985.83 5479.471 16 12.09049 12.11156 12.28362 12.41982 0.0679474 3.637974 0.10452764 10791 1.1897804 down 12.10103 12.35172 0.014897 0.096309 -0.250695 0.979704
1607675_aVvi.12803 Transcr ibed locus, moderately similar to NP_914370.1 putative serine/threonine-specific prot 208.7861 224.7147 335.2147 312.3748 16 7.705882 7.811951 8.388942 8.287134 0.0157333 7.878035 0.03979345 6563 1.4939394 down 7.758916 8.338038 0.075002 0.071989 -0.5791215 0.930545
1607676_aVvi.6527 Transcr ibed locus, moderately similar to NP_196564.1 leucine-rich repeat transmembrane pr 125.6667 128.582 309.3021 286.6514 16 6.973459 7.006544 8.272873 8.163154 0.0021701 21.43144 0.02580234 1391 2.34244 down 6.990002 8.218014 0.023395 0.077583 -1.2280123 0.850571
1607677_aVvi.13747 Transcr ibed locus, moderately similar to NP_564545.1 expressed protein [Arabidopsis thalian 3.814174 3.836883 3.950578 3.763527 16 1.931371 1.939935 1.982064 1.912085 0.7766695 0.324021 0.80478513 16021 1.0079485 down 1.935653 1.947074 0.006056 0.049482 -0.0114219 0.994134
1607678_aVvi.5556 Transcr ibed locus, moderately similar to NP_181018.1 homeobox-leucine zipper transcr iption 157.7581 181.9919 615.9044 549.7597 16 7.30157 7.507731 9.266562 9.102657 0.0054291 13.51646 0.0295908 3045 3.434168 down 7.40465 9.18461 0.145778 0.115898 -1.7799603 0.806202
1607679_aVvi.15019 Transcr ibed locus 47.69858 41.72503 61.17732 64.68178 16 5.575874 5.382841 5.934925 6.015287 0.0417103 4.741893 0.07220355 9589 1.4100522 down 5.479358 5.975106 0.136495 0.056825 -0.4957485 0.917031
1607680_aVvi.8899 Transcr ibed locus, moderately similar to NP_563621.1 NC domain-containing protein-related 271.6256 268.8817 437.936 443.0529 16 8.085476 8.070828 8.774576 8.791335 2.49E-04 63.32915 0.0180123 225 1.6299226 down 8.078152 8.782955 0.010358 0.01185 -0.704803 0.919753
1607681_aVvi.8179 Transcr ibed locus, moderately similar to NP_199150.1 inorganic phosphate transporter (PHT 12659.78 13470.43 11719.08 10774.01 16 13.62796 13.71751 13.51657 13.39527 0.1026216 2.876035 0.14496082 11752 1.1621666 up 13.67274 13.45592 0.063317 0.085775 0.216817 1.016113
1607682_sVvi.217 Transcr ibed locus, moderately similar to XP_480590.1 putative integral membrane protein [Or    887.9892 977.1176 1203.426 1076.406 16 9.794398 9.932388 10.23293 10.07201 0.1122528 2.727306 0.1560821 11939 1.2218565 down 9.863394 10.15247 0.097574 0.113791 -0.289075 0.971527
1607683_aVvi.9238 Transcr ibed locus, moderately similar to XP_463156.1 putative serine protease inhibitor [Oryz 526.7012 462.3243 476.2277 474.0248 16 9.040841 8.852761 8.895508 8.888819 0.6201915 0.580641 0.6624474 15542 1.0385984 up 8.946801 8.892163 0.132993 0.00473 0.054638 1.006145
1607684_aVvi.11543 Transcr ibed locus 7.151498 6.750993 14.24202 14.58047 16 2.838245 2.7551 3.832082 3.865965 0.0018148 23.44171 0.02511424 1198 2.0739071 down 2.796673 3.849024 0.058793 0.023959 -1.0523512 0.726593
1607685_aVvi.4095 Transcr ibed locus 4.563692 4.553017 4.35041 4.361345 16 2.190201 2.186823 2.121151 2.124773 0.0014242 26.4694 0.02409896 980 1.0464839 up 2.188512 2.122962 0.002389 0.002561 0.06555 1.030877
1607686_s_at 13125.01 12886.56 13750.84 14159.92 16 13.68003 13.65358 13.74723 13.78953 0.0553382 4.072459 0.08916197 10303 1.0729433 down 13.66681 13.76838 0.018704 0.029905 -0.101574 0.992623
1607687_sVvi.7492 Transcr ibed locus, moderately similar to NP_850868.1 uridylate kinase / uridine monophospha 2761.852 2756.218 2838.539 3065.015 16 11.43142 11.42847 11.47093 11.58168 0.2240639 1.739568 0.27715015 13421 1.0690714 down 11.42995 11.52631 0.002083 0.078308 -0.096358 0.99164
1607688_aVvi.3030 Transcr ibed locus 596.9913 513.671 660.7737 685.3732 16 9.221566 9.004701 9.368012 9.420746 0.1279146 2.520294 0.17365587 12228 1.2152433 down 9.113133 9.394379 0.153347 0.037288 -0.281246 0.970062
1607689_at 15.3254 11.76336 13.59292 9.90407 11 3.937853 3.556228 3.764783 3.308022 0.552444 0.707784 0.5997695 15291 1.1571999 up 3.74704 3.536402 0.26985 0.322979 0.2106381 1.059563
1607690_at 3.506558 3.520994 3.390037 3.404665 10 1.810056 1.815983 1.761301 1.767513 0.0077092 11.32327 0.03135112 4078 1.0342695 up 1.813019 1.764407 0.004191 0.004393 0.0486121 1.027552
1607691_aVvi.7793 Transcr ibed locus, moderately similar to NP_192768.1 expressed protein [Arabidopsis thalian 7.163673 7.216724 6.816681 6.732426 16 2.840699 2.851344 2.769069 2.751127 0.0144207 8.237028 0.03839714 6234 1.061367 up 2.846022 2.760098 0.007527 0.012688 0.0859237 1.031131
1607692_at 5.76058 5.802564 5.400196 5.405324 16 2.526214 2.536691 2.433012 2.434381 0.0029076 18.5049 0.02725936 1769 1.0701076 up 2.531452 2.433696 0.007408 9.68E-04 0.0977559 1.040168
1607693_aVvi.15236 Transcr ibed locus 3.263695 3.277976 3.16615 3.179554 16 1.706506 1.712805 1.66273 1.668824 0.0098284 10.01243 0.03374781 4834 1.0308818 up 1.709656 1.665777 0.004454 0.00431 0.0438788 1.026341
1607694_aVvi.11196 Transcr ibed locus 3.484486 3.497164 3.389903 3.416016 16 1.800946 1.806186 1.761244 1.772315 0.0266131 6.006846 0.05307279 8324 1.0258261 up 1.803566 1.766779 0.003705 0.007828 0.0367862 1.020821
1607695_aVvi.5651 Transcr ibed locus, moderately similar to NP_563985.1 Golgi SNARE 11 protein [Arabidopsis 8.162324 8.418716 7.789612 7.158649 16 3.02898 3.0736 2.961552 2.839687 0.1459352 2.322006 0.19331495 12532 1.1100852 up 3.05129 2.90062 0.031551 0.086171 0.1506705 1.051944
1607696_at 230.7509 225.4186 378.2007 327.9674 16 7.850193 7.816463 8.563008 8.357409 0.0265216 6.017622 0.05297583 8310 1.5442225 down 7.833328 8.460209 0.023851 0.145381 -0.6268808 0.925902
1607697_aVvi.9967 Transcr ibed locus, strongly similar to NP_564109.1 oxidoreductase, 2OG-Fe(II) oxygenase fa   545.7344 510.7381 575.5264 520.2904 16 9.092055 8.99644 9.168738 9.023173 0.6128596 0.593804 0.65554374 15520 1.0364915 down 9.044248 9.095956 0.06761 0.10293 -0.051708 0.994315
1607698_aVvi.9010 Transcr ibed locus 2350.829 3016.926 1384.07 1406.126 16 11.19895 11.55886 10.4347 10.45751 0.0353949 5.173168 0.06424952 9145 1.9089803 up 11.37891 10.44611 0.254494 0.016128 0.932802 1.089297
1607699_aVvi.1070 Transcr ibed locus, moderately similar to NP_850393.1 sugar transporter family protein [Arab 145.3402 149.0789 140.8129 139.2503 16 7.18329 7.219933 7.137636 7.121536 0.0692713 3.599158 0.10613156 10835 1.0511917 up 7.201612 7.129586 0.02591 0.011384 0.0720258 1.010102
1607700_aVvi.2454 Transcr ibed locus, weakly similar to NP_568152.1 expressed protein [Arabidopsis thaliana] 652.4924 825.8098 301.0579 347.6037 16 9.349817 9.689666 8.233897 8.441299 0.0272054 5.938381 0.05374796 8402 2.2691348 up 9.519741 8.337599 0.240309 0.146656 1.182142 1.141784
1607701_aVvi.14858 Transcr ibed locus 3.470276 3.4847 3.369855 3.386048 16 1.79505 1.801035 1.752687 1.759602 0.0117025 9.16269 0.03558759 5458 1.0294673 up 1.798042 1.756144 0.004231 0.00489 0.041898 1.023858
1607702_aVvi.12820 Transcr ibed locus, moderately similar to NP_680212.1 KOW domain-containing protein [Arab  581.4287 625.1246 998.7381 992.1329 16 9.183458 9.288 9.963963 9.95439 0.005223 13.78268 0.02950386 2936 1.6511221 down 9.235729 9.959176 0.073922 0.006769 -0.723447 0.927359
1607703_sVvi.3917 Transcr ibed locus 83.83727 83.1858 91.22699 99.38796 16 6.38952 6.378265 6.511389 6.634999 0.0927661 3.050265 0.13343698 11540 1.1402116 down 6.383893 6.573195 0.007958 0.087405 -0.1893015 0.971201
1607704_aVvi.139 GO:000550Putative serine/threonine kinase 763.6965 715.7991 1364.848 1551.669 16 9.576856 9.483411 10.41453 10.59961 0.0110735 9.423822 0.03504068 5243 1.9682747 down 9.530133 10.50707 0.066075 0.130872 -0.976932 0.907021
1607705_aVvi.12 GO:000597Putative cellulase CEL1 4.11786 4.102889 10.87804 6.86605 16 2.041895 2.03664 3.443347 2.779481 0.0839604 3.229906 0.12307702 11324 2.1025586 down 2.039268 3.111414 0.003716 0.469424 -1.072146 0.655415
1607706_aVvi.2696 Transcr ibed locus, moderately similar to XP_472394.1 OSJNBa0073L04.1 [Oryza sativa (japo 134.1003 133.4134 199.8574 208.0944 16 7.067168 7.059759 7.642827 7.701094 0.0023213 20.71962 0.02616672 1469 1.5246701 down 7.063464 7.671961 0.005239 0.041201 -0.6084973 0.920686
1607707_aVvi.3901 Transcr ibed locus, moderately similar to NP_849717.1 expressed protein [Arabidopsis thalian 9.504549 9.440979 9.526418 9.318043 16 3.248618 3.238936 3.251934 3.220027 0.6860347 0.467662 0.72259533 15761 1.0054189 up 3.243777 3.235981 0.006846 0.022562 0.0077968 1.002409
1607708_aVvi.10635 Transcr ibed locus, weakly similar to NP_177893.1 pathogenesis-related thaumatin family prot 74.29537 98.222 669.0875 641.8561 16 6.2152 6.617974 9.386051 9.326106 0.0047634 14.43722 0.02932456 2693 7.67141 down 6.416587 9.356079 0.284804 0.042388 -2.9394916 0.68582
1607709_aVvi.8961 Transcr ibed locus 34.79216 34.54793 116.4447 127.48 16 5.12069 5.110528 6.863501 6.994126 0.0013028 27.67819 0.02357308 913 3.5142195 down 5.115609 6.928814 0.007186 0.092366 -1.8132045 0.73831
1607710_aVvi.10000 Transcr ibed locus, moderately similar to NP_564386.1 expressed protein [Arabidopsis thalian 904.6666 848.9614 296.739 301.1445 16 9.821242 9.729555 8.213051 8.234312 9.19E-04 32.97315 0.022458 678 2.931658 up 9.775398 8.223681 0.064833 0.015034 1.551717 1.188689
1607711_aVvi.10980 Transcr ibed locus 8.447808 8.68667 8.014364 8.058708 16 3.078577 3.118803 3.002588 3.010549 0.0461348 4.493043 0.07774352 9851 1.0659366 up 3.09869 3.006568 0.028444 0.005629 0.0921216 1.03064
1607712_aVvi.15168 Transcr ibed locus 4.809065 4.827346 4.591682 4.586328 16 2.265756 2.27123 2.199023 2.19734 0.0016543 24.55578 0.02493529 1096 1.0499437 up 2.268493 2.198181 0.003871 0.00119 0.070312 1.031986
1607713_sVvi.141 GO:000382Putative serine hydrolase (BIG8.1) 154.5002 155.2717 145.9603 148.0672 16 7.271465 7.278651 7.189433 7.210108 0.0204841 6.879203 0.04550574 7469 1.0535712 up 7.275058 7.19977 0.005082 0.01462 0.075288 1.010457
1607714_aVvi.15088 Transcr ibed locus 3.861887 3.885266 3.726389 3.753225 16 1.949306 1.958013 1.897778 1.908131 0.0173326 7.496615 0.04181273 6881 1.0357711 up 1.95366 1.902955 0.006157 0.00732 0.0507052 1.026646
1607715_aVvi.14550 Transcr ibed locus 6.772468 6.030367 6.553757 6.829322 16 2.759682 2.592246 2.712322 2.771742 0.5345417 0.743735 0.58330894 15213 1.04686 down 2.675964 2.742032 0.118395 0.042016 -0.0660684 0.975905
1607716_at 14.44829 13.46165 8.56943 8.229383 16 3.852827 3.750783 3.099199 3.040784 0.0063919 12.44783 0.03040023 3489 1.660725 up 3.801805 3.069992 0.072156 0.041306 0.7318132 1.238376
1607717_aVvi.11773 Transcr ibed locus 29.11024 29.18661 27.86122 27.91593 16 4.863455 4.867235 4.800187 4.803017 0.0013691 26.99876 0.0239001 950 1.0451744 up 4.865345 4.801601 0.002673 0.002001 0.0637436 1.013275
1607718_at 335.2445 333.4789 281.5712 296.8828 16 8.38907 8.381452 8.137356 8.21375 0.0319112 5.463062 0.05976449 8863 1.1564543 up 8.385261 8.175552 0.005387 0.054019 0.209709 1.025651
1607719_aVvi.1745 Transcr ibed locus, moderately similar to NP_177551.1 cytochrome P450 family protein [Arabi 20.82405 19.93971 180.9916 192.4288 16 4.380179 4.317573 7.499779 7.588182 2.87E-04 58.9905 0.01827131 257 9.158457 down 4.348876 7.54398 0.044269 0.06251 -3.1951045 0.57647
1607720_aVvi.6005 Transcr ibed locus 46.83945 47.61431 45.93119 43.85845 16 5.549652 5.573323 5.521402 5.454783 0.1735122 2.076243 0.22334072 12897 1.0521901 up 5.561488 5.488092 0.016738 0.047107 0.0733953 1.013374
1607721_aVvi.12955 Transcr ibed locus, strongly similar to NP_564806.1 expressed protein [Arabidopsis thaliana] 1700.643 1664.007 2700.591 2919.609 16 10.73187 10.70045 11.39906 11.51156 0.0061851 12.65619 0.03022839 3396 1.6691954 down 10.71616 11.45531 0.022216 0.07955 -0.739153 0.935475
1607722_aVvi.4733 Transcr ibed locus, weakly similar to NP_177781.1 pyrophosphate--fructose-6-phosphate 1-ph 266.6835 235.7292 210.1583 224.6095 16 8.058985 7.880987 7.715332 7.811275 0.1776132 2.044246 0.22776048 12945 1.1540312 up 7.969986 7.763304 0.125864 0.067842 0.2066822 1.026623
1607723_at 5.158061 5.185114 4.988854 5.001906 16 2.366829 2.374376 2.318708 2.322478 0.0070394 11.85581 0.03087745 3783 1.0352712 up 2.370602 2.320593 0.005337 0.002666 0.0500087 1.02155
1607724_aVvi.11959 Transcr ibed locus, weakly similar to NP_194459.1 S-locus protein kinase, putative [Arabidops 6.572152 6.630437 6.294422 6.29732 16 2.716366 2.729104 2.654074 2.654738 0.0086 10.71363 0.03220978 4430 1.0485015 up 2.722735 2.654406 0.009007 4.70E-04 0.068329 1.025742
1607725_aVvi.9993 Transcr ibed locus, moderately similar to NP_564140.1 nodulin MtN3 family protein [Arabidop 233.0076 192.8328 189.8868 236.9064 16 7.864233 7.591206 7.568996 7.888173 0.9970908 0.004118 0.99745125 16595 1.0005997 down 7.727719 7.728584 0.193059 0.225692 -0.000865 0.999888
1607726_aVvi.2803 Transcr ibed locus, strongly similar to NP_195136.2 zinc finger (C3HC4-type RING finger) f 939.6182 968.2061 972.0346 854.5241 16 9.875931 9.91917 9.924864 9.738977 0.5626515 0.687768 0.6087137 15344 1.0465418 up 9.897551 9.831921 0.030575 0.131442 0.06563 1.006675
1607727_aVvi.3363 Transcr ibed locus, moderately similar to NP_175553.1 sucrose-phosphatase, putative [Arabid  1203.272 1217.068 773.8131 721.6375 16 10.23275 10.24919 9.595841 9.495131 0.005339 13.63094 0.02951134 3000 1.6194278 up 10.24097 9.545486 0.01163 0.071213 0.695485 1.07286
1607728_aVvi.706 Transcr ibed locus, weakly similar to NP_568590.1 zinc finger (C3HC4-type RING finger) fam 932.7224 849.2067 794.0181 816.6724 16 9.865304 9.729972 9.633028 9.673614 0.1777891 2.042896 0.22790943 12950 1.1052078 up 9.797638 9.65332 0.095694 0.028698 0.144318 1.01495
1607729_at 27.25514 27.37393 28.4293 34.52962 16 4.768457 4.774731 4.829307 5.109762 0.2936445 1.411213 0.34922892 13958 1.1470599 down 4.771594 4.969534 0.004437 0.198312 -0.1979408 0.960169
1607730_aVvi.1522 Transcr ibed locus, moderately similar to NP_197267.1 glycine/proline-rich protein [Arabidops 198.5635 197.1385 171.5017 190.6317 16 7.633457 7.623066 7.422079 7.574644 0.2314287 1.698945 0.28509152 13476 1.0942179 up 7.628262 7.498362 0.007347 0.10788 0.1299 1.017324
1607731_aVvi.8405 Transcr ibed locus, weakly similar to XP_470746.1 putative gag-pol polyprotein [Oryza sativa] 38.45754 35.86818 34.05292 34.74509 16 5.265194 5.164633 5.089706 5.118737 0.1687028 2.115099 0.21828414 12830 1.0797457 up 5.214913 5.104222 0.071108 0.020528 0.1106914 1.021686
1607732_aVvi.117 GO:000905CHS mRNA for chalcone synthase 9681.254 9914.831 9.685419 9.733505 16 13.24098 13.27537 3.275815 3.282959 3.10E-06 568.1305 0.00571505 8 1009.0545 up 13.25818 3.279387 0.02432 0.005052 9.978788 4.042882
1607733_aVvi.8377 Transcr ibed locus 454.4312 511.8924 435.8834 421.3892 16 8.827918 8.999697 8.767798 8.719009 0.196545 1.908503 0.24795137 13159 1.1253724 up 8.913807 8.743404 0.121466 0.034499 0.170403 1.019489
1607734_at 6.416262 6.391429 5.87029 5.698349 16 2.681733 2.676139 2.553432 2.510544 0.0209785 6.795088 0.04605111 7562 1.107225 up 2.678936 2.531988 0.003956 0.030326 0.1469483 1.058037
1607735_aVvi.6925 Transcr ibed locus, moderately similar to NP_564334.1 expressed protein [Arabidopsis thalian 405.5635 432.2345 35.25081 36.30726 16 8.663784 8.755671 5.139585 5.182186 2.04E-04 70.07849 0.0171966 195 11.703288 up 8.709727 5.160885 0.064974 0.030124 3.5488417 1.687642
1607736_aVvi.208 Transcr ibed locus 8.590257 8.597857 17.96975 16.69686 16 3.102701 3.103977 4.167499 4.061505 0.0027361 19.07828 0.02700983 1680 2.0155349 down 3.103339 4.114502 9.02E-04 0.074949 -1.0111628 0.754244
1607737_aVvi.5096 Transcr ibed locus, moderately similar to NP_201560.1 NADH-ubiquinone oxidoreductase-re  1259.701 1245.543 1470.816 1562.749 16 10.29887 10.28256 10.5224 10.60987 0.025112 6.190952 0.05135626 8117 1.210349 down 10.29071 10.56614 0.01153 0.06185 -0.275423 0.973933
1607738_aVvi.5418 Transcr ibed locus 4.527445 4.548445 4.348863 4.364422 16 2.178697 2.185373 2.120638 2.125791 0.0050996 13.94977 0.02943507 2866 1.0416142 up 2.182035 2.123214 0.004721 0.003643 0.058821 1.027704
1607739_aVvi.128 GO:000981F3H mRNA for flavanone 3-hydroxylase 55.92783 53.01682 110.6382 101.338 16 5.805494 5.728378 6.789705 6.663032 0.0059201 12.93901 0.03008822 3262 1.9445443 down 5.766936 6.726368 0.054529 0.089572 -0.9594321 0.857363
1607740_aVvi.10525 Transcr ibed locus, weakly similar to NP_567473.1 integral membrane family protein [Arabidop 4.023527 4.044391 3.874574 3.911144 16 2.008461 2.015922 1.954038 1.967591 0.021927 6.641649 0.04733212 7690 1.0362537 up 2.012191 1.960814 0.005276 0.009583 0.0513772 1.026202
1607741_aVvi.1316 Transcr ibed locus, moderately similar to NP_565225.1 expressed protein [Arabidopsis thalian 196.169 197.1577 266.7773 274.6303 16 7.615953 7.623206 8.059492 8.101347 0.0021174 21.69748 0.02580234 1358 1.3763431 down 7.619579 8.08042 0.005129 0.029596 -0.4608407 0.942968
1607742_aVvi.8063 Transcr ibed locus 15.89757 14.54832 11.64296 12.22508 16 3.990734 3.862781 3.541386 3.611772 0.0408338 4.795826 0.07116604 9524 1.2747182 up 3.926757 3.576579 0.090476 0.04977 0.3501783 1.097909
1607743_aVvi.8319 Transcr ibed locus, strongly similar to XP_472639.1 OSJNBa0058G03.7 [Oryza sativa (japoni 508.1652 497.5926 662.4934 701.4066 16 8.989154 8.958821 9.371762 9.454107 0.0098446 10.00404 0.03375612 4840 1.3556151 down 8.973988 9.412935 0.021448 0.058227 -0.438947 0.953368
1607744_aVvi.5621 Transcr ibed locus 4.204632 4.216828 4.043973 4.056589 16 2.071979 2.076158 2.015774 2.020267 0.0029833 18.26757 0.02754912 1796 1.0396144 up 2.074069 2.01802 0.002955 0.003177 0.0560486 1.027774
1607745_aVvi.9004 Transcr ibed locus, weakly similar to NP_566386.1 expressed protein [Arabidopsis thaliana] 449.858 450.0522 331.4331 249.2679 16 8.813326 8.813949 8.372574 7.961554 0.0879083 3.146184 0.12777568 11421 1.5654453 up 8.813637 8.167064 4.40E-04 0.290635 0.646573 1.079168
1607746_aVvi.5402 Transcr ibed locus, moderately similar to NP_565111.1 nodulin MtN21 family protein [Arabido 3.084534 3.096059 3.003439 3.019702 16 1.625052 1.630433 1.586615 1.594406 0.0157849 7.864839 0.03983009 6578 1.0261432 up 1.627743 1.590511 0.003805 0.005509 0.037232 1.023409
1607747_aVvi.10662 Transcr ibed locus, strongly similar to XP_464662.1 putative serine/threonine protein phospha        582.0139 553.6766 862.8334 840.4073 16 9.18491 9.1129 9.752938 9.714945 0.004807 14.37113 0.02932456 2715 1.5000777 down 9.148905 9.733942 0.050919 0.026865 -0.585037 0.939897
1607748_aVvi.15672 Transcr ibed locus 4.812049 4.857296 4.624223 4.628165 16 2.266651 2.280153 2.209211 2.21044 0.0111787 9.378648 0.03513112 5281 1.0450532 up 2.273402 2.209826 0.009547 8.69E-04 0.0635764 1.02877
1607749_aVvi.12275 Transcr ibed locus, weakly similar to NP_199969.1 leucine-rich repeat transmembrane protein 4.531772 4.555597 8.951998 4.436249 16 2.180075 2.18764 3.16221 2.14934 0.4498014 0.931817 0.5034393 14832 1.3869516 down 2.183858 2.655775 0.005349 0.716207 -0.4719173 0.822305
1607750_aVvi.4779 Transcr ibed locus, moderately similar to NP_922034.1 putative transcr iption factor [Oryza sat 5.853791 5.882436 5.658353 5.669034 16 2.549371 2.556414 2.500382 2.503103 0.0054022 13.5503 0.02956287 3032 1.0360905 up 2.552892 2.501742 0.00498 0.001924 0.05115 1.020446
1607751_at 5.727425 5.598173 5.3461 5.362769 16 2.517887 2.484956 2.418487 2.422978 0.0398939 4.855584 0.06987211 9478 1.0575229 up 2.501422 2.420733 0.023285 0.003176 0.080689 1.033332
1607752_aVvi.12837 Transcr ibed locus, moderately similar to NP_173922.1 aspartyl protease family protein [Arabi  10.44083 7.75255 23.34956 15.63375 16 3.384164 2.954671 4.545323 3.966592 0.0946337 3.015277 0.13556895 11588 2.1236415 down 3.169417 4.255958 0.303698 0.409225 -1.0865402 0.744701
1607753_aVvi.3001 Transcr ibed locus, weakly similar to NP_176702.2 expressed protein [Arabidopsis thaliana] 3.98958 4.023128 3.836444 3.856534 16 1.996237 2.008318 1.93977 1.947305 0.0143718 8.251323 0.0383569 6218 1.0415558 up 2.002277 1.943537 0.008542 0.005328 0.0587402 1.030223
1607754_aVvi.14360 Transcr ibed locus 6.422408 6.486528 6.023013 6.067496 16 2.683114 2.697447 2.590485 2.601101 0.0087905 10.59532 0.03246037 4494 1.0676858 up 2.69028 2.595793 0.010134 0.007507 0.0944872 1.0364
1607755_aVvi.12060 Transcr ibed locus, moderately similar to XP_474399.1 OSJNBa0032F06.20 [Oryza sativa (jap 135.6447 129.4133 151.4777 144.9576 16 7.083689 7.015842 7.242962 7.179487 0.0737425 3.475607 0.11135203 10992 1.118418 down 7.049765 7.211225 0.047975 0.044883 -0.1614596 0.97761
1607756_sVvi.5209 Transcr ibed locus, moderately similar to NP_200678.2 phosphoinositide-specific phospholipa 356.0323 364.3875 182.3896 150.1378 16 8.475864 8.50933 7.51088 7.230143 0.0155032 7.937675 0.03952657 6510 2.1766155 up 8.492598 7.370511 0.023664 0.198511 1.122087 1.15224
1607757_aVvi.10622 Transcr ibed locus, moderately similar to NP_178182.1 transducin family protein / WD-40 repe    73.91326 83.50869 130.1452 141.1985 16 6.207761 6.383854 7.023978 7.141581 0.017623 7.432921 0.04220767 6929 1.7254487 down 6.295808 7.082779 0.124517 0.083158 -0.7869714 0.888889
1607758_aVvi.3185 Transcr ibed locus, moderately similar to XP_517933.1 PREDICTED: similar to S-phase kina 4342.737 4126.588 4488.042 4577.969 16 12.08439 12.01073 12.13187 12.16049 0.129945 2.496058 0.17586595 12266 1.070749 down 12.04756 12.14618 0.052083 0.020237 -0.09862 0.991881
1607759_aVvi.9029 Transcr ibed locus, strongly similar to NP_177729.1 vacuolar ATP synthase subunit B / V-ATP 1571.591 1484.234 1520.786 1433.421 16 10.61801 10.5355 10.5706 10.48525 0.4971653 0.822686 0.54850733 15047 1.034427 up 10.57676 10.52792 0.058341 0.060355 0.048832 1.004638
1607760_aVvi.411 Transcr ibed locus, weakly similar to NP_920627.1 putative flavonoid 3'-hydroxylase [Oryza sat 5.331016 5.854282 6.851908 5.895159 16 2.414411 2.549492 2.776506 2.559531 0.2826772 1.45599 0.3383903 13867 1.137658 down 2.481952 2.668018 0.095517 0.153424 -0.1860668 0.93026
1607761_aVvi.1424 Transcr ibed locus, moderately similar to NP_176041.2 PAPA-1-like family protein / zinc finge 68.3677 56.99712 60.49902 69.94872 16 6.095243 5.832817 5.91884 6.128226 0.7568668 0.354479 0.78766876 15951 1.0421067 down 5.96403 6.023533 0.185563 0.148059 -0.059503 0.990122
1607762_aVvi.8802 Transcr ibed locus, weakly similar to NP_913256.1 OSJNBa0016I09.22 [Oryza sativa (japonic  526.397 491.3253 491.3064 516.2175 16 9.040008 8.940535 8.940479 9.011835 0.8390786 0.230583 0.8604844 16188 1.0098307 up 8.990271 8.976157 0.070338 0.050456 0.014114 1.001572
1607763_aVvi.15012 Transcr ibed locus 435.9016 423.1198 386.4406 443.5261 16 8.767859 8.724922 8.594103 8.792875 0.6547305 0.52028 0.6939062 15663 1.037349 up 8.74639 8.693489 0.030361 0.140553 0.052901 1.006085
1607764_aVvi.14749 Transcr ibed locus 7.979616 8.016477 7.685071 7.675522 16 2.996319 3.002968 2.942059 2.940265 0.0034489 16.98389 0.02794001 2047 1.0413694 up 2.999644 2.941162 0.004702 0.001268 0.0584819 1.019884
1607765_aVvi.12792 Transcr ibed locus, moderately similar to NP_189515.1 structure-specific recognition protein 597.5994 716.7385 817.1443 825.6586 16 9.223035 9.485303 9.674447 9.689402 0.1300059 2.495339 0.17591965 12268 1.2550596 down 9.354169 9.681925 0.185452 0.010574 -0.327756 0.966148
1607766_at 5.39334 5.429647 5.172573 5.215799 16 2.431179 2.440858 2.370882 2.382888 0.0165825 7.668693 0.04089179 6731 1.0418398 up 2.436019 2.376885 0.006844 0.00849 0.0591335 1.024879
1607767_aVvi.9895 Transcr ibed locus, weakly similar to NP_850479.1 glutathione S-transferase 6 (GST6) [Arabi  5.130891 5.147801 5.154971 5.156539 16 2.359209 2.363956 2.365964 2.366403 0.193343 1.930198 0.24461825 13121 1.0031941 down 2.361583 2.366184 0.003357 3.10E-04 -0.0046007 0.998056
1607768_at 36.84333 39.82498 41.72703 42.86454 16 5.203332 5.315602 5.38291 5.421713 0.1379826 2.405066 0.18460965 12406 1.10408 down 5.259467 5.402311 0.079387 0.027438 -0.1428447 0.973559
1607769_at 67.94011 58.80878 54.9858 54.7564 16 6.086192 5.87796 5.780987 5.774956 0.1891232 1.959535 0.24012108 13075 1.151971 up 5.982076 5.777971 0.147242 0.004265 0.2041044 1.035325
1607770_aVvi.6824 Transcr ibed locus, weakly similar to NP_176440.1 protease inhibitor/seed storage/lipid transf 4.395703 4.447216 4.256059 4.254736 16 2.136094 2.152902 2.089518 2.089069 0.0224156 6.566392 0.04788258 7771 1.0390065 up 2.144498 2.089294 0.011885 3.17E-04 0.0552046 1.026423
1607771_at 6.096608 6.199935 5.742378 5.754644 16 2.608007 2.632253 2.521648 2.524727 0.0155218 7.932815 0.03952657 6518 1.0695043 up 2.62013 2.523188 0.017145 0.002177 0.0969422 1.038421
1607772_aVvi.15226 Transcr ibed locus 5.611997 5.638861 5.386464 5.450847 16 2.488514 2.495404 2.429339 2.44648 0.0279876 5.851257 0.05469093 8494 1.0381751 up 2.491959 2.437909 0.004872 0.012121 0.0540496 1.02217
1607773_aVvi.14715 Transcr ibed locus 3.531688 3.545075 3.42588 3.44747 16 1.820358 1.825816 1.776474 1.785538 0.0154397 7.954358 0.0394629 6494 1.0295976 up 1.823087 1.781006 0.00386 0.006409 0.0420807 1.023627
1607774_aVvi.3845 Transcr ibed locus, moderately similar to NP_176088.2 amine oxidase family [Arabidopsis thal 166.038 175.5164 14.83726 18.38726 16 7.37537 7.455462 3.891153 4.200635 0.0022427 21.08076 0.0259317 1434 10.335395 up 7.415416 4.045894 0.056633 0.218837 3.369522 1.832825
1607775_aVvi.10790 Transcr ibed locus 73.72924 67.87035 64.66273 64.31947 16 6.204165 6.08471 6.014863 6.007184 0.1555993 2.229114 0.20400362 12661 1.0968862 up 6.144437 6.011023 0.084467 0.00543 0.133414 1.022195
1607776_aVvi.7379 Transcr ibed locus, moderately similar to NP_173858.1 60 kDa inner membrane family protein 2627.346 2440.258 597.0707 659.8658 16 11.35939 11.25282 9.221758 9.366029 0.0019805 22.43708 0.02546124 1287 4.0339994 up 11.30611 9.293894 0.075358 0.102015 2.012211 1.216509
1607777_aVvi.10334 Transcr ibed locus, weakly similar to NP_180762.1 GCN5-related N-acetyltransferase (GNAT    16.90298 16.78596 16.56514 18.87834 16 4.079206 4.069183 4.050078 4.23866 0.5348094 0.743189 0.5835242 15215 1.0498438 down 4.074194 4.144369 0.007087 0.133348 -0.0701746 0.983067
1607778_aVvi.15559 Transcr ibed locus 10.55425 17.66062 5.82956 6.203737 16 3.399751 4.142464 2.543387 2.633138 0.0871328 3.1622 0.12690401 11398 2.2702413 up 3.771108 2.588262 0.525177 0.063463 1.1828457 1.457004
1607779_aVvi.645 Transcr ibed locus, moderately similar to NP_567384.1 MutT/nudix family protein [Arabidopsis 595.4625 596.6461 554.5945 471.1149 16 9.217867 9.220732 9.11529 8.879935 0.2002908 1.883716 0.2520237 13193 1.1660966 up 9.219299 8.997612 0.002026 0.166421 0.221687 1.024638
1607780_x_at 638.933 555.9468 694.0291 723.3277 16 9.319521 9.118803 9.438852 9.498506 0.1400149 2.38322 0.1868441 12440 1.1888094 down 9.219162 9.468679 0.141929 0.042181 -0.249517 0.973648
1607781_aVvi.3347 Transcr ibed locus, moderately similar to NP_179333.2 ARID/BRIGHT DNA-binding domain- 598.7192 635.5047 641.2293 577.7628 16 9.225736 9.311759 9.324697 9.174334 0.8448929 0.222042 0.8655916 16204 1.0134197 up 9.268747 9.249516 0.060828 0.106323 0.019231 1.002079
1607782_x_at 7.134796 7.263626 6.694879 6.732176 16 2.834872 2.86069 2.743058 2.751073 0.0175383 7.451334 0.04210113 6915 1.0723051 up 2.847781 2.747066 0.018256 0.005667 0.1007155 1.036663
1607783_at 9.15067 9.203527 8.829745 9.056095 16 3.193878 3.202187 3.142372 3.178889 0.1838607 1.997378 0.23431762 13026 1.0262638 up 3.198032 3.16063 0.005875 0.025822 0.0374018 1.011834
1607784_aVvi.3721 Transcr ibed locus 5.20006 5.235721 5.034198 5.055443 16 2.378528 2.388388 2.331762 2.337838 0.0138684 8.402959 0.03775105 6098 1.0343026 up 2.383458 2.3348 0.006972 0.004296 0.0486583 1.02084
1607785_aVvi.11893 Transcr ibed locus, moderately similar to NP_198322.1 GDSL-motif lipase/hydrolase family pr 3.55615 3.575042 3.454422 3.456308 16 1.830316 1.83796 1.788444 1.789232 0.0071177 11.78966 0.03093416 3819 1.0318979 up 1.834138 1.788838 0.005405 5.57E-04 0.0453003 1.025324
1607786_aVvi.2199 Transcr ibed locus 21.75722 25.03958 29.86496 28.97836 16 4.443422 4.646138 4.900382 4.856904 0.0843839 3.220655 0.12355555 11337 1.2603835 down 4.54478 4.878643 0.143342 0.030744 -0.3338627 0.931566
1607787_aVvi.12838 Transcr ibed locus 98.00861 133.8253 121.1499 65.93112 16 6.614837 7.064207 6.920649 6.042888 0.5435076 0.725591 0.5916538 15250 1.2814288 up 6.839522 6.481769 0.317753 0.620671 0.3577534 1.055194
1607788_aVvi.1668 Transcr ibed locus, weakly similar to NP_196688.2 expressed protein [Arabidopsis thaliana] 460.7369 481.0957 613.138 568.9228 16 8.847799 8.91018 9.260068 9.152089 0.0344701 5.245894 0.06306037 9074 1.254479 down 8.87899 9.206079 0.04411 0.076353 -0.327089 0.96447
1607789_aVvi.14474 Transcr ibed locus 295.808 295.4304 312.0033 292.485 16 8.208517 8.206675 8.285418 8.192219 0.5719165 0.669885 0.61723703 15382 1.0218775 down 8.207596 8.238818 0.001303 0.065901 -0.031222 0.99621
1607790_aVvi.3820 Transcr ibed locus, weakly similar to NP_197715.1 DNAJ heat shock N-terminal domain-conta 4.188219 4.208533 4.032648 4.041832 16 2.066337 2.073318 2.011728 2.015009 0.004634 14.63892 0.02926091 2625 1.0399101 up 2.069827 2.013368 0.004936 0.00232 0.0564586 1.028042
1607791_aVvi.5636 Transcr ibed locus 1143.07 1368.624 1493.92 1647.268 16 10.1587 10.41851 10.54489 10.68586 0.1575927 2.210936 0.20627202 12683 1.2542013 down 10.28861 10.61537 0.183715 0.099682 -0.326769 0.969217
1607792_aVvi.10221 Transcr ibed locus, weakly similar to NP_915661.1 putative DNA polymerase alpha catalytic su     112.8779 132.2097 412.3995 415.0443 16 6.818619 7.046684 8.687899 8.697122 0.0041791 15.42032 0.0288901 2396 3.3866503 down 6.932652 8.692511 0.161267 0.006522 -1.7598595 0.797543
1607793_aVvi.1063 Transcr ibed locus, strongly similar to NP_195832.1 thylakoid membrane one helix protein (OH 1060.979 1017.224 301.2865 285.7974 16 10.05118 9.990422 8.234992 8.158849 7.12E-04 37.44636 0.02180507 540 3.5403235 up 10.0208 8.19692 0.042962 0.053841 1.823882 1.222508
1607794_aVvi.3489 Transcr ibed locus, moderately similar to XP_474188.1 OSJNBa0011F23.4 [Oryza sativa (japo 10.63242 11.16697 11.16477 9.899531 16 3.410399 3.481165 3.480882 3.30736 0.6367621 0.551355 0.6777053 15598 1.0364577 up 3.445782 3.394121 0.05004 0.122698 0.0516613 1.015221
1607795_aVvi.11646 Transcr ibed locus, moderately similar to NP_564815.1 protease-associated (PA) domain-con 1851.597 1859.861 2837.074 2511.405 16 10.85455 10.86098 11.47019 11.29428 0.0270253 5.958961 0.05350275 8385 1.4384016 down 10.85777 11.38223 0.004543 0.124386 -0.524467 0.953922
1607796_aVvi.15282 Transcr ibed locus 4.202805 4.117654 3.944891 3.971472 16 2.071353 2.041823 1.979986 1.989674 0.0438341 4.617847 0.07492364 9712 1.0509967 up 2.056588 1.98483 0.020881 0.006851 0.071758 1.036153
1607797_aVvi.351 Transcr ibed locus 4.401635 4.437255 4.247753 4.22878 16 2.13804 2.149668 2.0867 2.080242 0.0119143 9.079396 0.03580126 5524 1.0427425 up 2.143854 2.083471 0.008222 0.004567 0.0603829 1.028982
1607798_at 8.527365 8.59072 7.766721 7.730284 16 3.0921 3.102779 2.957306 2.950521 0.001937 22.68816 0.02532748 1267 1.1046016 up 3.09744 2.953914 0.007551 0.004797 0.143526 1.048588
1607799_aVvi.3753 Transcr ibed locus, weakly similar to NP_564679.1 prenylated rab acceptor (PRA1) family pro 3.073083 3.085519 3.011139 3.049409 16 1.619687 1.625513 1.590309 1.60853 0.1362943 2.423557 0.18284911 12374 1.0161974 up 1.6226 1.599419 0.00412 0.012884 0.0231807 1.014493
1607800_aVvi.5643 Transcr ibed locus, weakly similar to NP_915057.1 P0018C10.36 [Oryza sativa (japonica cultiv 311.3307 389.6897 306.7235 301.0102 16 8.282304 8.606182 8.260795 8.233668 0.3491623 1.212333 0.40526292 14302 1.1463209 up 8.444243 8.247232 0.229017 0.019181 0.197011 1.023888
1607801_aVvi.14800 Transcr ibed locus 60.15523 69.84869 67.56774 73.54065 16 5.910619 6.126161 6.078262 6.20047 0.4318038 0.976495 0.4866477 14730 1.0874707 down 6.01839 6.139366 0.152411 0.086414 -0.1209763 0.980295
1607802_aVvi.12713 Transcr ibed locus 4.661834 4.688961 4.483424 4.521617 16 2.220898 2.229268 2.164601 2.176839 0.0180933 7.333043 0.0427949 7018 1.0384005 up 2.225083 2.17072 0.005919 0.008654 0.054363 1.025044
1607803_aVvi.3192 Transcr ibed locus, moderately similar to NP_173447.1 26S proteasome regulatory subunit S3 286.2907 292.5388 331.4962 353.5024 16 8.161337 8.192484 8.372849 8.465576 0.0384125 4.954088 0.0679442 9385 1.1828785 down 8.17691 8.419212 0.022024 0.065568 -0.242302 0.97122
1607804_aVvi.15031 Transcr ibed locus 147.3458 153.7732 173.0466 167.7964 16 7.203062 7.26466 7.435016 7.390568 0.0422219 4.711178 0.07275217 9634 1.1320449 down 7.233861 7.412792 0.043556 0.03143 -0.178931 0.975862
1607805_sVvi.13013 Transcr ibed locus, weakly similar to NP_182082.2 cytochrome P450 family protein [Arabidops 14.12825 33.52458 120.5626 64.3274 16 3.820511 5.067147 6.913639 6.007361 0.1202449 2.616935 0.16518869 12084 4.04649 down 4.443829 6.4605 0.881505 0.640835 -2.0166712 0.687846
1607806_aVvi.1153 Transcr ibed locus, moderately similar to NP_566635.1 reticulon family protein (RTNLB11) [A 1050.37 1045.003 1301.889 1330.051 16 10.03668 10.02929 10.34639 10.37727 0.002322 20.71623 0.02616672 1470 1.2560049 down 10.03299 10.36183 0.005226 0.021832 -0.328842 0.968264
1607807_sVvi.7051 Transcr ibed locus, moderately similar to NP_196657.1 CCR4-NOT transcr iption complex pro   3219.897 3402.967 3544.695 3678.863 16 11.6528 11.73258 11.79145 11.84504 0.1205667 2.612708 0.16543911 12098 1.0909288 down 11.69269 11.81825 0.056413 0.037899 -0.125557 0.989376
1607808_aVvi.15209 Transcr ibed locus 5.007488 5.085299 4.817164 4.842314 16 2.324087 2.346333 2.268184 2.275697 0.0327479 5.389309 0.06084839 8934 1.044831 up 2.33521 2.27194 0.01573 0.005312 0.0632696 1.027848
1607809_sVvi.3790 Transcr ibed locus, weakly similar to XP_474214.1 OSJNBa0015K02.18 [Oryza sativa (japonic 20.52041 23.10158 35.0539 35.43978 16 4.358988 4.52992 5.131503 5.147298 0.0149133 8.096781 0.03885992 6367 1.6188247 down 4.444454 5.139401 0.120867 0.011169 -0.6949468 0.864781
1607810_aVvi.3522 Transcr ibed locus 291.3428 332.8138 379.0414 318.7487 16 8.186574 8.378572 8.566212 8.316276 0.4200046 1.006896 0.47538283 14667 1.1162586 down 8.282573 8.441244 0.135763 0.176732 -0.158671 0.981203
1607811_aVvi.1296 Transcr ibed locus, strongly similar to NP_180901.1 plastid developmental protein DAG, putat 555.0387 566.1433 775.1898 838.4823 16 9.116445 9.145023 9.598406 9.711637 0.0121776 8.978937 0.03603134 5610 1.4382238 down 9.130734 9.655022 0.020208 0.080066 -0.5242885 0.945698
1607812_aVvi.193 Transcr ibed locus 133.538 152.9583 484.0096 499.4889 16 7.061107 7.256994 8.918892 8.964309 0.0031662 17.72944 0.02773125 1891 3.4403381 down 7.159051 8.941601 0.138513 0.032115 -1.7825505 0.800645
1607813_aVvi.3466 Transcr ibed locus, moderately similar to NP_177357.1 proton-dependent oligopeptide transpo 1021.731 1032.451 703.1331 720.7031 16 9.996799 10.01186 9.457654 9.493261 0.0013332 27.35994 0.0237745 930 1.4427983 up 10.00433 9.475458 0.010647 0.025178 0.52887 1.055815
1607814_aVvi.3341 Transcr ibed locus, weakly similar to XP_470505.1 unknown protein [Oryza sativa (japonica cu 5.082919 5.136964 4.887343 4.893993 16 2.345657 2.360916 2.28905 2.291012 0.0144677 8.22332 0.03842309 6248 1.0448207 up 2.353287 2.290031 0.01079 0.001387 0.0632553 1.027622
1607815_at 4.8202 4.862993 4.64987 4.637723 16 2.269093 2.281845 2.217191 2.213417 0.0119946 9.048409 0.03585429 5553 1.0425851 up 2.275469 2.215304 0.009017 0.002668 0.0601651 1.027159
1607816_aVvi.9039 Transcr ibed locus, moderately similar to NP_188052.2 leucine-rich repeat transmembrane pr 216.6537 217.948 852.2789 763.8662 16 7.759247 7.76784 9.735182 9.577176 0.001743 23.92119 0.02497189 1153 3.71313 down 7.763544 9.656179 0.006077 0.111727 -1.8926354 0.803997
1607817_aVvi.1790 Transcr ibed locus, weakly similar to XP_467223.1 putative purine permease [Oryza sativa (jap  77.6947 106.7771 305.458 236.0214 16 6.279744 6.738459 8.25483 7.882774 0.0340307 5.281468 0.06246282 9044 2.9479253 down 6.509102 8.068802 0.32436 0.263084 -1.5597 0.8067
1607818_aVvi.1892 Transcr ibed locus, moderately similar to NP_565699.1 tubulin folding cofactor A (KIESEL) [A 2209.774 2019.968 1906.498 1951.706 16 11.10968 10.98012 10.89671 10.93052 0.1889341 1.96087 0.23991768 13073 1.0952693 up 11.0449 10.91361 0.091617 0.023908 0.131286 1.01203
1607819_aVvi.5757 Transcr ibed locus, weakly similar to NP_565180.1 expressed protein [Arabidopsis thaliana] 106.4147 113.2316 79.81509 87.09587 16 6.733554 6.823133 6.31859 6.444532 0.0358994 5.134662 0.06483214 9192 1.3165684 up 6.778344 6.381561 0.063342 0.089055 0.3967824 1.062176
1607820_aVvi.5926 Transcr ibed locus 7.529016 7.598091 7.267537 7.24998 16 2.912461 2.925637 2.861466 2.857977 0.0129397 8.705441 0.03684102 5829 1.04198 up 2.919049 2.859722 0.009317 0.002467 0.0593276 1.020746
1607821_aVvi.15139 Transcr ibed locus 147.3079 160.7515 186.1756 177.6637 16 7.202691 7.328689 7.54052 7.473004 0.0777834 3.372898 0.11615042 11117 1.181871 down 7.26569 7.506763 0.089094 0.047741 -0.2410725 0.967886
1607822_aVvi.2424 Transcr ibed locus, moderately similar to NP_564841.1 calcium-binding EF hand family protei  5.693722 5.752084 5.429332 5.41836 16 2.509372 2.524085 2.440775 2.437856 0.0092556 10.32209 0.03307883 4643 1.0551244 up 2.516728 2.439315 0.010404 0.002064 0.0774131 1.031736
1607823_sVvi.11252 Transcr ibed locus, moderately similar to XP_471832.1 OSJNBb0062H02.2 [Oryza sativa (jap 347.3622 339.7217 432.4592 428.4372 16 8.440297 8.40821 8.75642 8.74294 0.0028473 18.70058 0.0270467 1743 1.2530345 down 8.424253 8.74968 0.022689 0.009532 -0.325427 0.962807
1607824_aVvi.15433 Transcr ibed locus 5.568245 5.61367 5.346613 5.314805 16 2.477223 2.488944 2.418625 2.410017 0.0109985 9.456426 0.03498709 5218 1.0488167 up 2.483084 2.414321 0.008288 0.006087 0.0687625 1.028481
1607825_aVvi.11839 Transcr ibed locus, weakly similar to NP_200255.2 expressed protein [Arabidopsis thaliana] 4.176422 4.198178 4.04599 4.046868 16 2.062268 2.069763 2.016493 2.016806 0.0057246 13.16008 0.02989878 3177 1.0348102 up 2.066016 2.016649 0.0053 2.22E-04 0.0493663 1.024479
1607826_aVvi.9518 Transcr ibed locus 7.887304 7.692573 8.638014 7.688421 16 2.979532 2.943466 3.1107 2.942687 0.5272158 0.758777 0.57660323 15179 1.0462257 down 2.961499 3.026693 0.025503 0.118803 -0.0651941 0.97846
1607827_at 6.429908 6.792105 6.532266 6.824795 16 2.684798 2.763859 2.707583 2.770786 0.7967624 0.293548 0.823498 16062 1.0103507 down 2.724329 2.739185 0.055904 0.044691 -0.0148561 0.994576
1607828_aVvi.14477 Transcr ibed locus 589.2332 578.031 687.1928 797.8093 16 9.202695 9.175003 9.424571 9.6399 0.087077 3.16336 0.1268339 11397 1.2687322 down 9.188849 9.532236 0.019581 0.152261 -0.3433875 0.963976
1607829_aVvi.15270 Transcr ibed locus 4.27019 4.268483 4.100323 4.11234 16 2.0943 2.093723 2.035738 2.039959 0.0014358 26.3621 0.02412722 987 1.0396972 up 2.094012 2.037849 4.08E-04 0.002985 0.0561633 1.02756
1607830_at 9.570982 9.588615 9.316814 9.894065 16 3.258667 3.261323 3.219837 3.306563 0.9478298 0.07388 0.9556584 16465 1.0022241 down 3.259995 3.2632 0.001878 0.061325 -0.0032051 0.999018
1607831_aVvi.389 Transcr ibed locus, weakly similar to NP_916932.1 B1144G04.32 [Oryza sativa (japonica cultiv 296.9506 314.9654 719.8727 727.8935 16 8.214079 8.299049 9.491598 9.507584 0.0012074 28.75344 0.02330539 859 2.366946 down 8.256564 9.499591 0.060083 0.011303 -1.243027 0.869149
1607832_aVvi.11364 Transcr ibed locus, weakly similar to NP_565200.1 expressed protein [Arabidopsis thaliana] 75.6218 81.94224 359.8738 302.6442 16 6.24073 6.356535 8.491347 8.241479 0.0044054 15.01658 0.02920871 2501 4.192412 down 6.298633 8.366413 0.081886 0.176684 -2.0677804 0.752847
1607833_aVvi.15357 Transcr ibed locus 3.676329 3.712591 3.573696 3.589222 16 1.878266 1.892426 1.837417 1.843671 0.0285727 5.788406 0.05545743 8552 1.0315418 up 1.885346 1.840544 0.010013 0.004422 0.0448023 1.024342
1607834_aVvi.13096 Transcr ibed locus, moderately similar to NP_187938.2 transducin family protein / WD-40 repe 702.5421 685.0502 575.2868 554.8127 16 9.456441 9.420066 9.168138 9.115857 0.0113579 9.303097 0.03531146 5339 1.2279537 up 9.438253 9.141997 0.025721 0.036968 0.296256 1.032406
1607835_aVvi.3173 Transcr ibed locus, weakly similar to NP_505605.1 WD repeat domain 20 (5K612) [Caenorhab 159.8056 160.0193 145.3936 156.5514 16 7.320174 7.322102 7.18382 7.290493 0.2560822 1.574299 0.31078044 13679 1.0599391 up 7.321138 7.237156 0.001364 0.075429 0.0839816 1.011604
1607836_at 44.55405 43.70427 357.9823 339.4726 16 5.477485 5.449702 8.483745 8.407151 1.87E-04 73.19549 0.0168302 181 7.9000096 down 5.463594 8.445448 0.019645 0.05416 -2.9818545 0.646928
1607837_aVvi.5741 Transcr ibed locus, moderately similar to NP_191649.1 fasci cl in-like arabinogalactan-protein  289.394 286.4607 919.4962 1015.309 16 8.176891 8.162193 9.8447 9.987703 0.0016892 24.30019 0.02493529 1116 3.3558059 down 8.169542 9.916202 0.010393 0.101119 -1.74666 0.823858
1607838_aVvi.4985 Transcr ibed locus, weakly similar to NP_051094.1 ribosomal protein L14 [Arabidopsis thalian 941.9546 951.3027 924.0497 925.5401 16 9.879514 9.893761 9.851827 9.854152 0.0430626 4.66187 0.07387874 9676 1.0235968 up 9.886637 9.852989 0.010074 0.001644 0.033648 1.003415
1607839_aVvi.10589 Transcr ibed locus, weakly similar to NP_680410.1 zinc finger (C3HC4-type RING finger) fam 7.986633 7.989574 7.770601 10.46158 16 2.997587 2.998118 2.958026 3.387029 0.500997 0.814328 0.552111 15064 1.1287097 down 2.997853 3.172527 3.75E-04 0.303351 -0.1746745 0.944942
1607840_aVvi.3334 Transcr ibed locus, moderately similar to NP_196409.1 diacylglycerol kinase 1 (DGK1) [Arabi 145.5877 149.652 209.0932 206.1879 16 7.185745 7.225467 7.708003 7.687817 0.0020416 22.0976 0.02553182 1324 1.4066889 down 7.205606 7.697909 0.028088 0.014274 -0.4923034 0.936047
1607841_aVvi.12805 Transcr ibed locus, weakly similar to NP_197747.1 XS domain-containing protein / XS zinc fin 60.44696 78.11939 89.78591 103.8843 16 5.917598 6.287609 6.488417 6.698834 0.147426 2.307131 0.1949476 12554 1.4054412 down 6.102603 6.593626 0.261637 0.148787 -0.491023 0.925531
1607842_aVvi.15405 Transcr ibed locus 4.623763 4.663142 4.462128 4.485505 16 2.209067 2.221302 2.157732 2.16527 0.0174475 7.471215 0.04196815 6901 1.0379115 up 2.215185 2.161501 0.008651 0.00533 0.0536835 1.024836
1607843_aVvi.5860 Transcr ibed locus, moderately similar to NP_181836.1 oxidoreductase, 2OG-Fe(II) oxygenas 136.2231 139.5285 136.5902 138.5276 16 7.089827 7.124416 7.09371 7.11403 0.8861111 0.162118 0.9023625 16302 1.0022564 up 7.107122 7.10387 0.024458 0.014368 0.0032515 1.000458
1607844_at 4.283238 4.303565 4.093858 4.175194 16 2.098702 2.105532 2.033461 2.061843 0.0649057 3.731453 0.10081059 10688 1.0384738 up 2.102117 2.047652 0.00483 0.020069 0.0544648 1.026599
1607845_aVvi.11489 Transcr ibed locus, moderately similar to NP_189167.2 expressed protein [Arabidopsis thalian 4.697174 4.80081 4.521022 4.534018 16 2.231793 2.263278 2.176649 2.18079 0.0493315 4.334015 0.08162257 10033 1.0488555 up 2.247536 2.17872 0.022263 0.002928 0.068816 1.031586
1607846_aVvi.191 Transcr ibed locus, moderately similar to NP_850374.1 expressed protein [Arabidopsis thalian 11865 11381.06 9855.968 9672.587 16 13.53442 13.47435 13.26678 13.23969 0.0167824 7.621721 0.04113871 6771 1.1901555 up 13.50439 13.25324 0.042481 0.019159 0.25115 1.01895
1607847_aVvi.748 Transcr ibed locus, moderately similar to NP_850185.1 expressed protein [Arabidopsis thalian 580.4931 570.9648 586.76 627.9036 16 9.181135 9.157258 9.196627 9.294399 0.2686523 1.516532 0.3239655 13766 1.0543222 down 9.169197 9.245513 0.016884 0.069136 -0.076316 0.991746
1607848_aVvi.3569 Transcr ibed locus, weakly similar to NP_565052.1 expressed protein [Arabidopsis thaliana] 5.560142 5.583253 5.409659 5.791194 16 2.475122 2.481106 2.435538 2.533861 0.9058753 0.133706 0.9200063 16346 1.004575 down 2.478114 2.484699 0.004232 0.069525 -0.0065852 0.99735
1607849_aVvi.9121 Transcr ibed locus, weakly similar to NP_917506.1 putative Mutator-like transposase [Oryza s 100.9595 85.5055 149.8567 163.875 16 6.657633 6.417945 7.227439 7.356452 0.0310594 5.54114 0.05865279 8790 1.6866447 down 6.537789 7.291946 0.169485 0.091226 -0.7541562 0.896577
1607850_aVvi.5087 Transcr ibed locus, moderately similar to NP_199230.1 expressed protein [Arabidopsis thalian 33.84532 33.092 36.46117 47.73307 16 5.080885 5.04841 5.188289 5.576917 0.2445433 1.630616 0.29863244 13594 1.2465627 down 5.064648 5.382603 0.022963 0.274802 -0.3179553 0.940929
1607851_aVvi.11331 Transcr ibed locus, weakly similar to NP_194631.1 glycine-rich protein [Arabidopsis thaliana] 4.08705 4.1207 3.983612 4.0025 16 2.03106 2.042889 1.994077 2.000902 0.028628 5.782572 0.05551057 8561 1.0277472 up 2.036975 1.997489 0.008365 0.004825 0.0394854 1.019768
1607852_aVvi.10726 Transcr ibed locus 4.545111 4.566219 4.463938 4.925901 16 2.184315 2.191 2.158317 2.300388 0.617028 0.586304 0.6594926 15532 1.029322 down 2.187658 2.229352 0.004727 0.100459 -0.0416944 0.981298
1607853_aVvi.185 Transcr ibed locus, moderately similar to NP_566842.1 pectinesterase family protein [Arabido 77.76915 63.49349 121.4659 107.9462 16 6.281127 5.988537 6.924408 6.754169 0.0531653 4.162082 0.08652366 10200 1.6295304 down 6.134831 6.839288 0.206892 0.120377 -0.7044564 0.896999
1607854_aVvi.6266 Transcr ibed locus, strongly similar to XP_481630.1 60S ribosomal protein L7A [Oryza sativa 6259.38 6424.1 8376.629 8300.617 16 12.6118 12.64928 13.03216 13.019 0.0025173 19.89334 0.0266497 1567 1.314978 down 12.63054 13.02558 0.026499 0.0093 -0.395038 0.969672
1607855_at 4.373316 4.392077 4.251187 4.227259 16 2.128728 2.134903 2.087866 2.079723 0.0111344 9.397578 0.03508226 5268 1.033846 up 2.131815 2.083794 0.004367 0.005758 0.0480214 1.023045
1607856_aVvi.3884 Transcr ibed locus 6.039053 6.075181 5.680549 5.667424 16 2.594322 2.602927 2.50603 2.502693 0.002388 20.42709 0.02621088 1511 1.06752 up 2.598625 2.504362 0.006084 0.00236 0.0942631 1.03764
1607857_aVvi.46 Transcr ibed locus 545.4406 568.4969 736.0737 752.5408 16 9.091278 9.151009 9.523706 9.555626 0.0064826 12.35959 0.0304738 3529 1.3365583 down 9.121143 9.539666 0.042236 0.02257 -0.418523 0.956128
1607858_aVvi.15362 Transcr ibed locus 194.5321 195.1193 118.8646 127.4629 16 7.603864 7.608213 6.893176 6.993933 0.0057438 13.13783 0.02989878 3186 1.5828052 up 7.606038 6.943554 0.003075 0.071246 0.6624836 1.09541
1607859_aVvi.3586 Transcr ibed locus, weakly similar to NP_194558.1 expressed protein [Arabidopsis thaliana] 1518.348 1341.637 310.4266 298.2903 16 10.56829 10.38978 8.278109 8.220573 0.0017642 23.77681 0.02500867 1169 4.6903367 up 10.47903 8.249341 0.126225 0.040684 2.2296915 1.270287
1607860_aVvi.15679 Transcr ibed locus 302.5582 294.2009 270.2775 215.4489 16 8.241069 8.200658 8.078298 7.751202 0.2043435 1.857584 0.25633055 13233 1.2363724 up 8.220863 7.91475 0.028575 0.231291 0.306113 1.038676
1607861_s_at 4555.72 4413.834 5468.593 5147.583 16 12.15346 12.10782 12.41695 12.32968 0.0387978 4.927932 0.06842896 9412 1.1831851 down 12.13064 12.37332 0.032277 0.061712 -0.242676 0.980387
1607862_aVvi.15287 Transcr ibed locus 5.121153 5.208309 4.818736 4.886746 16 2.356469 2.380815 2.268655 2.288874 0.0296268 5.679853 0.05684978 8651 1.0642799 up 2.368642 2.278764 0.017216 0.014297 0.0898777 1.039441
1607863_aVvi.12913 Transcr ibed locus, weakly similar to NP_918613.1 polyprotein [Oryza sativa (japonica cultivar 6.019741 6.090056 5.760164 5.686543 16 2.589701 2.606455 2.52611 2.507552 0.0228649 6.499308 0.04844959 7834 1.0579323 up 2.598078 2.516831 0.011847 0.013123 0.0812473 1.032282
1607864_at 452.6785 415.9059 444.0956 453.1958 16 8.822343 8.700113 8.794726 8.823991 0.523782 0.765897 0.5733387 15166 1.0339239 down 8.761229 8.809359 0.086429 0.020693 -0.04813 0.994536
1607865_aVvi.1527 Transcr ibed locus, weakly similar to XP_475939.1 unknown protein [Oryza sativa (japonica cu 1099.488 1004.908 980.8833 888.708 16 10.10262 9.972848 9.937938 9.795566 0.2178648 1.775142 0.27055058 13368 1.1258234 up 10.03773 9.866752 0.09176 0.100672 0.17098 1.017329
1607866_aVvi.5248 Transcr ibed locus, weakly similar to NP_849601.1 DNA-binding bromodomain-containing pro 52.33802 56.3185 65.81094 56.26637 16 5.709787 5.815537 6.040256 5.814201 0.3179914 1.318813 0.37375525 14124 1.1208289 down 5.762662 5.927228 0.074776 0.159845 -0.164566 0.972236
1607867_aVvi.3485 Transcr ibed locus, moderately similar to NP_565210.1 LEM3 (ligand-effect modulator 3) fam       2010.817 2019.119 1145.186 1253.185 16 10.97357 10.97951 10.16137 10.29138 0.0074416 11.5274 0.03120639 3958 1.6819818 up 10.97654 10.22638 0.004203 0.091936 0.750162 1.073356
1607868_aVvi.14975 Transcr ibed locus 97.55464 135.111 55.55633 71.82607 16 6.608139 7.078002 5.795879 6.166436 0.1023373 2.880724 0.14463304 11746 1.8174462 up 6.84307 5.981157 0.332243 0.262023 0.8619127 1.144105
1607869_x_at 4.690007 4.719895 4.47156 4.544735 16 2.22959 2.238755 2.160778 2.184196 0.039127 4.905891 0.06887051 9431 1.0436842 up 2.234172 2.172487 0.006481 0.016559 0.0616853 1.028394
1607870_at 6.273999 6.33944 5.939118 5.883979 16 2.649385 2.664355 2.570249 2.556792 0.0114254 9.275102 0.03539468 5357 1.0668445 up 2.65687 2.56352 0.010585 0.009515 0.09335 1.036415
1607871_aVvi.14721 Transcr ibed locus 4.538453 4.568265 4.356675 4.355305 16 2.182201 2.191646 2.123227 2.122774 0.0054268 13.5193 0.0295882 3044 1.0453042 up 2.186924 2.123001 0.006679 3.21E-04 0.0639229 1.03011
1607872_aVvi.2740 Transcr ibed locus, strongly similar to XP_469987.1 synaptobrevin-like protein [Oryza sativa (j  9892.128 10188.67 9204.126 8661.479 16 13.27207 13.31468 13.16807 13.0804 0.0739392 3.470421 0.11158428 11000 1.124388 up 13.29337 13.12423 0.030132 0.06199 0.16914 1.012888
1607873_aVvi.3189 Transcr ibed locus, moderately similar to NP_850147.1 signal transducer of phototropic respo 5.930232 5.984921 5.74673 5.792189 16 2.568089 2.581332 2.522741 2.534109 0.0337569 5.303972 0.06211847 9021 1.0326028 up 2.57471 2.528425 0.009365 0.008038 0.0462854 1.018306
1607874_aVvi.7532 Transcr ibed locus, strongly similar to NP_921492.1 putative epimerase/dehydratase [Oryza s 1030.27 1083.665 1377.917 1203.62 16 10.00881 10.0817 10.42827 10.23316 0.1113056 2.74112 0.15505083 11917 1.2188016 down 10.04526 10.33072 0.051545 0.137963 -0.285463 0.972368
1607875_at 191.0729 225.62 429.0741 410.9137 16 7.57798 7.817751 8.745083 8.682692 0.014542 8.201816 0.03851125 6268 2.0223353 down 7.697865 8.713887 0.169544 0.044117 -1.016022 0.883402
1607876_aVvi.4550 Transcr ibed locus 3.590237 3.609682 3.476216 3.493386 16 1.844079 1.851872 1.797518 1.804626 0.0124071 8.893925 0.03637724 5661 1.0330452 up 1.847975 1.801072 0.00551 0.005026 0.0469034 1.026042
1607877_x_at 241.6578 332.9729 218.0297 263.3938 16 7.916822 8.379261 7.768381 8.041078 0.4603816 0.906434 0.51328015 14890 1.1837069 up 8.148041 7.904729 0.326994 0.192826 0.243312 1.030781
1607878_aVvi.9104 Transcr ibed locus, moderately similar to NP_176125.1 glutamyl-tRNA reductase 1 / GluTR ( 2768.52 2508.573 850.3976 734.6679 16 11.4349 11.29265 9.731994 9.520948 0.0053225 13.65222 0.02950386 2994 3.334117 up 11.36378 9.626471 0.100585 0.149232 1.737304 1.180472
1607879_aVvi.14543 Transcr ibed locus 3.261263 3.274096 3.171303 3.181015 16 1.705431 1.711097 1.665076 1.669487 0.0075882 11.41424 0.03135112 4013 1.0288141 up 1.708264 1.667281 0.004006 0.00312 0.0409822 1.02458
1607880_aVvi.5018 Transcr ibed locus, weakly similar to NP_908999.1 putative rust resistance kinase Lr10 [Oryza 1007.638 968.8386 183.627 213.8026 16 9.976762 9.920113 7.520634 7.740136 0.0023824 20.45096 0.02619858 1507 4.9865837 up 9.948437 7.630385 0.040057 0.155211 2.318052 1.303792
1607881_aVvi.5841 Transcr ibed locus 4.717558 4.732441 4.523187 4.57136 16 2.23804 2.242585 2.17734 2.192623 0.0201366 6.940167 0.04519432 7394 1.0390977 up 2.240313 2.184981 0.003213 0.010807 0.0553313 1.025323
1607882_aVvi.10167 Transcr ibed locus, weakly similar to NP_171804.1 epsin N-terminal homology (ENTH) doma      10.42327 10.44943 10.12208 10.13785 16 3.381736 3.385352 3.339434 3.341679 0.002442 20.19889 0.02637781 1536 1.030245 up 3.383544 3.340557 0.002557 0.001588 0.0429874 1.012868
1607883_aVvi.1000 Transcr ibed locus, moderately similar to NP_173146.2 expressed protein [Arabidopsis thalian 130.0235 116.952 165.9317 165.4311 16 7.022629 6.869773 7.374446 7.370087 0.0307271 5.572469 0.05825404 8756 1.3435644 down 6.946201 7.372266 0.108085 0.003082 -0.4260653 0.942207
1607884_aVvi.5678 Transcr ibed locus, weakly similar to NP_974912.1 Expressed protein [Arabidopsis thaliana] 456.6747 413.2604 362.251 357.8584 16 8.835023 8.690908 8.500846 8.483245 0.0648875 3.73203 0.10079473 10686 1.2065768 up 8.762965 8.492045 0.101905 0.012446 0.27092 1.031903
1607885_at 5.956926 5.88996 5.575287 5.536155 16 2.574568 2.558258 2.479046 2.468884 0.0106302 9.621537 0.03472738 5078 1.0661776 up 2.566413 2.473965 0.011533 0.007186 0.0924478 1.037368
1607886_aVvi.15949 Transcr ibed locus 499.5285 517.7304 585.4497 575.1096 16 8.964423 9.016057 9.193401 9.167693 0.0222036 6.59874 0.0476074 7742 1.141007 down 8.99024 9.180548 0.036511 0.018178 -0.190308 0.979271
1607887_aVvi.720 Transcr ibed locus, weakly similar to NP_564863.1 expressed protein [Arabidopsis thaliana] 9784.73 10018.29 12098.6 11500.61 16 13.25632 13.29035 13.56255 13.48942 0.0245452 6.264777 0.05064615 8045 1.1913977 down 13.27333 13.52599 0.024064 0.051709 -0.252655 0.981321
1607888_aVvi.5978 Transcr ibed locus, weakly similar to XP_463273.1 P0436D06.15 [Oryza sativa (japonica cultiv 347.0522 393.8004 634.8812 601.6818 16 8.439009 8.621321 9.310343 9.232857 0.0173821 7.485639 0.04189574 6887 1.671838 down 8.530165 9.2716 0.128914 0.054791 -0.741435 0.920032
1607889_aVvi.7443 Transcr ibed locus, moderately similar to NP_190920.2 NAD-dependent epimerase/dehydrata 3609.044 3896.627 2484.311 2454.273 16 11.8174 11.92801 11.27863 11.26108 0.0085176 10.76596 0.03210404 4403 1.5187137 up 11.87271 11.26986 0.078212 0.01241 0.6028495 1.053492
1607890_aVvi.3624 Transcr ibed locus, weakly similar to NP_565029.1 expressed protein [Arabidopsis thaliana] 5.96443 5.991845 5.74204 5.761844 16 2.576384 2.583 2.521563 2.526531 0.0054806 13.45223 0.02965942 3065 1.039324 up 2.579692 2.524047 0.004678 0.003512 0.0556454 1.022046
1607891_aVvi.4501 Transcr ibed locus 122.0995 94.29568 71.70804 64.12366 16 6.931913 6.55912 6.164063 6.002785 0.0826006 3.260059 0.12153997 11282 1.5823768 up 6.745517 6.083424 0.263605 0.114041 0.6620934 1.108836
1607892_aVvi.12139 Transcr ibed locus, weakly similar to NP_181380.1 iron transporter-related [Arabidopsis thalia 4.828981 4.876871 4.660776 4.715301 16 2.271719 2.285956 2.22057 2.23735 0.0453767 4.533142 0.07679339 9809 1.0351768 up 2.278837 2.22896 0.010067 0.011865 0.0498772 1.022377
1607893_aVvi.11052 Transcr ibed locus, weakly similar to NP_565633.1 PAZ domain-containing protein / piwi doma 3.45253 3.467835 3.36091 3.374048 16 1.787654 1.794035 1.748852 1.754481 0.0115879 9.208699 0.03548822 5420 1.0275285 up 1.790845 1.751666 0.004512 0.00398 0.0391785 1.022366
1607894_aVvi.11767 Transcr ibed locus 6.94832 6.901996 6.571642 6.63634 16 2.796664 2.787014 2.716254 2.730388 0.0152415 8.007135 0.03921917 6450 1.0486388 up 2.791839 2.723321 0.006824 0.009994 0.068518 1.02516
1607895_aVvi.1633 Transcr ibed locus, weakly similar to NP_199332.2 cyclin family protein [Arabidopsis thaliana] 1755.044 1694.754 1151.051 1074.319 16 10.77729 10.72686 10.16874 10.06921 0.0076755 11.3484 0.03135112 4059 1.5508986 up 10.75208 10.11897 0.03566 0.070377 0.633104 1.062566
1607896_aVvi.15008 Transcr ibed locus 91.12402 92.96174 135.0164 119.3762 16 6.509759 6.538565 7.076991 6.899372 0.0355991 5.157484 0.06447925 9165 1.3793789 down 6.524162 6.988181 0.020369 0.125596 -0.4640187 0.9336
1607897_aVvi.10517 Transcr ibed locus, weakly similar to XP_475280.1 unknown protein [Oryza sativa (japonica cu 4.678407 4.716325 4.476583 4.433554 16 2.226018 2.237663 2.162398 2.148464 0.0138291 8.41515 0.03769345 6090 1.0543905 up 2.23184 2.155431 0.008235 0.009853 0.0764093 1.03545
1607898_aVvi.9747 Transcr ibed locus 221.1263 202.708 279.5266 274.4084 16 7.788727 7.66326 8.126842 8.100181 0.026314 6.042285 0.05272969 8284 1.3081409 down 7.725993 8.113511 0.088719 0.018852 -0.387518 0.952238
1607899_aVvi.2570 Transcr ibed locus, weakly similar to NP_564717.1 DNAJ heat shock N-terminal domain-conta 238.034 210.0118 371.4371 356.9641 16 7.895024 7.714326 8.536974 8.479635 0.0176682 7.423168 0.04222679 6945 1.6285968 down 7.804675 8.508305 0.127772 0.040545 -0.70363 0.917301
1607900_at 8.093778 8.261654 7.590768 7.462782 16 3.016813 3.046431 2.924246 2.899714 0.0248716 6.221966 0.0510405 8089 1.0864655 up 3.031622 2.91198 0.020943 0.017347 0.1196423 1.041086
1607901_aVvi.98 Transcr ibed locus 4.88761 4.88516 4.691278 4.627459 16 2.289129 2.288406 2.229981 2.21022 0.0201085 6.945157 0.04515038 7393 1.0487473 up 2.288768 2.2201 5.11E-04 0.013973 0.0686672 1.03093
1607902_aVvi.15269 Transcr ibed locus 3.769699 3.744796 3.646648 3.666556 16 1.914449 1.904887 1.866571 1.874426 0.0240556 6.330599 0.05002795 7981 1.0275223 up 1.909668 1.870498 0.006762 0.005554 0.0391698 1.020941
1607903_at 289.3315 341.873 313.1832 315.2474 16 8.176579 8.417316 8.290863 8.300341 0.9920965 0.011175 0.9934728 16578 1.0009332 up 8.296948 8.295602 0.170227 0.006702 0.0013455 1.000162
1607904_aVvi.14234 Transcr ibed locus 482.3376 525.9752 278.6956 245.928 16 8.913899 9.038851 8.122546 7.942092 0.013246 8.602205 0.03713761 5920 1.9239303 up 8.976376 8.032319 0.088354 0.1276 0.944057 1.117532
1607905_aVvi.11860 Transcr ibed locus 4.982174 5.033559 4.802068 4.819156 16 2.316776 2.331579 2.263656 2.26878 0.0177769 7.399812 0.04237972 6963 1.040992 up 2.324177 2.266218 0.010467 0.003623 0.0579591 1.025575
1607906_aVvi.1101 Transcr ibed locus, moderately similar to NP_191595.1 expressed protein [Arabidopsis thalian 717.8978 698.512 692.0793 724.9567 16 9.487635 9.448141 9.434793 9.501751 0.9930089 0.009888 0.9940096 16583 1.0002664 down 9.467888 9.468272 0.027926 0.047346 -0.000384 0.999959
1607907_aVvi.8382 Transcr ibed locus, weakly similar to NP_565720.1 expressed protein [Arabidopsis thaliana] 494.734 471.4093 516.4615 554.4799 16 8.950509 8.880837 9.012517 9.114991 0.1393776 2.390023 0.18617323 12428 1.1080952 down 8.915672 9.063754 0.049266 0.07246 -0.148082 0.983662
1607908_aVvi.10549 Transcr ibed locus, weakly similar to NP_196806.2 emsy N terminus domain-containing protei 176.6318 179.5312 174.4786 165.3086 16 7.464602 7.48809 7.446906 7.369018 0.2347518 1.681163 0.28854296 13506 1.0485417 up 7.476346 7.407962 0.016609 0.055075 0.068384 1.009231
1607909_aVvi.11156 Transcr ibed locus, strongly similar to NP_172009.1 galactosyltransferase family protein [Ara 253.6726 294.8888 399.7755 350.2071 16 7.986824 8.204027 8.643046 8.452065 0.0888756 3.126489 0.12894458 11442 1.3680589 down 8.095426 8.547556 0.153586 0.135045 -0.45213 0.947104
1607910_aVvi.15647 Transcr ibed locus 5.799026 5.854506 5.489698 5.576038 16 2.535811 2.549547 2.456727 2.47924 0.0297815 5.6644 0.05706092 8664 1.0531385 up 2.542679 2.467984 0.009714 0.01592 0.0746951 1.030266
1607911_aVvi.2132 Transcr ibed locus, moderately similar to NP_177667.1 ornithine carbamoyltransferase, chloro 358.615 361.8954 633.2767 600.8475 16 8.486292 8.499429 9.306692 9.230855 0.0024509 20.16235 0.02638588 1541 1.7122736 down 8.492861 9.268774 0.009289 0.053625 -0.775913 0.916287
1607912_aVvi.8502 Transcr ibed locus, weakly similar to NP_196217.2 dihydrofolate synthetase/folylpolyglutamate  71.24773 51.48747 215.9997 204.1188 16 6.154772 5.68615 7.754885 7.673265 0.017133 7.54131 0.04156537 6842 3.4668224 down 5.920461 7.714075 0.331366 0.057714 -1.7936139 0.767488
1607913_aVvi.10996 Transcr ibed locus 66.55705 62.8822 57.63945 57.75357 16 6.05652 5.97458 5.848985 5.851838 0.0564571 4.028285 0.09053621 10351 1.1212735 up 6.01555 5.850411 0.05794 0.002018 0.1651383 1.028227
1607914_aVvi.14876 Transcr ibed locus 48.83281 48.23486 39.66391 38.12993 16 5.609779 5.592004 5.309755 5.252852 0.0085869 10.72185 0.03220976 4425 1.2479743 up 5.600892 5.281303 0.012569 0.040236 0.3195882 1.060513
1607915_aVvi.10214 Transcr ibed locus, strongly similar to NP_181478.1 60S ribosomal protein L23A (RPL23aA) 1586.16 1619.718 2079.627 2204.849 16 10.63132 10.66153 11.02211 11.10646 0.0113 9.327312 0.03522379 5325 1.3359462 down 10.64643 11.06429 0.021357 0.059648 -0.417862 0.962233
1607916_aVvi.11694 Transcr ibed locus, moderately similar to XP_469680.1 putative  CorA-like Mg2+ transporter p 5.364201 5.39066 5.1938 5.223172 16 2.423363 2.430462 2.37679 2.384926 0.013465 8.53053 0.03738229 5979 1.0324373 up 2.426913 2.380858 0.00502 0.005753 0.0460541 1.019343
1607917_aVvi.8782 Transcr ibed locus 662.1007 662.1182 620.7639 587.5125 16 9.370907 9.370945 9.277901 9.198476 0.0790418 3.34247 0.11756422 11161 1.0963726 up 9.370926 9.238188 2.70E-05 0.056162 0.132738 1.014368
1607918_at 3.107426 3.119073 3.015684 3.032646 16 1.63572 1.641118 1.592485 1.600577 0.0132138 8.612884 0.03712028 5908 1.0294598 up 1.638419 1.596531 0.003817 0.005722 0.0418875 1.026237
1607919_x_at 32.02203 38.38415 27.37888 39.16573 16 5.000993 5.262439 4.774992 5.29152 0.766149 0.340147 0.79567695 15984 1.0706302 up 5.131716 5.033256 0.18487 0.365241 0.0984604 1.019562
1607920_aVvi.15304 Transcr ibed locus 4.33268 4.276838 4.160895 4.172018 16 2.11526 2.096545 2.056894 2.060745 0.0387925 4.928291 0.06842896 9410 1.0331736 up 2.105902 2.05882 0.013233 0.002723 0.0470827 1.022869
1607921_aVvi.5959 Transcr ibed locus, weakly similar to NP_914880.1 OSJNBa0093F16.22 [Oryza sativa (japonic 3.166756 3.211526 3.111529 3.192207 16 1.663006 1.683259 1.637624 1.674554 0.5033181 0.809296 0.5543986 15070 1.0118837 up 1.673132 1.656089 0.014321 0.026114 0.0170436 1.010291
1607922_aVvi.12397 Transcr ibed locus 48.18354 54.725 24.53052 21.75446 16 5.590468 5.774128 4.616506 4.443239 0.011789 9.128412 0.0356634 5487 2.2228742 up 5.682299 4.529872 0.129867 0.122518 1.1524263 1.254406
1607923_aVvi.2868 Transcr ibed locus 309.0003 288.3741 275.682 301.5359 16 8.271464 8.171798 8.106861 8.236186 0.6018692 0.613784 0.645243 15485 1.0353417 up 8.221631 8.171524 0.070475 0.091447 0.050107 1.006132
1607924_aVvi.5066 Transcr ibed locus, moderately similar to NP_201473.1 5-azacytidine resistance protein -relat 289.2573 308.361 382.0237 379.3778 16 8.176209 8.268477 8.577518 8.567492 0.0171133 7.545761 0.04152938 6839 1.2747034 down 8.222343 8.572505 0.065243 0.00709 -0.350162 0.959153
1607925_aVvi.3994 Transcr ibed locus, weakly similar to NP_201554.1 peptidyl-prolyl cis- trans isomerase cycloph 122.9471 114.161 131.8903 135.2348 16 6.941894 6.834926 7.043194 7.079322 0.0921591 3.061855 0.13275708 11524 1.1272818 down 6.88841 7.061258 0.075638 0.025546 -0.1728483 0.975522
1607926_at 171.4736 189.0266 121.029 107.6249 16 7.421843 7.562446 6.919209 6.749868 0.0268825 5.97543 0.0533503 8364 1.5774624 up 7.492144 6.834539 0.099421 0.119742 0.6576055 1.096218
1607927_at 4.581945 4.618548 4.384687 4.39422 12 2.19596 2.207439 2.132474 2.135607 0.0076442 11.3719 0.03135112 4044 1.048015 up 2.2017 2.13404 0.008117 0.002216 0.0676593 1.031705
1607928_at 507.8734 527.145 510.6595 467.3287 13 8.988325 9.042056 8.996218 8.868294 0.3544307 1.195458 0.41036737 14338 1.0591701 up 9.01519 8.932256 0.037994 0.090456 0.082934 1.009285
1607929_aVvi.11960 Transcr ibed locus 8.305217 7.953496 7.874771 7.891182 16 3.054018 2.991589 2.977238 2.980241 0.2939428 1.410025 0.3495228 13961 1.031014 up 3.022803 2.97874 0.044144 0.002124 0.0440638 1.014793
1607930_at 46.59808 38.28248 22.71034 23.49505 16 5.542199 5.258612 4.505278 4.554285 0.0262461 6.050417 0.05262533 8279 1.8284537 up 5.400405 4.529781 0.200526 0.034653 0.8706241 1.1922
1607931_s_at 962.6647 1126.658 838.7506 622.0089 16 9.91089 10.13784 9.712098 9.280791 0.1626281 2.166392 0.21170531 12752 1.4418467 up 10.02436 9.496445 0.160474 0.30498 0.527918 1.055591
1607932_at 740.0314 771.9642 654.5859 624.6732 16 9.531443 9.59239 9.354439 9.286958 0.0337376 5.305574 0.06209661 9019 1.1819906 up 9.561916 9.320698 0.043096 0.047716 0.241218 1.02588
1607933_aVvi.15265 Transcr ibed locus 4.090965 4.112026 3.961575 3.945911 16 2.032441 2.039849 1.986074 1.980359 0.0077223 11.3136 0.03135112 4087 1.0373688 up 2.036145 1.983216 0.005238 0.004041 0.0529289 1.026688
1607934_aVvi.1493 Transcr ibed locus, weakly similar to NP_197881.1 expressed protein [Arabidopsis thaliana] 829.0051 890.7753 1128.951 1084.595 16 9.695237 9.798918 10.14077 10.08294 0.0254719 6.145359 0.05174794 8171 1.2876822 down 9.747078 10.11186 0.073313 0.040889 -0.364777 0.963926
1607935_at 5.953414 5.751446 5.422516 5.514221 16 2.573717 2.523925 2.438963 2.463157 0.0716563 3.531866 0.10886484 10926 1.0701115 up 2.548821 2.45106 0.035209 0.017108 0.0977612 1.039885
1607936_aVvi.12632 Transcr ibed locus 9.779803 9.828381 9.412812 9.205854 16 3.289806 3.296954 3.234626 3.202552 0.0450281 4.55191 0.07640214 9783 1.0532085 up 3.29338 3.218589 0.005055 0.02268 0.074791 1.023237
1607937_aVvi.1946 Transcr ibed locus, weakly similar to NP_568463.1 cytochrome P450 family protein [Arabidops  6.036454 6.10281 5.904078 5.890751 16 2.593701 2.609474 2.561712 2.558452 0.0356426 5.15416 0.06453691 9168 1.0291874 up 2.601588 2.560082 0.011153 0.002305 0.0415058 1.016213
1607938_aVvi.4074 Transcr ibed locus, moderately similar to NP_568077.1 haloacid dehalogenase-like hydrolase 20.81592 17.89219 39.48022 35.23768 16 4.379615 4.161258 5.303058 5.139047 0.0200151 6.961856 0.04502401 7378 1.9326981 down 4.270436 5.221053 0.154402 0.115973 -0.9506163 0.817926
1607939_at 3358.238 4541.075 3492.544 3750.548 12 11.71349 12.14882 11.77006 11.87289 0.6723757 0.490397 0.7101006 15719 1.0789883 up 11.93115 11.82147 0.307826 0.072708 0.109679 1.009278
1607940_aVvi.1388 Transcr ibed locus 478.3947 439.5898 512.8607 436.4052 16 8.902058 8.780014 9.002423 8.769525 0.7650651 0.341815 0.794894 15978 1.0316389 down 8.841036 8.885974 0.086298 0.164684 -0.044938 0.994943
1607941_aVvi.1057 Transcr ibed locus, weakly similar to NP_567726.1 expressed protein [Arabidopsis thaliana] 483.9437 456.886 471.242 467.5533 16 8.918695 8.835691 8.880324 8.868987 0.9572078 0.060573 0.9636507 16490 1.0017606 up 8.877193 8.874656 0.058693 0.008017 0.002537 1.000286
1607942_aVvi.10556 Transcr ibed locus, moderately similar to NP_172018.1 peroxidase 3 (PER3) (P3) / rare cold-     14.52794 19.22778 75.29692 70.71146 16 3.860758 4.265121 6.234519 6.143872 0.0093629 10.26189 0.03326282 4672 4.3658314 down 4.062939 6.189196 0.285928 0.064097 -2.1262566 0.656457
1607943_aVvi.117 GO:000905CHS mRNA for chalcone synthase 4.637507 4.77373 3.684364 3.700782 16 2.213349 2.255117 1.881415 1.88783 0.0036325 16.54672 0.02818367 2137 1.2742164 up 2.234233 1.884623 0.029534 0.004536 0.3496103 1.185507
1607944_aVvi.8909 Transcr ibed locus, moderately similar to XP_472397.1 OSJNBa0073L04.4 [Oryza sativa (japo 4.641501 4.697674 4.488103 4.501694 16 2.214591 2.231947 2.166106 2.170468 0.0254758 6.144865 0.0517496 8172 1.0388463 up 2.223269 2.168287 0.012272 0.003085 0.0549822 1.025357
1607945_aVvi.84 GO:001682Pectate lyase (Pel) 272.9376 384.5465 6784.516 8710.703 16 8.092427 8.587014 12.72803 13.08857 0.004457 14.92874 0.02925867 2528 23.729036 down 8.339721 12.9083 0.349726 0.254943 -4.568581 0.646074
1607946_aVvi.2397 Transcr ibed locus 39.66442 48.06256 7.508725 8.168177 16 5.309773 5.586842 2.908568 3.030014 0.0037022 16.38933 0.02823081 2173 5.575173 up 5.448308 2.969291 0.195917 0.085875 2.4790165 1.834885
1607947_at 4.556857 4.513562 4.31523 4.323772 16 2.188039 2.174266 2.109438 2.11229 0.0098626 9.994776 0.03376551 4847 1.0499269 up 2.181153 2.110864 0.009739 0.002017 0.0702888 1.033299
1607948_aVvi.15187 Transcr ibed locus 3.158747 3.193667 3.063734 3.078375 16 1.659352 1.675214 1.615291 1.622169 0.0302664 5.616726 0.05770266 8706 1.034227 up 1.667283 1.61873 0.011216 0.004863 0.0485528 1.029994
1607949_aVvi.7828 Transcr ibed locus, moderately similar to NP_566036.1 protease inhibitor/seed storage/lipid tr 3.168316 3.184088 3.104512 3.096059 16 1.663716 1.67088 1.634366 1.630433 0.0134351 8.540216 0.03735154 5970 1.0244846 up 1.667298 1.6324 0.005066 0.002781 0.0348983 1.021379
1607950_aVvi.15617 Transcr ibed locus 4.715672 4.721387 4.533426 4.463673 16 2.237463 2.239211 2.180602 2.158231 0.0254908 6.142993 0.05176471 8174 1.0489316 up 2.238337 2.169416 0.001236 0.015818 0.0689206 1.031769
1607951_aVvi.2609 Transcr ibed locus, weakly similar to NP_568601.1 expressed protein [Arabidopsis thaliana] 5.453234 5.424964 5.105929 5.009272 16 2.447112 2.439614 2.352174 2.324601 0.0180236 7.347611 0.04269192 7008 1.075476 up 2.443363 2.338387 0.005302 0.019497 0.1049754 1.044892
1607952_aVvi.3075 Transcr ibed locus, moderately similar to NP_174166.1 leucine-rich repeat transmembrane pr    36.99224 57.17571 888.6375 665.6589 16 5.209151 5.83733 9.795451 9.378639 0.0084942 10.78098 0.03209319 4391 16.723503 down 5.523241 9.587046 0.44419 0.294731 -4.0638054 0.576115
1607953_aVvi.6746 Transcr ibed locus, moderately similar to XP_475453.1 putative 60S ribosomal protein L24 [Or 4793.57 5011.547 5811.719 6671.513 16 12.22689 12.29104 12.50475 12.7038 0.0807468 3.302337 0.11947934 11219 1.2704258 down 12.25896 12.60428 0.045365 0.140748 -0.345312 0.972604
1607954_aVvi.5609 Transcr ibed locus, moderately similar to NP_567568.1 ankyrin protein kinase, putative [Arabid 1498.806 1430.604 1387.879 1452.459 16 10.5496 10.48241 10.43867 10.50428 0.4430716 0.948294 0.49678364 14806 1.0313464 up 10.516 10.47147 0.04751 0.046397 0.044529 1.004252
1607955_aVvi.4476 Transcr ibed locus, moderately similar to NP_192099.1 P II nitrogen sensing protein (GLB I) [ 292.4486 296.1071 268.0933 292.2994 16 8.19204 8.209975 8.066591 8.191303 0.3711287 1.143856 0.426843 14434 1.0512171 up 8.201008 8.128947 0.012682 0.088185 0.072061 1.008865
1607956_aVvi.15394 Transcr ibed locus 3.95934 3.915867 3.735933 3.715674 16 1.98526 1.969332 1.901468 1.893624 0.0121658 8.983348 0.03602742 5604 1.0568348 up 1.977296 1.897546 0.011263 0.005547 0.0797499 1.042028
1607957_aVvi.6653 Transcr ibed locus, moderately similar to NP_197288.1 cation exchanger, putative (CAX7) [Ar  90.06366 116.0324 58.96603 45.84714 16 6.492873 6.858384 5.881812 5.51876 0.0632075 3.786452 0.09874576 10626 1.9661082 up 6.675629 5.700286 0.258455 0.256717 0.9753427 1.171104
1607958_aVvi.10189 Transcr ibed locus, moderately similar to NP_921905.1 putative WD-repeat containing protein 807.3898 804.1796 852.6779 943.933 16 9.657122 9.651374 9.735857 9.882541 0.1691889 2.111104 0.21877667 12838 1.1133839 down 9.654247 9.809198 0.004064 0.103721 -0.154951 0.984203
1607959_aVvi.2377 Transcr ibed locus, moderately similar to NP_194390.2 nucleolar protein, putative [Arabidopsi 14.33627 13.96784 14.22417 14.3521 16 3.841598 3.804037 3.830273 3.84319 0.5560796 0.700616 0.60288864 15312 1.0096912 down 3.822817 3.836731 0.026559 0.009134 -0.0139141 0.996373
1607960_aVvi.10356 Transcr ibed locus, weakly similar to XP_473394.1 OSJNBa0079A21.5 [Oryza sativa (japonica 19.76845 14.372 28.66913 34.15997 16 4.305128 3.845189 4.841426 5.094235 0.0766186 3.401702 0.1148553 11074 1.8566122 down 4.075158 4.967831 0.325226 0.178763 -0.8926727 0.820309
1607961_aVvi.1166 Transcr ibed locus, moderately similar to NP_564589.1 photosystem II 5 kD protein [Arabidops 2003.967 1689.184 123.837 117.9071 16 10.96864 10.72211 6.952299 6.881507 0.001064 30.63195 0.02259248 775 15.226093 up 10.84538 6.916903 0.174325 0.050058 3.928474 1.567953
1607962_aVvi.3213 Transcr ibed locus, moderately similar to NP_564400.1 vacuolar protein sorting 55 family prot      420.1239 465.3872 462.7557 478.328 16 8.714671 8.862288 8.854107 8.901856 0.3678491 1.153774 0.4236287 14415 1.0640031 down 8.788479 8.877981 0.104381 0.033764 -0.089502 0.989919
1607963_aVvi.10303 Transcr ibed locus, moderately similar to NP_566450.1 expressed protein [Arabidopsis thalian 2206.134 2223.806 2259.146 2248.631 16 11.10731 11.11882 11.14156 11.13483 0.0636994 3.770303 0.09935527 10643 1.0175763 down 11.11306 11.1382 0.008139 0.004759 -0.025137 0.997743
1607964_sVvi.7936 Transcr ibed locus, moderately similar to NP_568195.1 ferredoxin-thioredoxin reductase, puta 1290.28 1281.421 106.2334 93.83421 16 10.33347 10.32353 6.731093 6.552043 5.91E-04 41.11974 0.02060951 475 12.8788395 up 10.3285 6.641568 0.007028 0.126608 3.686931 1.55513
1607965_aVvi.984 Transcr ibed locus 256.3304 261.7434 250.0514 248.9926 16 8.001861 8.032009 7.966081 7.959959 0.072638 3.505104 0.11004064 10958 1.0380784 up 8.016935 7.96302 0.021318 0.004329 0.053915 1.006771
1607966_aVvi.5011 Transcr ibed locus, weakly similar to NP_683478.1 zinc finger (Ran-binding) family protein [A 545.7821 571.7198 531.4163 530.89 16 9.092181 9.159164 9.053699 9.052269 0.1622268 2.169872 0.21127157 12747 1.0516751 up 9.125673 9.052984 0.047364 0.001011 0.072689 1.008029
1607967_aVvi.1199 GO:000402Alcohol dehydrogenase 6 (ADH6) 417.9359 414.894 2084.352 2042.387 16 8.707138 8.696599 11.02538 10.99604 4.56E-05 148.1076 0.01326001 55 4.954858 down 8.701868 11.01071 0.007452 0.020748 -2.308844 0.790309
1607968_at 7.372855 5.560412 9.411491 15.16044 16 2.882223 2.475192 3.234423 3.92224 0.1532201 2.251231 0.20152675 12621 1.8655798 down 2.678708 3.578332 0.287815 0.48636 -0.8996241 0.748591
1607969_aVvi.15201 Transcr ibed locus 3.833324 3.85092 3.727941 3.744844 16 1.938596 1.945203 1.898379 1.904906 0.0130464 8.669079 0.03697836 5856 1.028297 up 1.941899 1.901642 0.004672 0.004615 0.040257 1.02117
1607970_at 7.593191 7.133159 6.841114 6.938339 16 2.924706 2.834541 2.774231 2.79459 0.1755644 2.060104 0.22554521 12922 1.0682231 up 2.879624 2.784411 0.063756 0.014396 0.095213 1.034195
1607971_aVvi.7024 Transcr ibed locus, weakly similar to NP_565524.1 stress enhanced protein 2 (SEP2) [Arabido 1478.213 1318.442 26.92425 36.84322 16 10.52964 10.36462 4.750835 5.203327 0.0019326 22.71405 0.02532748 1261 44.324963 up 10.44713 4.977081 0.116687 0.319961 5.470047 2.099047
1607972_sVvi.14479 Transcr ibed locus 4.151712 4.173011 4.041068 4.050187 16 2.053706 2.061089 2.014737 2.017988 0.0095235 10.17377 0.03340679 4731 1.0288516 up 2.057398 2.016363 0.00522 0.002299 0.0410349 1.020351
1607973_aVvi.7957 Transcr ibed locus, moderately similar to NP_192734.1 MADS-box protein (AGL11) [Arabidop 6.368838 6.397068 6.99934 6.359522 16 2.67103 2.677411 2.807219 2.668918 0.45372 0.922343 0.5071815 14851 1.0452499 down 2.674221 2.738069 0.004512 0.097793 -0.063848 0.976681
1607974_aVvi.3154 Transcr ibed locus, strongly similar to XP_481630.1 60S ribosomal protein L7A [Oryza sativa 9089.633 9325.614 11965.18 12424.02 16 13.15001 13.18698 13.54656 13.60084 0.0065056 12.3376 0.03048215 3541 1.3242768 down 13.1685 13.5737 0.026147 0.038389 -0.405205 0.970148
1607975_s_at 6704.773 7143.006 8507.968 9384.164 16 12.71097 12.80232 13.0546 13.19601 0.0483803 4.379722 0.08045775 9982 1.2911547 down 12.75664 13.12531 0.06459 0.099995 -0.368662 0.971912
1607976_aVvi.14768 Transcr ibed locus 4.885186 4.683445 4.43956 4.543066 16 2.288414 2.22757 2.150417 2.183666 0.1197486 2.623484 0.16460232 12077 1.0650715 up 2.257992 2.167042 0.043023 0.023511 0.0909503 1.04197
1607977_aVvi.9798 Transcr ibed locus, weakly similar to NP_568063.1 expressed protein [Arabidopsis thaliana] 296.0531 288.1331 404.9848 391.2702 16 8.209712 8.170591 8.661724 8.612021 0.0049746 14.12518 0.02943507 2800 1.36294 down 8.190151 8.636873 0.027662 0.035145 -0.446722 0.948277
1607978_at 10.17013 10.24056 9.801559 10.29381 16 3.346266 3.356222 3.293011 3.363704 0.5870915 0.641149 0.63119364 15441 1.0159899 up 3.351244 3.328358 0.00704 0.049988 0.022886 1.006876
1607979_aVvi.7228 Transcr ibed locus, weakly similar to NP_179503.1 S-locus lectin protein kinase family protein 543.6184 598.0024 472.4494 436.7033 16 9.086451 9.224008 8.884016 8.77051 0.0666215 3.677961 0.10289795 10748 1.2552431 up 9.15523 8.827263 0.097268 0.080261 0.327967 1.037154
1607980_aVvi.1592 Transcr ibed locus, weakly similar to NP_196230.2 Ran-binding protein, putative [Arabidopsis 3.605085 3.622153 3.498535 3.516343 16 1.850033 1.856848 1.806751 1.814076 0.0132478 8.601596 0.03713761 5921 1.0302733 up 1.853441 1.810413 0.004818 0.00518 0.0430271 1.023766
1607981_aVvi.12267 Transcr ibed locus 6.97731 7.037413 6.580464 6.601728 16 2.802671 2.815045 2.718189 2.722844 0.0055525 13.36416 0.02968837 3104 1.0631471 up 2.808858 2.720517 0.00875 0.003291 0.0883413 1.032472
1607982_aVvi.11930 Transcr ibed locus, moderately similar to NP_850843.1 expressed protein [Arabidopsis thalian 682.3006 620.1663 1057.511 987.2452 16 9.414264 9.276511 10.04646 9.947265 0.0165529 7.675719 0.04087013 6723 1.5707712 down 9.345387 9.996861 0.097406 0.070139 -0.6514735 0.934832
1607983_at 3.893833 3.896028 3.747177 3.741584 16 1.961191 1.962004 1.905804 1.903649 4.10E-04 49.37605 0.01871624 355 1.0402073 up 1.961598 1.904727 5.75E-04 0.001524 0.0568711 1.029858
1607984_at 11.95172 12.02791 12.80382 11.33669 16 3.579146 3.588315 3.678503 3.502928 0.9439024 0.07946 0.95221895 16456 1.0048535 down 3.58373 3.590715 0.006483 0.12415 -0.0069852 0.998055
1607985_at 110.9766 114.3446 147.5598 144.1699 16 6.794112 6.837245 7.205156 7.171626 0.0053285 13.64451 0.02950738 2997 1.2947847 down 6.815679 7.188391 0.030499 0.023709 -0.3727121 0.948151
1607986_aVvi.12846 Transcr ibed locus, moderately similar to NP_564099.1 sulfate adenylyltransferase 2 / ATP-su 2286.941 2342.297 2370.86 2468.265 16 11.1592 11.19371 11.2112 11.26928 0.1996198 1.888111 0.25123855 13190 1.045202 down 11.17646 11.24024 0.024399 0.041073 -0.063782 0.994326
1607987_at 5.176614 5.204866 4.926732 4.920523 16 2.372009 2.379861 2.300631 2.298812 0.0027846 18.91078 0.0270467 1700 1.0542476 up 2.375935 2.299721 0.005552 0.001286 0.0762138 1.03314
1607988_at 4.2155 4.24891 4.092609 4.118811 16 2.075704 2.087093 2.033021 2.042228 0.0268606 5.97796 0.05333576 8360 1.0308069 up 2.081399 2.037624 0.008053 0.00651 0.0437741 1.021483
1607989_aVvi.6004 Transcr ibed locus, weakly similar to NP_189368.1 expressed protein [Arabidopsis thaliana] 169.7152 140.4536 330.6289 267.4918 16 7.406972 7.133949 8.369069 8.063351 0.0438899 4.614707 0.07500357 9714 1.9261883 down 7.270461 8.216209 0.193057 0.216176 -0.9457484 0.884892
1607990_aVvi.14541 Transcr ibed locus 4.588172 4.972896 4.817246 4.948996 16 2.197919 2.314086 2.268209 2.307136 0.6566556 0.516991 0.695445 15675 1.0221944 down 2.256003 2.287672 0.082142 0.027526 -0.0316696 0.986156
1607991_at 3.845439 3.863399 3.741105 3.735609 16 1.943148 1.949871 1.903465 1.901343 0.0063255 12.51371 0.03037211 3452 1.0310438 up 1.94651 1.902404 0.004753 0.0015 0.0441056 1.023184
1607992_aVvi.10681 Transcr ibed locus, moderately similar to NP_176925.1 protein kinase family protein [Arabidop  805.9773 735.1896 699.7636 679.7274 16 9.654595 9.521973 9.450724 9.408813 0.150265 2.27937 0.19821191 12585 1.1161385 up 9.588284 9.429768 0.093778 0.029636 0.158516 1.01681
1607993_aVvi.14412 Transcr ibed locus 6.329051 6.347588 6.027188 6.016966 16 2.661989 2.666209 2.591485 2.589036 0.0010895 30.27064 0.0227395 793 1.0525131 up 2.664099 2.590261 0.002983 0.001732 0.0738382 1.028506
1607994_at 10.07369 10.90863 9.058955 9.116948 16 3.33252 3.447398 3.179345 3.188551 0.0701095 3.575131 0.107218 10855 1.1534942 up 3.389959 3.183948 0.081231 0.00651 0.2060109 1.064703
1607995_aVvi.15535 Transcr ibed locus 2361.017 2377.829 2560.963 2393.865 16 11.20519 11.21543 11.32247 11.22513 0.3240278 1.297237 0.3801236 14151 1.0449885 down 11.21031 11.2738 0.007238 0.068833 -0.063487 0.994369
1607996_aVvi.10244 Transcr ibed locus, strongly similar to XP_478458.1 putative glucose-6-phosphate/phosphate- 551.7953 602.1393 1160.311 1164.825 16 9.107989 9.233953 10.1803 10.1859 0.0038575 16.05419 0.02833719 2259 2.016881 down 9.170971 10.1831 0.08907 0.003961 -1.012126 0.900607
1607997_at 16.84466 17.25015 13.75009 12.58723 8 4.07422 4.108537 3.781369 3.653889 0.0298051 5.66206 0.05709894 8665 1.2957156 up 4.091378 3.717629 0.024266 0.090142 0.3737488 1.100534
1607998_aVvi.591 Transcr ibed locus, strongly similar to NP_198663.1 DNA repair protein RAD23, putative [Ara 1248.432 1159.177 1142.319 1071.177 16 10.2859 10.17889 10.15775 10.06498 0.2295598 1.709092 0.2832306 13455 1.0875095 up 10.23239 10.11137 0.075672 0.065598 0.121028 1.01197
1607999_sVvi.7537 Transcr ibed locus, strongly similar to NP_566880.1 cysteine proteinase, putative [Arabidopsis 18867.89 17881.59 9823.251 8761.649 16 14.20365 14.12619 13.26199 13.09699 0.0084453 10.81257 0.03204759 4374 1.9799056 up 14.16492 13.17949 0.054771 0.116671 0.985432 1.07477
1608000_aVvi.3781 Transcr ibed locus, strongly similar to NP_051053.1 photosystem II protein M [Arabidopsis tha 1217.496 1151.605 1075.519 1385.003 16 10.2497 10.16943 10.07082 10.43567 0.8368653 0.23384 0.858795 16177 1.0307391 down 10.20957 10.25325 0.05676 0.257993 -0.043679 0.99574
1608001_aVvi.2159 Transcr ibed locus, weakly similar to NP_190446.1 hypothetical protein [Arabidopsis thaliana] 5.556142 5.595368 5.276227 5.253923 16 2.474083 2.484233 2.399507 2.393395 0.0050908 13.96188 0.02943507 2861 1.0590036 up 2.479158 2.396451 0.007177 0.004321 0.0827074 1.034512
1608002_sVvi.9454 Transcr ibed locus, weakly similar to XP_472550.1 OSJNBa0084A10.11 [Oryza sativa (japonic  1751.186 1784.452 1208.951 1216.292 16 10.77412 10.80127 10.23954 10.24827 6.87E-04 38.1343 0.02180507 522 1.4577912 up 10.78769 10.24391 0.019197 0.006176 0.543784 1.053084
1608003_sVvi.3480 Transcr ibed locus, weakly similar to NP_188087.1 cytochrome P450, putative [Arabidopsis tha 218.1732 244.2219 21.9844 13.04449 16 7.76933 7.932049 4.458408 3.705368 0.010286 9.783759 0.03425393 4982 13.630827 up 7.850689 4.081888 0.11506 0.53248 3.7688014 1.923299
1608004_sVvi.9264 Transcr ibed locus, moderately similar to NP_198824.1 60S ribosomal protein-related [Arabid 1461.934 1297.2 1660.754 1767.437 16 10.51366 10.34119 10.69762 10.78744 0.0834657 3.240793 0.12248723 11312 1.2441058 down 10.42742 10.74253 0.12196 0.063513 -0.3151095 0.970667
1608005_at 7.755037 7.861995 7.127422 7.227902 16 2.955133 2.974895 2.833381 2.853577 0.0132456 8.602342 0.03713761 5919 1.0878923 up 2.965015 2.843479 0.013974 0.014281 0.1215358 1.042742
1608006_aVvi.12158 Transcr ibed locus, weakly similar to NP_568107.1 pseudo-response regulator 7 (APRR7) [A 780.3713 728.9293 1209.223 1188.174 16 9.608017 9.509635 10.23986 10.21453 0.0057263 13.15805 0.02989878 3178 1.5892776 down 9.558826 10.2272 0.069567 0.017913 -0.668372 0.934648
1608007_x_at 922.846 942.6803 370.5366 497.2566 16 9.849946 9.880625 8.533472 8.957847 0.0342595 5.262859 0.06274422 9064 2.1729078 up 9.865286 8.745659 0.021693 0.300078 1.119627 1.128021
1608008_aVvi.15174 Transcr ibed locus 3.332879 3.348229 3.244519 3.261608 16 1.736769 1.743398 1.698005 1.705583 0.0168515 7.605677 0.04120376 6788 1.0268958 up 1.740084 1.701794 0.004687 0.005359 0.0382897 1.0225
1608009_sVvi.8 GO:000905StSy mRNA for stilbene synthase 294.9009 349.8031 975.9917 990.8358 11 8.204086 8.450399 9.930725 9.952502 0.0058142 13.05735 0.03002726 3213 3.0617814 down 8.327243 9.941614 0.17417 0.015399 -1.614371 0.837615
1608010_at 397.0445 412.3207 316.0449 389.7322 16 8.633157 8.687623 8.303986 8.606339 0.3132731 1.336027 0.36912417 14089 1.1528684 up 8.66039 8.455162 0.038513 0.213796 0.205228 1.024273
1608011_aVvi.9550 Transcr ibed locus, moderately similar to NP_199054.1 metalloendopeptidase [Arabidopsis tha 134.7963 161.6216 58.07674 35.43503 16 7.074637 7.336476 5.859889 5.147104 0.0463294 4.482905 0.07798196 9862 3.2536538 up 7.205557 5.503496 0.185148 0.504015 1.702061 1.309269
1608012_aVvi.10127 Transcr ibed locus, moderately similar to NP_198992.2 crooked neck protein, putative / cell cyc    54.36416 60.09007 93.59341 91.40083 16 5.764584 5.909055 6.548335 6.514135 0.011235 9.354703 0.03516247 5302 1.6182288 down 5.83682 6.531235 0.102156 0.024183 -0.6944154 0.893678
1608013_aVvi.11174 Transcr ibed locus, moderately similar to NP_192112.1 expressed protein [Arabidopsis thalian 137.3127 125.8868 128.3185 121.6499 16 7.101322 6.975982 7.003585 6.926591 0.4225737 1.000198 0.47793227 14678 1.0523131 up 7.038652 6.965088 0.088628 0.054443 0.073564 1.010562
1608014_aVvi.11840 Transcr ibed locus, moderately similar to NP_178018.1 lupeol synthase (LUP1) / 2,3-oxidosqu 42.8844 52.12666 40.60685 39.46432 16 5.422381 5.70395 5.343651 5.302477 0.2335593 1.687507 0.2873324 13494 1.1810756 up 5.563165 5.323064 0.199099 0.029115 0.240101 1.045106
1608015_aVvi.15067 Transcr ibed locus 3.583399 3.599248 3.444184 3.458264 16 1.841329 1.847696 1.784162 1.790048 0.0056546 13.24195 0.02979867 3146 1.0405937 up 1.844512 1.787105 0.004502 0.004162 0.0574069 1.032123
1608016_aVvi.10940 Transcr ibed locus, weakly similar to NP_187479.1 expressed protein [Arabidopsis thaliana] 24.64243 32.90117 53.89911 50.55134 16 4.623073 5.040067 5.75219 5.659678 0.0548017 4.094106 0.08853809 10275 1.8331996 down 4.83157 5.705934 0.294859 0.065416 -0.8743639 0.846762
1608017_aVvi.15017 Transcr ibed locus 6.392985 6.316026 6.125341 6.458633 16 2.67649 2.659017 2.61479 2.691229 0.7430087 0.376071 0.7745954 15924 1.0102721 up 2.667754 2.653009 0.012355 0.05405 0.0147441 1.005558
1608018_aVvi.12835 Transcr ibed locus, weakly similar to NP_173754.2 expressed protein [Arabidopsis thaliana] 55.96542 51.91039 44.86212 49.95143 16 5.806464 5.697951 5.487426 5.642454 0.1863583 1.979238 0.23717292 13044 1.1386054 up 5.752208 5.56494 0.07673 0.109622 0.1872678 1.033651
1608019_sVvi.7204 Transcr ibed locus, strongly similar to NP_177735.1 thioredoxin family protein [Arabidopsis th 182.0775 206.6656 6.5692 6.549072 16 7.508409 7.691155 2.715718 2.711291 3.50E-04 53.46064 0.01860843 311 29.574423 up 7.599782 2.713504 0.129221 0.00313 4.886278 2.800726
1608020_aVvi.6487 Transcr ibed locus 6.070739 6.090721 5.827293 5.846785 16 2.601872 2.606613 2.542826 2.547643 0.0032639 17.46083 0.02783547 1933 1.0417491 up 2.604243 2.545235 0.003352 0.003406 0.0590079 1.023184
1608021_aVvi.3303 Transcr ibed locus, weakly similar to NP_922075.1 putative zinc finger protein [Oryza sativa (j 696.5749 691.44 825.028 789.3275 16 9.444135 9.43346 9.688299 9.62448 0.0214002 6.725619 0.04663159 7618 1.1627914 down 9.438797 9.656389 0.007548 0.045127 -0.217592 0.977467
1608022_aVvi.13945 GO:0016709-cis-epoxycarotenoid dioxygenase 1 (NCED1) 10.50292 9.65571 6.51194 5.960164 16 3.392718 3.271382 2.703087 2.575352 0.0157838 7.865114 0.03983009 6577 1.6164519 up 3.33205 2.63922 0.085797 0.090323 0.6928305 1.262513
1608023_aVvi.1222 Transcr ibed locus, weakly similar to XP_450544.1 putative eukaryotic translation initiation fact 3745.392 3633.158 3705.187 3551.365 16 11.8709 11.82701 11.85533 11.79416 0.5860365 0.643125 0.6301411 15439 1.0169233 up 11.84896 11.82474 0.031036 0.043257 0.024211 1.002047
1608024_aVvi.12977 Transcr ibed locus, moderately similar to NP_850250.1 expressed protein [Arabidopsis thalian 747.2101 728.2459 912.0612 921.6303 16 9.54537 9.508282 9.832987 9.848044 0.0040461 15.67333 0.02864669 2337 1.2428819 down 9.526826 9.840515 0.026225 0.010647 -0.313689 0.968123
1608025_at 143.418 131.7222 152.2746 150.7989 16 7.164082 7.041355 7.250532 7.236482 0.1502554 2.279463 0.19821191 12584 1.102508 down 7.102718 7.243507 0.086781 0.009935 -0.140789 0.980563
1608026_aVvi.3252 Transcr ibed locus, weakly similar to NP_198728.1 germin-like protein, putative [Arabidopsis t 471.038 499.0885 240.8023 214.0008 16 8.8797 8.963152 7.911706 7.741472 0.0074133 11.54964 0.03117425 3947 2.1358898 up 8.921426 7.826589 0.05901 0.120373 1.0948374 1.139887
1608027_at 3.240305 3.259496 3.14766 3.162522 16 1.69613 1.704649 1.65428 1.661075 0.0158885 7.838529 0.03996685 6599 1.0300483 up 1.700389 1.657677 0.006024 0.004805 0.042712 1.025766
1608028_aVvi.7315 Transcr ibed locus 12.8104 13.34195 13.6715 12.99172 16 3.679244 3.737898 3.773099 3.699521 0.6151977 0.589592 0.6578751 15524 1.0194132 down 3.708571 3.73631 0.041474 0.052028 -0.027739 0.992576
1608029_aVvi.12514 Transcr ibed locus, weakly similar to NP_179935.1 GDSL-motif lipase/hydrolase family protein 4.58224 4.599725 4.425584 4.443881 16 2.196053 2.201548 2.145868 2.15182 0.0065095 12.33385 0.03048215 3543 1.0352336 up 2.1988 2.148844 0.003885 0.004209 0.0499563 1.023248
1608030_aVvi.15176 Transcr ibed locus 3.970113 4.034382 3.866582 3.899069 16 1.98918 2.012348 1.951059 1.96313 0.0790077 3.343286 0.11752404 11160 1.0307323 up 2.000764 1.957094 0.016382 0.008536 0.0436697 1.022314
1608031_aVvi.7183 Transcr ibed locus, weakly similar to XP_482752.1 putative leucine zipper-containing protein [ 1864.192 1816.363 1883.508 1926.517 16 10.86434 10.82684 10.87921 10.91178 0.1822104 2.009547 0.23275045 12996 1.035198 down 10.84559 10.89549 0.026515 0.023032 -0.049907 0.995419
1608032_aVvi.6079 Transcr ibed locus, moderately similar to NP_172544.1 expressed protein [Arabidopsis thalian 290.6997 282.7442 94.67107 98.54536 16 8.183386 8.143353 6.564852 6.622716 5.02E-04 44.61438 0.01952104 425 2.968196 up 8.16337 6.593784 0.028307 0.040916 1.569586 1.23804
1608033_aVvi.11178 Transcr ibed locus 157.3846 161.4759 242.3937 258.662 16 7.298151 7.335174 7.921208 8.014924 0.0059289 12.92931 0.03008822 3268 1.5706959 down 7.316662 7.968066 0.02618 0.066267 -0.6514037 0.918248
1608034_aVvi.12307 Transcr ibed locus, weakly similar to NP_172562.2 DNA helicase (RECQl4A) [Arabidopsis th 6.139924 6.191385 5.852743 5.839262 16 2.618221 2.630262 2.549113 2.545786 0.0065512 12.29414 0.03054478 3559 1.0546702 up 2.624241 2.547449 0.008515 0.002352 0.076792 1.030145
1608035_aVvi.9768 Transcr ibed locus, weakly similar to NP_186859.1 UDP-glucoronosyl/UDP-glucosyl transfer 508.7766 500.9557 112.588 87.14742 16 8.990889 8.968539 6.814909 6.445386 0.0061491 12.69357 0.03018912 3379 5.0967073 up 8.979713 6.630148 0.015803 0.261292 2.349565 1.354376
1608036_a_at 340.13 289.5871 610.3917 605.9382 16 8.409943 8.177854 9.253592 9.243027 0.0144929 8.216017 0.03843299 6259 1.9377891 down 8.293898 9.248309 0.164112 0.00747 -0.954411 0.896802
1608037_aVvi.15320 Transcr ibed locus 4.982523 5.295245 4.597119 4.705084 16 2.316876 2.404697 2.20073 2.234221 0.0928061 3.049505 0.13348068 11542 1.1044372 up 2.360787 2.217475 0.062099 0.023681 0.1433116 1.064628
1608038_aVvi.13899 Transcr ibed locus, strongly similar to NP_193033.1 expressed protein [Arabidopsis thaliana] 5.947342 5.995038 5.625114 5.624392 16 2.572245 2.583769 2.491882 2.491697 0.0044376 14.96151 0.02923224 2519 1.061583 up 2.578007 2.49179 0.008149 1.31E-04 0.0862172 1.034601
1608039_s_at 5.280994 5.346863 5.053074 4.98351 16 2.40081 2.418693 2.337161 2.317162 0.025381 6.156786 0.0516775 8151 1.0589169 up 2.409751 2.327162 0.012645 0.014142 0.0825894 1.035489
1608040_aVvi.7160 Transcr ibed locus, moderately similar to NP_175250.1 signal recognition particle 19 kDa pro 1278.78 1194.175 1194.396 1258.446 16 10.32055 10.2218 10.22207 10.29743 0.8709734 0.184009 0.8888199 16267 1.0079533 up 10.27118 10.25975 0.06983 0.05329 0.011428 1.001114
1608041_aVvi.6715 Transcr ibed locus, strongly similar to NP_194789.1 signal recognition particle receptor alph 2518.095 2713.199 2688.514 2301.462 16 11.29812 11.40578 11.39259 11.16834 0.623517 0.574713 0.6651008 15563 1.0507967 up 11.35195 11.28046 0.076129 0.158575 0.071484 1.006337
1608042_aVvi.393 Transcr ibed locus, moderately similar to XP_478733.1 guanine nucleotide-exchange protein-     400.2163 473.6909 557.791 531.9663 16 8.644636 8.887802 9.123581 9.055191 0.124785 2.558722 0.17020045 12171 1.2510737 down 8.766219 9.089386 0.171944 0.048359 -0.323167 0.964446
1608043_aVvi.303 Transcr ibed locus, moderately similar to XP_475983.1 protein phosphatase 2C [Oryza sativa 459.9262 462.5281 521.8563 447.3466 16 8.845259 8.853397 9.027509 8.805249 0.6078061 0.602953 0.65072525 15506 1.0475731 down 8.849328 8.916379 0.005755 0.157161 -0.067051 0.99248
1608044_aVvi.12458 Transcr ibed locus 6.747477 7.836542 17.74929 20.24226 16 2.754348 2.970217 4.149689 4.339298 0.0106303 9.621511 0.03472738 5079 2.6066754 down 2.862283 4.244494 0.152642 0.134074 -1.382211 0.674352
1608045_aVvi.15129 Transcr ibed locus 3.821314 3.8376 3.679126 3.692549 16 1.934069 1.940204 1.879363 1.884617 0.0053213 13.65377 0.02950386 2992 1.0389646 up 1.937137 1.88199 0.004339 0.003715 0.0551465 1.029302
1608046_at 4.067543 3.740554 3.598691 3.660638 16 2.024158 1.903252 1.847472 1.872095 0.2341291 1.684471 0.28792673 13499 1.0746905 up 1.963705 1.859784 0.085493 0.017411 0.1039212 1.055878
1608047_aVvi.2252 Transcr ibed locus, weakly similar to NP_566371.1 reticulon family protein [Arabidopsis thalian 1309.529 1388.671 1436.456 1372.654 16 10.35483 10.43949 10.4883 10.42275 0.3894458 1.090255 0.44476375 14535 1.0412842 down 10.39716 10.45553 0.059861 0.046348 -0.0583635 0.994418
1608048_aVvi.10374 Transcr ibed locus, weakly similar to NP_922868.1 putative cinnamoyl-CoA reductase [Oryza s 4.071143 4.095645 3.945525 3.961885 16 2.025434 2.034091 1.980217 1.986187 0.0125128 8.855569 0.03648454 5692 1.0327994 up 2.029762 1.983202 0.006121 0.004221 0.0465601 1.023477
1608049_aVvi.6401 Transcr ibed locus 4.732048 4.759692 4.543323 4.543746 16 2.242465 2.250868 2.183748 2.183882 0.0044407 14.95638 0.02923224 2521 1.0445282 up 2.246666 2.183815 0.005942 9.51E-05 0.0628514 1.028781
1608050_aVvi.10398 Transcr ibed locus, weakly similar to NP_178239.1 expressed protein [Arabidopsis thaliana] 233.6443 301.7271 418.8691 592.6579 16 7.86817 8.237101 8.710356 9.211056 0.0999922 2.920119 0.14177468 11707 1.8765342 down 8.052635 8.960706 0.260873 0.354048 -0.908071 0.898661
1608051_aVvi.3107 Transcr ibed locus, weakly similar to NP_194655.1 acid phosphatase class B family protein [A 3.672205 3.690117 3.573506 3.589288 16 1.876647 1.883667 1.83734 1.843698 0.0139742 8.370421 0.03792499 6115 1.0278556 up 1.880157 1.840519 0.004964 0.004495 0.0396375 1.021536
1608052_sVvi.1688 Transcr ibed locus, strongly similar to NP_200412.1 heat shock protein, putative [Arabidopsis 4370.377 5112.167 6939.511 6811.6 16 12.09354 12.31972 12.76062 12.73378 0.0416309 4.746707 0.0721383 9580 1.4545444 down 12.20663 12.7472 0.159932 0.01898 -0.540567 0.957593
1608053_aVvi.14704 Transcr ibed locus 5.813049 5.794529 6.039822 5.641486 16 2.539295 2.534691 2.594506 2.496075 0.8817535 0.168408 0.8983107 16295 1.0057677 down 2.536993 2.545291 0.003255 0.069601 -0.0082972 0.99674
1608054_aVvi.4587 Transcr ibed locus 8.5231 9.944307 8.454304 14.49736 16 3.091378 3.313871 3.079686 3.857719 0.5783527 0.657616 0.6228885 15413 1.2025343 down 3.202624 3.468702 0.157326 0.550152 -0.266078 0.923292
1608055_aVvi.14619 Transcr ibed locus 4.081637 4.116657 3.934671 3.948663 16 2.029148 2.041473 1.976243 1.981364 0.0136623 8.467454 0.03756261 6036 1.0399448 up 2.035311 1.978804 0.008715 0.003621 0.0565069 1.028556
1608056_aVvi.11651 Transcr ibed locus, moderately similar to NP_172363.1 histone H2A, putative [Arabidopsis tha 115.6777 148.5096 1841.984 2141.583 16 6.853967 7.214412 10.84705 11.06446 0.0028681 18.63239 0.02714552 1753 15.153342 down 7.034189 10.95575 0.254873 0.153737 -3.921564 0.642054
1608057_aVvi.10620 Transcr ibed locus 3.467412 3.483594 3.364133 3.382086 16 1.793859 1.800576 1.750235 1.757913 0.0136923 8.457956 0.03759843 6045 1.0303568 up 1.797218 1.754074 0.00475 0.00543 0.0431439 1.024596
1608058_aVvi.12758 Transcr ibed locus, weakly similar to NP_200849.2 DNA-binding family protein [Arabidopsis th 76.99318 77.35871 64.39019 56.46446 16 6.266658 6.273492 6.008769 5.819271 0.0641571 3.755436 0.09990028 10661 1.279921 up 6.270075 5.91402 0.004832 0.133995 0.356055 1.060205
1608059_aVvi.11139 Transcr ibed locus 75.11763 75.61935 71.746 73.70844 16 6.231079 6.240684 6.164826 6.203757 0.1236381 2.573144 0.1688859 12153 1.0364062 up 6.235881 6.184292 0.006791 0.027529 0.0515893 1.008342
1608060_aVvi.9606 Transcr ibed locus, moderately similar to NP_194003.1 glycoprotease M22 family protein [Ara 133.1864 177.165 186.502 200.4079 16 7.057303 7.46895 7.543047 7.646796 0.2584477 1.563156 0.31328475 13695 1.2585785 down 7.263126 7.594922 0.291079 0.073361 -0.3317952 0.956314
1608061_aVvi.6405 Transcr ibed locus, weakly similar to NP_180571.2 ubiquitin family protein [Arabidopsis thalian 4.440071 4.458386 4.309181 4.315771 16 2.150583 2.156522 2.107414 2.109618 0.0049098 14.21889 0.02943507 2766 1.031709 up 2.153552 2.108516 0.004199 0.001559 0.045036 1.021359
1608062_at 107.325 107.7379 104.8589 104.3831 16 6.745843 6.751381 6.712306 6.705745 0.0115576 9.220952 0.03545325 5411 1.0278193 up 6.748612 6.709025 0.003917 0.004639 0.0395866 1.0059
1608063_aVvi.12821 Transcr ibed locus 3.782061 3.798153 3.668768 3.68695 16 1.919173 1.925298 1.875296 1.882428 0.0115424 9.227136 0.03544051 5406 1.0305206 up 1.922235 1.878862 0.004331 0.005043 0.0433734 1.023085
1608064_aVvi.7868 Transcr ibed locus, moderately similar to NP_187210.1 60S ribosomal protein L18 (RPL18B) 4195.178 4389.599 5909.76 6540.755 16 12.03452 12.09987 12.52888 12.67524 0.0217227 6.673853 0.0470073 7671 1.4488089 down 12.0672 12.60206 0.046215 0.10349 -0.534867 0.957557
1608065_s_at 15.66602 13.60407 13.1948 12.87265 16 3.969567 3.765967 3.721898 3.686237 0.2540577 1.583941 0.3088202 13657 1.1201558 up 3.867767 3.704068 0.143967 0.025216 0.1636994 1.044194
1608066_aVvi.7728 Transcr ibed locus, weakly similar to NP_181834.1 expressed protein [Arabidopsis thaliana] 254.2356 216.7657 152.0155 180.6846 16 7.990022 7.759993 7.248075 7.49733 0.0975878 2.961897 0.13893767 11660 1.4164754 up 7.875008 7.372702 0.162655 0.17625 0.5023056 1.06813
1608067_aVvi.10377 Transcr ibed locus, moderately similar to NP_565066.1 hydrolase, alpha/beta fold family protei  1225.844 1247.002 281.6928 289.7566 16 10.25956 10.28425 8.137979 8.178698 1.27E-04 88.77069 0.0167938 124 4.3275948 up 10.2719 8.158339 0.017457 0.028793 2.113565 1.259068
1608068_aVvi.1941 Transcr ibed locus, moderately similar to NP_199987.2 peptidase M48 family protein [Arabido 413.2771 407.9679 433.9554 404.8879 16 8.690966 8.672312 8.761403 8.661379 0.6178568 0.584818 0.66025096 15535 1.0208372 down 8.681639 8.711391 0.01319 0.070728 -0.029752 0.996585
1608069_aVvi.11293 Transcr ibed locus, weakly similar to NP_566677.1 expressed protein [Arabidopsis thaliana] 616.6621 664.6204 2273.146 2471.54 16 9.268336 9.376387 11.15048 11.27119 0.0018349 23.31263 0.02514309 1210 3.7024326 down 9.322361 11.21083 0.076403 0.085362 -1.8884735 0.831549
1608070_aVvi.9172 Transcr ibed locus 266.9694 282.1652 570.2885 556.9215 16 8.060531 8.140396 9.155548 9.12133 0.0017472 23.89254 0.02497189 1156 2.053344 down 8.100464 9.138439 0.056473 0.024196 -1.037975 0.886417
1608071_aVvi.14516 Transcr ibed locus 3.356034 3.367516 3.26123 3.275495 16 1.746757 1.751685 1.705416 1.711713 0.009531 10.16969 0.03340762 4734 1.028582 up 1.749221 1.708564 0.003484 0.004452 0.0406568 1.023796
1608072_aVvi.6407 Transcr ibed locus, weakly similar to NP_177872.3 nucellin protein, putative [Arabidopsis thali 735.4541 775.8101 739.4104 763.151 16 9.522491 9.59956 9.530231 9.575825 0.8746879 0.178626 0.892043 16278 1.0055588 up 9.561026 9.553028 0.054496 0.032239 0.007998 1.000837
1608073_s_at 1302.109 1114.139 872.6115 804.0068 16 10.34663 10.12171 9.769196 9.651064 0.0540386 4.125429 0.08757803 10243 1.4379804 up 10.23417 9.71013 0.159043 0.083532 0.524044 1.053969
1608074_sVvi.7129 Transcr ibed locus, moderately similar to NP_177112.1 expansin, putative (EXP1) [Arabidopsi 11.08278 7.897726 628.9525 752.303 16 3.470249 2.981437 9.296807 9.55517 0.0019821 22.42812 0.02546124 1288 73.52415 down 3.225843 9.425989 0.345642 0.18269 -6.200146 0.342229
1608075_aVvi.5037 Transcr ibed locus 175.0743 122.217 7.114796 5.738747 16 7.451824 6.933302 2.830823 2.520736 0.0044432 14.95208 0.02923733 2522 22.8922 up 7.192563 2.675779 0.36665 0.219265 4.5167841 2.688026
1608076_aVvi.4006 Transcr ibed locus 7.807818 7.938599 7.061306 7.02629 16 2.964919 2.988884 2.819935 2.812763 0.0060143 12.83639 0.03011773 3312 1.1177155 up 2.976902 2.816349 0.016946 0.005071 0.160553 1.057007
1608077_aVvi.7069 Transcr ibed locus, moderately similar to NP_563632.2 acyl-CoA thioesterase family protein [A  576.0475 593.0317 350.454 384.3947 16 9.170044 9.211966 8.453081 8.586445 0.0106705 9.603067 0.03473971 5096 1.592443 up 9.191005 8.519763 0.029643 0.094302 0.671242 1.078786
1608078_sVvi.7616 Putative ripening-related protein (grip61 gene) 7.186398 7.252883 6.681885 6.798673 16 2.845269 2.858555 2.740255 2.765253 0.0197748 7.00532 0.04474589 7336 1.0711477 up 2.851912 2.752754 0.009395 0.017676 0.0991573 1.036021
1608079_at 183.4044 173.8009 154.1812 144.7535 16 7.518885 7.441292 7.268483 7.177454 0.0500732 4.299256 0.08259466 10064 1.1950908 up 7.480088 7.222968 0.054866 0.064367 0.25712 1.035598
1608080_aVvi.12579 Transcr ibed locus, moderately similar to NP_197551.2 PHD finger family protein [Arabidopsi 1026.061 893.7941 881.3605 871.8861 16 10.0029 9.803799 9.783588 9.767996 0.3296953 1.277418 0.38589966 14183 1.092442 up 9.903349 9.775792 0.140786 0.011026 0.127557 1.013048
1608081_aVvi.15589 Transcr ibed locus 3.251674 3.274913 3.156561 3.1706 16 1.701183 1.711456 1.658354 1.664756 0.0177948 7.395983 0.04237984 6970 1.0315151 up 1.70632 1.661555 0.007265 0.004527 0.044765 1.026942
1608082_sVvi.10959 Transcr ibed locus 1180.124 1192.815 1207.992 1280.256 16 10.20472 10.22016 10.2384 10.32222 0.2522665 1.592555 0.30691254 13645 1.048166 down 10.21244 10.28031 0.010912 0.059271 -0.067867 0.993398
1608083_aVvi.690 Transcr ibed locus 5.232269 5.248665 5.081328 4.987381 16 2.387437 2.391951 2.345206 2.318282 0.0512515 4.245557 0.08413706 10112 1.0409853 up 2.389694 2.331744 0.003192 0.019038 0.0579497 1.024853
1608084_x_at 13.7051 10.05696 8.934064 8.755029 16 3.776641 3.330123 3.159317 3.130112 0.2092979 1.82656 0.26167357 13278 1.3274592 up 3.553382 3.144714 0.315736 0.020651 0.4086677 1.129954
1608085_aVvi.15704 Transcr ibed locus 6.371635 6.343358 6.128041 6.145624 16 2.671664 2.665247 2.615426 2.61956 0.0055614 13.35337 0.02970727 3107 1.0359558 up 2.668455 2.617493 0.004537 0.002923 0.0509624 1.01947
1608086_aVvi.7551 Putative proline-rich cell wall protein, partial (grip13 gene) 5.259355 5.26298 5.046344 5.173095 16 2.394886 2.39588 2.335239 2.371028 0.1422096 2.360116 0.18917978 12479 1.0297183 up 2.395383 2.353133 7.03E-04 0.025307 0.0422498 1.017955
1608087_s_at 18883.84 19251.5 19837.92 19723.24 16 14.20486 14.23268 14.27597 14.26761 0.0675363 3.650249 0.10401493 10778 1.0374326 down 14.21877 14.27179 0.019671 0.005914 -0.053017 0.996285
1608088_aVvi.15360 Transcr ibed locus 4.416469 4.435693 4.295879 4.288935 16 2.142893 2.149159 2.102953 2.100619 0.0056629 13.23218 0.02979867 3154 1.0311399 up 2.146026 2.101786 0.004431 0.00165 0.04424 1.021049
1608089_aVvi.633 Transcr ibed locus, weakly similar to XP_473459.1 OSJNBb0012E24.9 [Oryza sativa (japonica 727.5404 720.1469 664.0705 683.5751 16 9.506884 9.492147 9.375193 9.416956 0.0428979 4.671416 0.0736419 9670 1.074333 up 9.499516 9.396074 0.01042 0.029531 0.103442 1.011009
1608090_aVvi.15359 Transcr ibed locus 3.61771 3.621541 3.495764 3.509376 16 1.855077 1.856604 1.805608 1.811215 0.003732 16.32345 0.02823139 2186 1.0334218 up 1.85584 1.808411 0.00108 0.003965 0.0474291 1.026227
1608091_aVvi.8376 Transcr ibed locus 5.975799 5.74515 12.68936 12.05389 16 2.579132 2.522345 3.665547 3.591427 0.0018712 23.08482 0.02525701 1229 2.1107402 down 2.550738 3.628487 0.040154 0.052411 -1.077749 0.702976
1608092_aVvi.2554 Transcr ibed locus 13.88789 11.08231 19.01306 25.80558 16 3.795755 3.470187 4.248919 4.689611 0.0926396 3.052671 0.13331048 11536 1.7854577 down 3.632971 4.469265 0.230212 0.311617 -0.836294 0.812879
1608093_aVvi.7911 Transcr ibed locus, strongly similar to NP_919056.1 putative ribosomal protein S29 [Oryza sa 9997.526 10351.22 12468.79 12549.79 16 13.28735 13.33751 13.60603 13.61538 0.0072358 11.69206 0.03106309 3866 1.2296699 down 13.31243 13.6107 0.035467 0.006606 -0.298271 0.978086
1608094_aVvi.1676 Transcr ibed locus, weakly similar to NP_917142.1 putative cinnamoyl CoA reductase [Oryza s 4.626692 4.647385 4.491703 4.463008 16 2.209981 2.216419 2.167263 2.158016 0.0121881 8.97498 0.03604969 5612 1.0356674 up 2.2132 2.162639 0.004553 0.006538 0.0505606 1.023379
1608095_aVvi.1526 Transcr ibed locus, moderately similar to NP_565612.1 3'-5' exonuclease domain-containing p 1113.223 937.2175 1289.097 1220.949 16 10.12053 9.87224 10.33215 10.25379 0.1503787 2.278273 0.19833073 12587 1.2282313 down 9.996384 10.29297 0.175565 0.055407 -0.296582 0.971186
1608096_aVvi.7521 Transcr ibed locus, strongly similar to NP_197024.1 40S ribosomal protein S9 (RPS9B) [Arab 14694.53 14718.34 17816.77 17491.22 16 13.84299 13.84533 14.12095 14.09434 0.0025586 19.73162 0.0266497 1588 1.2003748 down 13.84416 14.10765 0.001651 0.018812 -0.263485 0.981323
1608097_at 6.03085 6.125502 5.737359 5.663377 16 2.592362 2.614828 2.520387 2.501663 0.0240572 6.330384 0.05002795 7982 1.0662682 up 2.603595 2.511025 0.015886 0.01324 0.0925703 1.036866
1608098_aVvi.64 Transcr ibed locus, weakly similar to NP_568213.2 potassi um transporter family protein [Arabi 312.7316 326.3249 348.6252 295.6658 16 8.288781 8.350165 8.445533 8.207824 0.958532 0.058695 0.9645744 16497 1.0050067 down 8.319473 8.326678 0.043405 0.168086 -0.007205 0.999135
1608099_aVvi.9022 Transcr ibed locus, weakly similar to NP_913139.1 cytochrome P450-like protein [Oryza sativa 14.11239 14.59964 8.142997 8.125949 16 3.81889 3.867861 3.02556 3.022536 8.95E-04 33.39821 0.02235831 663 1.7645837 up 3.843376 3.024048 0.034628 0.002138 0.8193278 1.270937
1608100_aVvi.5 GO:000609PEP carboxylase (GPEPC) 197.9097 192.7464 432.6502 390.5805 16 7.628699 7.59056 8.757057 8.609476 0.0050014 14.08699 0.02943507 2814 2.1047328 down 7.60963 8.683267 0.026968 0.104356 -1.0736374 0.876356
1608101_at 261.1511 256.415 199.8311 204.109 16 8.028741 8.002337 7.642637 7.673196 0.0031731 17.71026 0.02773125 1896 1.2813127 up 8.015539 7.657917 0.018671 0.021608 0.3576225 1.0467
1608102_s_at 6701.649 6603.606 10122.48 9379.314 16 12.7103 12.68904 13.30528 13.19527 0.0101944 9.828295 0.03408981 4963 1.4646968 down 12.69967 13.25027 0.015035 0.077788 -0.550602 0.958446
1608103_aVvi.878 Transcr ibed locus, strongly similar to NP_188367.2 serine/threonine protein kinase, putative [ 1402.561 1249.325 1064.861 1040.456 16 10.45385 10.28693 10.05645 10.023 0.0603263 3.884852 0.09522914 10516 1.2575934 up 10.37039 10.03972 0.118027 0.023651 0.330666 1.032936
1608104_aVvi.968 Transcr ibed locus, weakly similar to NP_201202.2 copine-related [Arabidopsis thaliana] 1296.725 1292.876 1146.734 1113.731 16 10.34066 10.33637 10.16332 10.12118 0.0114401 9.26903 0.03541189 5361 1.1457262 up 10.33851 10.14225 0.003033 0.029791 0.196262 1.019351
1608105_aVvi.452 Transcr ibed locus, weakly similar to NP_188801.2 FKBP-type peptidyl-prolyl cis- trans isomer 731.8058 643.7644 662.8552 646.436 16 9.515317 9.330389 9.37255 9.336364 0.5433347 0.725938 0.5915044 15249 1.0485506 up 9.422853 9.354457 0.130764 0.025588 0.068396 1.007312
1608106_aVvi.4055 Transcr ibed locus, weakly similar to NP_566886.2 expressed protein [Arabidopsis thaliana] 482.8515 430.5281 20.85224 15.64302 16 8.915436 8.749964 4.38213 3.967447 0.0022891 20.86511 0.02615533 1452 25.244747 up 8.8327 4.174789 0.117006 0.293225 4.6579115 2.115724
1608107_aVvi.6340 Transcr ibed locus, moderately similar to NP_195540.2 glycosyl transferase family 8 protein [A  460.8447 433.485 620.2888 542.0768 16 8.848137 8.759838 9.276796 9.082354 0.0721802 3.517519 0.10946699 10946 1.2973677 down 8.803988 9.179575 0.062437 0.137492 -0.3755875 0.959084
1608108_aVvi.9154 Transcr ibed locus, weakly similar to XP_476340.1 unknown protein [Oryza sativa (japonica cu 840.2667 762.9286 722.3873 680.0488 16 9.714704 9.575404 9.496629 9.409494 0.1444537 2.336998 0.19167256 12510 1.1423397 up 9.645054 9.453062 0.0985 0.061613 0.191992 1.02031
1608109_aVvi.15276 Transcr ibed locus 4.223214 4.242774 4.049877 4.065498 16 2.078342 2.085008 2.017878 2.023432 0.0050168 14.06521 0.02943507 2824 1.0432026 up 2.081675 2.020655 0.004714 0.003927 0.0610194 1.030198
1608110_aVvi.4602 Transcr ibed locus, weakly similar to NP_565741.1 expressed protein [Arabidopsis thaliana] 4.317538 4.349915 4.315339 4.209087 16 2.110209 2.120987 2.109474 2.073507 0.3277639 1.284126 0.38401803 14169 1.0168504 up 2.115598 2.091491 0.007621 0.025432 0.0241075 1.011526
1608111_aVvi.5552 Transcr ibed locus, weakly similar to XP_468575.1 Putative DNA cytosine methyltransferase Z 105.3996 84.00213 171.4526 186.2456 16 6.719726 6.392354 7.421666 7.541063 0.033674 5.310847 0.06202477 9012 1.8991113 down 6.55604 7.481364 0.231487 0.084427 -0.9253243 0.876316
1608112_at 15.74548 15.88049 14.8589 14.85771 16 3.976866 3.989183 3.893255 3.893139 0.0046682 14.58478 0.02929417 2644 1.0642427 up 3.983025 3.893197 0.00871 8.19E-05 0.0898273 1.023073
1608113_aVvi.1291 Transcr ibed locus, moderately similar to NP_176910.1 60S ribosomal protein L17 (RPL17B) 8714.724 8353.118 10544.5 10745.29 16 13.08924 13.0281 13.3642 13.39142 0.0108156 9.537406 0.03488153 5144 1.2475878 down 13.05867 13.37781 0.043233 0.019243 -0.319142 0.976144
1608114_aVvi.1368 Transcr ibed locus, strongly similar to XP_464356.1 putative inorganic diphosphatase [Oryza 676.5858 759.5139 1211.237 1357.974 16 9.402129 9.568933 10.24227 10.40724 0.0189829 7.154293 0.04383827 7188 1.789085 down 9.485531 10.32475 0.117948 0.116655 -0.839222 0.918717
1608115_aVvi.15228 Transcr ibed locus 4.384046 4.410426 4.213049 4.205202 16 2.132263 2.140918 2.074865 2.072175 0.0051229 13.91775 0.02943507 2881 1.044687 up 2.136591 2.07352 0.00612 0.001902 0.0630708 1.030417
1608116_at 5.676336 5.813678 5.680984 6.134523 16 2.50496 2.539451 2.506141 2.616951 0.5677134 0.677965 0.61353844 15361 1.0276438 down 2.522206 2.561546 0.024389 0.078355 -0.0393402 0.984642
1608117_aVvi.9161 Transcr ibed locus, weakly similar to NP_192994.1 ubiquitin-protein ligase, putative [Arabidop  5.526962 5.537016 6.64958 5.380864 16 2.466487 2.469109 2.733263 2.427838 0.5372098 0.738306 0.5857199 15226 1.0812895 down 2.467798 2.580551 0.001854 0.215968 -0.1127529 0.956307
1608118_aVvi.9223 Transcr ibed locus 110.8567 89.81957 111.9882 120.6152 16 6.792552 6.488958 6.807203 6.914268 0.3050817 1.366678 0.36057284 14046 1.1647177 down 6.640755 6.860735 0.214673 0.075706 -0.2199803 0.967936
1608119_aVvi.2028 Transcr ibed locus, moderately similar to XP_577589.1 PREDICTED: similar to LRRG00134 3740.778 4015.309 4230.705 3827.692 16 11.86912 11.9713 12.04668 11.90226 0.6020582 0.613438 0.64540386 15486 1.0383279 down 11.92021 11.97447 0.072247 0.102124 -0.054262 0.995469
1608120_at 172.7517 165.5429 425.4341 425.2393 16 7.432556 7.371061 8.732792 8.732131 5.34E-04 43.27474 0.0198392 445 2.5151653 down 7.401809 8.732462 0.043483 4.67E-04 -1.3306533 0.84762
1608121_aVvi.3081 Transcr ibed locus, moderately similar to NP_173030.1 expressed protein [Arabidopsis thalian 1527.011 1531.63 1183.421 1162.391 16 10.57649 10.58085 10.20875 10.18288 0.0011716 29.18918 0.02316751 838 1.3039235 up 10.57867 10.19581 0.003082 0.018292 0.382859 1.037551
1608122_aVvi.13171 Transcr ibed locus 1358.367 1191.069 253.1552 245.4964 16 10.40766 10.21804 7.983878 7.939558 0.0017105 24.14797 0.02493529 1133 5.1022425 up 10.31285 7.961718 0.134079 0.031339 2.3511314 1.295305
1608123_aVvi.9937 Transcr ibed locus, weakly similar to NP_192727.1 expressed protein [Arabidopsis thaliana] 449.003 443.7217 2905.122 3085.518 16 8.810581 8.793511 11.50438 11.5913 2.60E-04 61.99904 0.0180123 237 6.707589 down 8.802046 11.54784 0.01207 0.061458 -2.745794 0.762224
1608124_aVvi.12833 Transcr ibed locus, weakly similar to NP_850253.1 beta-Ig-H3 domain-containing protein / fas 3178.708 3528.781 4587.545 4395.997 16 11.63423 11.78495 12.16351 12.10197 0.0350717 5.198261 0.06380242 9125 1.340853 down 11.70959 12.13274 0.106582 0.043509 -0.423151 0.965123
1608125_aVvi.7760 Transcr ibed locus, weakly similar to XP_466543.1 rjs- like protein [Oryza sativa (japonica culti 450.1108 421.2836 393.2071 310.3563 16 8.814137 8.718648 8.619145 8.277782 0.2146971 1.793838 0.26733682 13332 1.2465392 up 8.766392 8.448463 0.067521 0.241381 0.317929 1.037632
1608126_aVvi.1002 Transcr ibed locus 222.7134 197.5412 285.6177 274.6236 16 7.799045 7.62601 8.157942 8.101312 0.04448 4.581853 0.07573143 9750 1.3352408 down 7.712527 8.129627 0.122354 0.040044 -0.4170997 0.948694
1608127_s_at 639.8414 561.4849 742.1315 744.5067 16 9.32157 9.133103 9.535531 9.540141 0.0811071 3.294012 0.1198842 11231 1.2401367 down 9.227337 9.537836 0.133266 0.00326 -0.310499 0.967446
1608128_aVvi.7466 Transcr ibed locus, strongly similar to XP_476895.1 putative 40S ribosomal protein S15 [Oryz 9770.93 10096.3 12551.75 12468.31 16 13.25428 13.30154 13.6156 13.60598 0.0052067 13.80441 0.02950386 2926 1.2595252 down 13.27791 13.61079 0.033417 0.006804 -0.33288 0.975543
1608129_aVvi.7413 Transcr ibed locus, strongly similar to NP_188078.1 60S ribosomal protein L18A (RPL18aC) 21108.69 20430.69 26526.99 28149.41 16 14.36555 14.31845 14.69517 14.78082 0.0148905 8.103117 0.03885992 6356 1.315851 down 14.342 14.738 0.033303 0.060559 -0.395996 0.973131
1608130_aVvi.6856 Transcr ibed locus, weakly similar to NP_912416.1 putative male fertility protein [Zea mays] [O 881.5248 1075.08 1059.584 941.0764 16 9.783857 10.07023 10.04928 9.878168 0.8463417 0.219917 0.8669154 16207 1.0257521 down 9.927043 9.963725 0.202495 0.120996 -0.036682 0.996318
1608131_aVvi.5710 Transcr ibed locus 4.706698 4.735821 4.587271 4.492411 16 2.234716 2.243615 2.197636 2.16749 0.0691901 3.601508 0.10606571 10829 1.0400134 up 2.239165 2.182563 0.006293 0.021317 0.0566022 1.025934
1608132_aVvi.762 Transcr ibed locus, weakly similar to NP_190291.1 expressed protein [Arabidopsis thaliana] 1179.644 1048.568 5.585083 5.110766 16 10.20414 10.0342 2.481579 2.35354 1.91E-04 72.39407 0.0168302 186 208.16895 up 10.11917 2.417559 0.12016 0.090537 7.7016109 4.185697
1608133_aVvi.2439 Transcr ibed locus, strongly similar to XP_469569.1 actin [Oryza sativa (japonica cultivar-gro 340.8176 323.1922 338.1999 407.8218 16 8.412856 8.336248 8.401732 8.671795 0.3672193 1.15569 0.42299142 14412 1.1190019 down 8.374552 8.536764 0.05417 0.190963 -0.162212 0.980998
1608134_at 696.093 601.1991 483.8925 487.6257 12 9.443136 9.231699 8.918543 8.92963 0.0597777 3.904364 0.09456209 10494 1.3317572 up 9.337418 8.924087 0.149509 0.00784 0.413331 1.046316
1608135_at 2.125655 2.137741 2.075636 2.097201 16 1.087907 1.096087 1.053554 1.068465 0.0677477 3.643925 0.10426873 10786 1.0217116 up 1.091997 1.061009 0.005784 0.010544 0.030988 1.029206
1608136_sVvi.6972 Transcr ibed locus, moderately similar to XP_473867.1 OSJNBa0070C17.15 [Oryza sativa (ja 1595.132 1663.161 969.546 907.7054 16 10.63946 10.69971 9.921165 9.82608 0.004963 14.14193 0.02943507 2794 1.7362362 up 10.66959 9.873623 0.042605 0.067235 0.795963 1.080615
1608137_aVvi.15087 Transcr ibed locus 5.930518 6.078875 5.560441 5.551513 16 2.568158 2.603804 2.475199 2.472881 0.0245251 6.267436 0.05062362 8042 1.0806814 up 2.585981 2.47404 0.025206 0.001639 0.1119414 1.045246
1608138_sVvi.12890 Transcr ibed locus, strongly similar to NP_051044.1 ATPase alpha subunit [Arabidopsis thalia 11298.42 11339.37 10451.62 11218.86 16 13.46383 13.46905 13.35144 13.45364 0.3380517 1.248932 0.3943461 14231 1.0452898 up 13.46644 13.40254 0.003691 0.072266 0.063903 1.004768
1608139_at 4.280779 4.332527 4.102419 4.117628 16 2.097873 2.115209 2.036475 2.041813 0.0176304 7.431339 0.04220767 6931 1.0478245 up 2.106541 2.039144 0.012258 0.003775 0.0673972 1.033052
1608140_aVvi.588 Transcr ibed locus, weakly similar to NP_177627.1 two-component responsive regulator / resp 3.37597 3.408437 3.282435 3.298685 16 1.755302 1.76911 1.714767 1.721891 0.02995 5.64771 0.05729108 8678 1.0308806 up 1.762206 1.718329 0.009764 0.005038 0.0438771 1.025535
1608141_aVvi.11368 Transcr ibed locus, weakly similar to XP_467606.1 hypothetical protein [Oryza sativa (japonica 4.898209 4.928512 4.71844 4.829142 16 2.292254 2.301152 2.23831 2.271767 0.1378068 2.406977 0.18444599 12403 1.029301 up 2.296703 2.255038 0.006292 0.023658 0.041665 1.018476
1608142_aVvi.8267 Transcr ibed locus 269.2545 257.4588 220.501 196.8089 16 8.072826 8.008198 7.784641 7.620652 0.0618025 3.833605 0.09700716 10576 1.2638855 up 8.040512 7.702646 0.045699 0.115958 0.3378657 1.043864
1608143_aVvi.11416 Transcr ibed locus 4.165549 3.969714 3.812248 3.854955 16 2.058507 1.989035 1.930642 1.946714 0.1396898 2.386685 0.18650015 12434 1.0607561 up 2.023771 1.938678 0.049124 0.011365 0.085093 1.043892
1608144_aVvi.5516 Transcr ibed locus, moderately similar to NP_191746.1 expressed protein [Arabidopsis thalian 41.52635 43.17905 5.467562 5.603683 16 5.375955 5.43226 2.450898 2.486375 1.28E-04 88.21899 0.0167938 126 7.6500573 up 5.404107 2.468637 0.039813 0.025086 2.9354705 2.189106
1608145_at 1371.364 1528.954 1374.65 1381.824 16 10.4214 10.57833 10.42485 10.43236 0.4600943 0.907115 0.51306325 14887 1.0506335 up 10.49986 10.4286 0.110968 0.00531 0.07126 1.006833
1608146_aVvi.8895 Transcr ibed locus, moderately similar to NP_564506.1 expressed protein [Arabidopsis thalian 1804.984 1694.783 2203.596 2305.593 16 10.81777 10.72689 11.10564 11.17092 0.0225852 6.540837 0.04811489 7791 1.2887348 down 10.77233 11.13828 0.064266 0.046159 -0.365956 0.967144
1608147_sVvi.897 Transcr ibed locus, strongly similar to NP_175683.1 histone H2A, putative [Arabidopsis thalia 1599.462 1608.456 1681.795 1706.409 16 10.64337 10.65146 10.71579 10.73675 0.0197014 7.018752 0.04470166 7316 1.056177 down 10.64742 10.72627 0.005721 0.014822 -0.078852 0.992649
1608148_at 10.0083 10.20503 9.192522 8.953881 16 3.323124 3.351209 3.200461 3.162513 0.0222264 6.595241 0.04764058 7744 1.1139463 up 3.337167 3.181487 0.019859 0.026833 0.1556798 1.048933
1608149_at 6.413319 6.700155 6.101452 6.062215 16 2.681071 2.744195 2.609153 2.599845 0.0771104 3.389464 0.11533221 11099 1.077833 up 2.712633 2.604499 0.044635 0.006581 0.1081338 1.041518
1608150_aVvi.28 Transcr ibed locus, weakly similar to NP_005403.2 serine hydroxymethyltransferase 2 (mitocho 1266.914 1256.559 2088.748 2070.301 16 10.3071 10.29526 11.02842 11.01563 1.46E-04 82.69234 0.0168302 138 1.6481441 down 10.30118 11.02202 0.008372 0.009049 -0.720842 0.9346
1608151_aVvi.6475 Transcr ibed locus 4.784536 4.812602 4.568497 4.570546 16 2.258379 2.266817 2.19172 2.192367 0.0035776 16.67398 0.02809704 2104 1.0501206 up 2.262598 2.192043 0.005967 4.58E-04 0.070555 1.032187
1608152_aVvi.11440 Transcr ibed locus, weakly similar to XP_421052.1 PREDICTED: similar to fatty acid desatura 436.0713 502.4159 1649.413 1791.548 16 8.76842 8.972738 10.68774 10.80699 0.0039488 15.86634 0.02848929 2294 3.672558 down 8.870579 10.74736 0.144475 0.084325 -1.876785 0.825373
1608153_aVvi.8291 Transcr ibed locus 3.9574 3.980783 3.812068 3.828112 16 1.984553 1.993052 1.930574 1.936633 0.0088214 10.57654 0.03250889 4504 1.0390027 up 1.988803 1.933603 0.00601 0.004284 0.0551993 1.028547
1608154_at 3.668577 3.683676 3.562395 3.570906 16 1.875221 1.881146 1.832847 1.83629 0.006116 12.72817 0.03013007 3369 1.0306929 up 1.878183 1.834569 0.00419 0.002434 0.0436147 1.023774
1608155_aVvi.5573 Transcr ibed locus, moderately similar to XP_469213.1 guanine nucleotide-binding protein be 748.0651 720.0212 722.6839 709.4551 16 9.54702 9.491896 9.497221 9.470568 0.3652722 1.16164 0.4210992 14400 1.0249571 up 9.519458 9.483894 0.038979 0.018847 0.035564 1.00375
1608156_aVvi.9059 Transcr ibed locus, moderately similar to NP_922378.1 putative trehalase [Oryza sativa (japon 159.118 140.8629 123.6585 113.2455 16 7.313953 7.138147 6.950217 6.82331 0.0887223 3.129589 0.1287447 11440 1.265131 up 7.22605 6.886764 0.124313 0.089737 0.3392868 1.049267
1608157_aVvi.15078 Transcr ibed locus 5.083438 5.122333 4.851936 4.843043 16 2.345805 2.356801 2.278561 2.275914 0.0057794 13.09689 0.02998448 3199 1.0526791 up 2.351303 2.277237 0.007776 0.001872 0.0740657 1.032524
1608158_aVvi.3009 Transcr ibed locus, strongly similar to XP_466813.1 putative hydroxyproline-rich glycoprotein 4849.928 5011.081 5515.743 6437.384 16 12.24375 12.29091 12.42934 12.65226 0.1384125 2.400407 0.18506281 12416 1.2087123 down 12.26733 12.5408 0.033347 0.157629 -0.273471 0.978193
1608159_aVvi.4993 Transcr ibed locus, moderately similar to NP_192880.1 short-chain dehydrogenase/reductase 159.5795 205.2808 46.04175 23.62887 16 7.318131 7.681455 5.524871 4.562479 0.0411652 4.775237 0.07160023 9544 5.4873824 up 7.499793 5.043675 0.256909 0.680514 2.456118 1.48697
1608160_aVvi.14702 Transcr ibed locus 6.060875 6.115447 5.706738 5.698058 16 2.599526 2.612458 2.512666 2.51047 0.0047899 14.39696 0.02932456 2705 1.0676388 up 2.605992 2.511568 0.009144 0.001553 0.0944235 1.037595
1608161_at 36.8429 38.86916 38.41243 37.1539 16 5.203315 5.280554 5.263501 5.215442 0.9617407 0.054147 0.9671585 16508 1.0017086 up 5.241934 5.239471 0.054616 0.033983 0.0024629 1.00047
1608162_aVvi.7126 Transcr ibed locus, strongly similar to NP_199687.1 60S ribosomal protein L13A (RPL13aD) 11701.67 11859.4 14198.07 13609.76 16 13.51443 13.53374 13.79341 13.73235 0.0175074 7.458096 0.04204506 6912 1.1800077 down 13.52408 13.76288 0.01366 0.043171 -0.238796 0.982649
1608163_aVvi.11511 Transcr ibed locus, moderately similar to NP_565419.1 protein kinase family protein / Ire1 hom 193.5614 186.5925 202.2043 201.7534 16 7.596647 7.543747 7.65967 7.656449 0.0801735 3.315696 0.11883222 11200 1.0627943 down 7.570197 7.65806 0.037406 0.002277 -0.0878626 0.988527
1608164_aVvi.1551 Transcr ibed locus, moderately similar to NP_196763.1 17.6 kDa  class II heat shock protein (H 4.960663 4.9827 4.871316 4.798258 16 2.310533 2.316928 2.284312 2.262511 0.0710273 3.549297 0.10817308 10900 1.0283412 up 2.31373 2.273411 0.004522 0.015416 0.0403189 1.017735
1608165_at 4.764227 4.783536 4.586204 4.587417 16 2.252242 2.258078 2.1973 2.197682 0.002561 19.72257 0.0266497 1591 1.0407826 up 2.25516 2.197491 0.004126 2.70E-04 0.0576687 1.026243
1608166_aVvi.3424 Transcr ibed locus, weakly similar to XP_475883.1 protein phosphatase 2A B'kappa subunit [O 53.61001 53.94968 59.33335 67.79633 16 5.744431 5.753542 5.890771 6.083135 0.1320613 2.471354 0.17816366 12305 1.1793293 down 5.748986 5.986953 0.006443 0.136022 -0.2379668 0.960252
1608167_sVvi.1426 Transcr ibed locus, strongly similar to NP_194668.1 40S ribosomal protein S30 (RPS30B) [A  10382.5 9901.025 9859.141 11246.48 16 13.34187 13.27336 13.26725 13.45719 0.6428002 0.540837 0.68321186 15619 1.0385723 down 13.30761 13.36222 0.04844 0.134308 -0.054602 0.995914
1608168_at 5.457041 5.501085 5.175878 5.16766 16 2.448119 2.459716 2.371804 2.369511 0.005002 14.08617 0.02943507 2815 1.0594093 up 2.453918 2.370657 0.0082 0.001621 0.0832601 1.035121
1608169_aVvi.8835 Transcr ibed locus, moderately similar to NP_568130.1 hesB-like domain-containing protein [A 844.1689 772.0642 708.858 726.3564 16 9.721388 9.592577 9.469353 9.504534 0.12574 2.546853 0.17127797 12187 1.125089 up 9.656982 9.486943 0.091083 0.024877 0.170039 1.017923
1608170_aVvi.7922 Transcr ibed locus, moderately similar to NP_563718.1 ubiquitin-associated (UBA)/TS-N dom 468.8473 499.0041 601.6268 565.1509 16 8.872974 8.962908 9.232725 9.142492 0.0515216 4.233502 0.08449616 10122 1.20553 down 8.917941 9.187609 0.063593 0.063804 -0.269668 0.970649
1608171_aVvi.1879 Transcr ibed locus 518.5887 476.4148 590.3073 550.1752 16 9.018447 8.896074 9.205322 9.103747 0.1312403 2.480871 0.17724329 12292 1.1465309 down 8.95726 9.154535 0.086531 0.071824 -0.197275 0.978451
1608172_aVvi.8476 Transcr ibed locus 1248.546 1369.631 752.8761 827.3528 16 10.28603 10.41957 9.556269 9.692359 0.0166976 7.641539 0.04104473 6752 1.6569028 up 10.3528 9.624313 0.094426 0.09623 0.728489 1.075693
1608173_aVvi.9576 Transcr ibed locus 7.538411 7.550252 6.90516 6.880727 16 2.91426 2.916525 2.787675 2.782561 4.60E-04 46.58663 0.01885422 403 1.094502 up 2.915393 2.785118 0.001601 0.003616 0.1302746 1.046775
1608174_at 11.35164 11.51989 10.2708 10.08428 16 3.504829 3.526055 3.360477 3.334036 0.0100089 9.920339 0.03390677 4898 1.123644 up 3.515442 3.347257 0.015009 0.018697 0.168185 1.050246
1608175_aVvi.10999 Transcr ibed locus 5.208563 5.230753 4.990657 5.040134 16 2.380885 2.387019 2.31923 2.333462 0.0176169 7.434253 0.04220767 6928 1.0407375 up 2.383952 2.326346 0.004337 0.010064 0.0576061 1.024762
1608176_aVvi.10919 Transcr ibed locus, weakly similar to NP_195531.1 far-red impaired responsive protein, putativ 7.18151 6.822641 6.871697 6.897352 16 2.844287 2.77033 2.780666 2.786043 0.5844573 0.64609 0.62857145 15435 1.0167426 up 2.807309 2.783354 0.052295 0.003802 0.0239544 1.008606
1608177_aVvi.15023 Transcr ibed locus 3.282149 3.299163 3.191767 3.209708 16 1.714641 1.7221 1.674356 1.682442 0.0184163 7.266671 0.04319676 7077 1.0280936 up 1.71837 1.678399 0.005274 0.005718 0.0399716 1.023815
1608178_sVvi.7119 Transcr ibed locus, moderately similar to NP_189909.1 zinc finger (FYVE type) family protein 231.2214 219.6448 183.9679 166.7408 16 7.853131 7.779028 7.52331 7.381463 0.0451538 4.545117 0.07655668 9791 1.2867151 up 7.81608 7.452387 0.052398 0.100301 0.3636926 1.048802
1608179_aVvi.15449 Transcr ibed locus 6.078183 5.9937 5.846694 5.569622 16 2.60364 2.583447 2.547621 2.477579 0.1565031 2.220833 0.20500739 12673 1.0577095 up 2.593544 2.5126 0.014279 0.049527 0.0809433 1.032215
1608180_at 1.884529 1.87939 1.842237 1.853792 9 0.914204 0.910264 0.881458 0.890479 0.0333652 5.336651 0.06161927 8988 1.0183724 up 0.912234 0.885969 0.002786 0.006379 0.02626533 1.029646
1608181_aVvi.5183 Transcr ibed locus 4.374159 4.393039 4.20941 4.21642 16 2.129006 2.135219 2.073618 2.076019 0.0033623 17.20217 0.02783547 1996 1.0405126 up 2.132113 2.074818 0.004394 0.001698 0.0572944 1.027614
1608182_aVvi.4480 Transcr ibed locus, weakly similar to NP_915983.1 putative HB2 homeodomain protein [Oryza   86.2387 120.1567 271.7571 266.3947 16 6.430264 6.908773 8.086174 8.057422 0.0279947 5.850481 0.05469793 8496 2.6431894 down 6.669519 8.071798 0.338357 0.020331 -1.4022795 0.826274
1608183_aVvi.9646 Transcr ibed locus 4.386647 4.410179 4.238191 4.216563 16 2.133119 2.140837 2.083449 2.076067 0.008597 10.71552 0.03220978 4428 1.0404587 up 2.136978 2.079758 0.005458 0.005219 0.0572198 1.027513
1608184_aVvi.14642 Transcr ibed locus 3.660327 3.681972 3.559471 3.579347 16 1.871973 1.880479 1.831663 1.839696 0.0201884 6.930979 0.04521604 7411 1.0285031 up 1.876226 1.83568 0.006015 0.00568 0.0405461 1.022088
1608185_aVvi.7113 Transcr ibed locus 1317.094 1247.792 1825.863 1589.198 16 10.36314 10.28516 10.83436 10.63408 0.0623237 3.815932 0.09768678 10591 1.3287507 down 10.32415 10.73422 0.05514 0.141619 -0.41007 0.961798
1608186_aVvi.7636 Transcr ibed locus, moderately similar to NP_194772.1 senescence-associated family protein 3287.001 3396.955 1321.566 1424.295 16 11.68256 11.73003 10.36803 10.47603 0.0021029 21.77235 0.02580234 1350 2.435569 up 11.70629 10.42203 0.033566 0.076367 1.284259 1.123225
1608187_aVvi.2754 Transcr ibed locus, weakly similar to XP_481458.1 putative cig3 [Oryza sativa (japonica cultiva 64.98602 69.43201 69.05856 68.31625 16 6.022058 6.117529 6.109748 6.094157 0.5745284 0.664891 0.6194921 15396 1.0225412 down 6.069794 6.101953 0.067508 0.011025 -0.0321589 0.99473
1608188_at 14.24538 13.10501 15.7349 14.63672 16 3.832422 3.712047 3.975896 3.87152 0.1976026 1.901442 0.24905084 13171 1.1107037 down 3.772234 3.923708 0.085118 0.073805 -0.151474 0.961395
1608189_sVvi.3095 Transcr ibed locus, weakly similar to NP_172223.1 protein phosphatase 2C, putative / PP2C, p 209.314 200.3736 117.3394 125.9894 16 7.709525 7.646548 6.874544 6.977159 0.0063443 12.49495 0.03037211 3466 1.6843423 up 7.678037 6.925851 0.044531 0.072559 0.7521854 1.108605
1608190_at 6.909498 7.195933 6.486474 6.674476 16 2.788581 2.847182 2.697434 2.738655 0.1082434 2.786942 0.15159921 11853 1.0716523 up 2.817881 2.718045 0.041437 0.029147 0.0998368 1.036731
1608191_aVvi.8816 Transcr ibed locus, moderately similar to NP_181500.1 expansin, putative (EXP4) [Arabidopsi 3.845118 3.864131 3.833746 3.789957 16 1.943028 1.950144 1.938755 1.922182 0.2157997 1.787289 0.26846802 13344 1.0112346 up 1.946586 1.930468 0.005032 0.011719 0.0161178 1.008349
1608192_aVvi.7538 Transcr ibed locus, weakly similar to XP_470088.1 putative NAC-domain protein [Oryza sativa  5295.086 5066.053 4447.745 3897.271 16 12.37044 12.30665 12.11886 11.92825 0.0884953 3.134197 0.12848324 11433 1.2440022 up 12.33854 12.02355 0.045108 0.134782 0.314989 1.026198
1608193_sVvi.2796 Transcr ibed locus, weakly similar to XP_478844.1 unknown protein [Oryza sativa (japonica cu 839.3835 815.1557 793.708 762.9382 16 9.713186 9.670932 9.632464 9.575422 0.131095 2.482565 0.17709023 12289 1.0629809 up 9.692059 9.603943 0.029878 0.040335 0.088116 1.009175
1608194_aVvi.1627 Transcr ibed locus, moderately similar to NP_173308.2 expressed protein [Arabidopsis thalian 7.830009 7.428763 6.380081 6.335039 16 2.969014 2.893122 2.673575 2.663353 0.020604 6.858541 0.04559425 7501 1.1996418 up 2.931068 2.668464 0.053664 0.007228 0.2626038 1.09841
1608195_aVvi.15848 Transcr ibed locus 4.212414 4.211818 4.090033 4.080383 16 2.074647 2.074443 2.032112 2.028705 0.0014923 25.85761 0.02460261 1006 1.0310661 up 2.074545 2.030408 1.44E-04 0.00241 0.0441367 1.021738
1608196_at 76.25094 81.47286 6.527265 7.384484 16 6.252683 6.348248 2.706479 2.884497 8.30E-04 34.6946 0.0221369 619 11.352812 up 6.300466 2.795488 0.067574 0.125878 3.5049777 2.253798
1608197_aVvi.12474 Transcr ibed locus, weakly similar to NP_193428.2 disease resistance protein (TIR-NBS-LRR   390.2215 349.8098 95.00566 78.82779 16 8.60815 8.450427 6.569942 6.300633 0.0055076 13.41897 0.02965942 3078 4.269305 up 8.529288 6.435287 0.111527 0.19043 2.094001 1.325394
1608198_aVvi.15680 Transcr ibed locus 496.2938 513.6404 719.6111 671.1585 16 8.95505 9.004615 9.491074 9.39051 0.0144689 8.222976 0.03842309 6249 1.3764569 down 8.979833 9.440792 0.035047 0.071109 -0.460959 0.951174
1608199_aVvi.6380 Transcr ibed locus, weakly similar to NP_181725.1 zinc finger (C2H2 type) family protein [Ara 9.970523 9.113998 14.40191 14.82033 16 3.317669 3.188084 3.848188 3.889505 0.0119709 9.057553 0.03583663 5544 1.5325882 down 3.252877 3.868847 0.09163 0.029216 -0.6159702 0.840787
1608200_aVvi.15279 Transcr ibed locus 5.640337 5.680381 5.783413 5.654039 16 2.495781 2.505988 2.531921 2.499282 0.4801093 0.860698 0.5320589 14980 1.0102533 down 2.500885 2.515602 0.007217 0.023079 -0.0147171 0.99415



1608201_aVvi.9660 Transcr ibed locus, weakly similar to XP_475486.1 putative zinc finger protein [Oryza sativa (ja 170.2972 172.3429 212.6738 189.9176 16 7.411911 7.429138 7.732499 7.56923 0.107003 2.806029 0.15015328 11830 1.1731114 down 7.420525 7.650865 0.012181 0.115448 -0.23034 0.969894
1608202_aVvi.14 GO:000597Beta-glucosidase 3.751509 3.764389 3.62209 3.64017 16 1.907471 1.912416 1.856823 1.864006 0.007661 11.35925 0.03135112 4053 1.034927 up 1.909943 1.860414 0.003496 0.005079 0.049529 1.026623
1608203_aVvi.11613 Transcr ibed locus, weakly similar to NP_565269.1 glycosyl hydrolase family 17 protein / beta-   82.91196 90.65984 217.2494 225.6667 16 6.373509 6.502392 7.763208 7.818049 0.0026698 19.31486 0.02679785 1653 2.553858 down 6.43795 7.790628 0.091134 0.038779 -1.3526784 0.826371
1608204_aVvi.9511 Transcr ibed locus, strongly similar to NP_194624.1 Rac- like GTP-binding protein (ARAC7) 7.942972 8.942501 131.401 152.9132 16 2.989679 3.160678 7.037833 7.256569 0.0011602 29.33263 0.02313663 830 16.819029 down 3.075179 7.147201 0.120915 0.15467 -4.0720224 0.430263
1608205_aVvi.7275 Transcr ibed locus, strongly similar to NP_193769.1 elongation factor Tu / EF-Tu (TUFA) [Ar 9646.037 9347.784 754.5612 797.5921 16 13.23572 13.19041 9.559494 9.639507 1.62E-04 78.59656 0.0168302 158 12.240271 up 13.21306 9.599501 0.03204 0.056578 3.613563 1.376432
1608206_aVvi.5001 Transcr ibed locus, moderately similar to NP_194420.1 imidazole glycerol phosphate synthase 164.996 162.6607 7.56546 6.934316 16 7.366287 7.345722 2.919428 2.793754 2.00E-04 70.66454 0.01716659 192 22.618227 up 7.356005 2.856591 0.014542 0.088865 4.499414 2.575099
1608207_aVvi.465 Transcr ibed locus, moderately similar to NP_564204.1 aldehyde dehydrogenase, mitochondri 434.4322 395.466 620.4894 540.3896 16 8.762987 8.62741 9.277263 9.077856 0.0571695 4.000819 0.09139415 10384 1.3970279 down 8.695198 9.177559 0.095868 0.141002 -0.482361 0.947441
1608208_aVvi.964 Transcr ibed locus 109.6878 98.78452 93.16244 77.82752 16 6.777259 6.626213 6.541677 6.282208 0.193303 1.930472 0.24460495 13119 1.2224653 up 6.701736 6.411943 0.106806 0.183472 0.2897935 1.045196
1608209_at 5.921653 5.927561 5.556984 5.614185 16 2.566 2.567439 2.474302 2.489077 0.0075335 11.45614 0.03129107 3996 1.0607097 up 2.566719 2.48169 0.001017 0.010447 0.0850298 1.034263
1608210_aVvi.12853 Transcr ibed locus, strongly similar to NP_177217.1 60S ribosomal protein L27A (RPL27aC) 7957.136 7744.533 8757.475 10081.48 16 12.95803 12.91896 13.0963 13.29942 0.1289578 2.507775 0.17477538 12248 1.1969478 down 12.9385 13.19786 0.027628 0.143628 -0.2593605 0.980348
1608211_at 20.10556 18.85179 33.22064 34.7631 16 4.329523 4.23663 5.054008 5.119485 0.0049623 14.14288 0.02943507 2792 1.7455357 down 4.283076 5.086746 0.065685 0.046299 -0.8036697 0.842007
1608212_at 8.851146 9.084114 8.410605 8.512096 16 3.145864 3.183346 3.07221 3.089515 0.0557268 4.056973 0.08965752 10318 1.059764 up 3.164605 3.080862 0.026503 0.012236 0.0837431 1.027182
1608213_aVvi.9988 Transcr ibed locus, moderately similar to NP_565447.1 subtilase family protein [Arabidopsis th 56.19026 96.34332 673.8863 682.7879 16 5.812248 6.590112 9.396361 9.415294 0.0144202 8.237165 0.03839714 6233 9.219238 down 6.20118 9.405828 0.550033 0.013387 -3.2046475 0.659291
1608214_aVvi.15426 Transcr ibed locus 204.4663 209.9247 178.329 167.6645 16 7.675719 7.713728 7.478397 7.389433 0.0327195 5.391762 0.06083068 8926 1.1981499 up 7.694724 7.433915 0.026876 0.062907 0.2608086 1.035084
1608215_s_at 368.3452 346.4922 1064.466 936.6124 16 8.524915 8.436679 10.05591 9.871308 0.0047264 14.49414 0.02932456 2670 2.7949352 down 8.480797 9.963612 0.062392 0.130536 -1.482815 0.851177
1608216_aVvi.11912 Transcr ibed locus 6.7059 6.766677 6.424717 6.436924 16 2.745431 2.758448 2.683633 2.686371 0.0097284 10.0645 0.03360613 4805 1.0474905 up 2.751939 2.685002 0.009204 0.001936 0.0669373 1.02493
1608217_aVvi.9199 Transcr ibed locus, weakly similar to NP_200608.2 phosphatase-related [Arabidopsis thaliana 66.53243 68.21832 68.41508 76.12447 16 6.055986 6.092087 6.096242 6.250289 0.3364547 1.25431 0.39273158 14222 1.0712007 down 6.074037 6.173266 0.025528 0.108927 -0.0992289 0.983926
1608218_aVvi.10309 Transcr ibed locus, strongly similar to NP_180001.1 potassi um channel tetramerisation doma   8.917563 14.77819 6.922811 7.16667 16 3.15665 3.885398 2.791358 2.841303 0.1934511 1.929458 0.24473636 13122 1.6297982 up 3.521024 2.81633 0.515303 0.035316 0.7046934 1.250217
1608219_aVvi.15479 Transcr ibed locus 117.2299 94.08146 132.5521 120.3611 16 6.873197 6.555838 7.050416 6.911225 0.2641285 1.536918 0.319284 13733 1.2027215 down 6.714518 6.98082 0.224407 0.098423 -0.2663024 0.961852
1608220_aVvi.1717 Transcr ibed locus, moderately similar to NP_200749.1 expressed protein [Arabidopsis thalian 910.3638 921.5262 1165.517 1190.668 16 9.830299 9.847881 10.18675 10.21756 0.0023771 20.47412 0.02619858 1504 1.2861544 down 9.83909 10.20215 0.012432 0.021779 -0.363064 0.964413
1608221_aVvi.2351 Transcr ibed locus 176.3703 161.2852 164.0243 169.6757 16 7.462464 7.333469 7.357766 7.406636 0.8404326 0.228591 0.86160696 16193 1.0109882 up 7.397967 7.382201 0.091213 0.034556 0.0157663 1.002136
1608222_aVvi.15354 Transcr ibed locus 7.820297 7.933269 7.566367 7.508943 16 2.967224 2.987916 2.919601 2.90861 0.0324249 5.41745 0.0604797 8899 1.0449721 up 2.97757 2.914105 0.014631 0.007772 0.0634644 1.021778
1608223_aVvi.14984 Transcr ibed locus 304.2137 293.2792 462.3087 407.3395 16 8.248941 8.196131 8.852713 8.670088 0.0297348 5.669052 0.0569791 8662 1.4528282 down 8.222536 8.7614 0.037343 0.129135 -0.538864 0.938496
1608224_aVvi.6855 Transcr ibed locus, weakly similar to NP_565871.1 aldo/keto reductase family protein [Arabido 1318.935 1230.786 1428.197 1380.624 16 10.36516 10.26536 10.47998 10.43111 0.1275372 2.524858 0.17318599 12225 1.1021196 down 10.31526 10.45554 0.070565 0.03456 -0.140281 0.986583
1608225_sVvi.6529 Transcr ibed locus, weakly similar to NP_187698.1 hydrolase, alpha/beta fold family protein [Ar 8.224462 8.298756 11.03869 7.974429 16 3.039921 3.052895 3.464497 2.995381 0.5160218 0.782155 0.5659638 15136 1.13566 down 3.046408 3.229939 0.009174 0.331715 -0.183531 0.943178
1608226_aVvi.2503 Transcr ibed locus, strongly similar to NP_564757.1 ARP2/3 complex 21 kDa subunit family [A 225.2163 258.5356 219.7449 211.3191 16 7.815167 8.014219 7.779686 7.723279 0.2553539 1.577757 0.3100553 13672 1.1197765 up 7.914693 7.751483 0.140751 0.039886 0.1632109 1.021055
1608227_aVvi.12823 Transcr ibed locus, weakly similar to NP_201288.1 programmed cell death 2 C-terminal doma 185.2816 179.9304 213.4185 201.7659 16 7.533576 7.491295 7.737541 7.656539 0.0561401 4.04067 0.09020884 10331 1.1365051 down 7.512435 7.69704 0.029897 0.057278 -0.1846042 0.976016
1608228_aVvi.6519 Transcr ibed locus, moderately similar to NP_174231.1 hypothetical protein [Arabidopsis thalia 5.044873 4.684046 11.17995 6.89632 16 2.334818 2.227755 3.482841 2.785827 0.1366765 2.419344 0.18328781 12379 1.8063123 down 2.281287 3.134334 0.075705 0.492864 -0.8530473 0.727838
1608229_sVvi.10077 Transcr ibed locus, weakly similar to NP_176053.1 galactinol synthase, putative [Arabidopsis t 3.673856 3.705999 3.573473 3.55945 16 1.877295 1.889863 1.837327 1.831654 0.0191598 7.120219 0.04402638 7224 1.034611 up 1.883579 1.834491 0.008887 0.004011 0.0490884 1.026759
1608230_aVvi.6216 Transcr ibed locus 11.19027 11.3653 9.838498 9.370689 16 3.484173 3.506564 3.298438 3.228155 0.0243383 6.292344 0.05040734 8015 1.1745205 up 3.495369 3.263297 0.015833 0.049697 0.2320719 1.071116
1608231_aVvi.6388 Transcr ibed locus 14.36626 13.01896 8.012638 7.992957 16 3.844613 3.702542 3.002277 2.99873 0.0083429 10.87955 0.03184975 4347 1.7089074 up 3.773578 3.000504 0.100459 0.002509 0.7730742 1.257648
1608232_at 75.60126 66.59582 69.75034 79.29874 16 6.240338 6.05736 6.124128 6.309226 0.6541891 0.521207 0.69349635 15660 1.0481377 down 6.148849 6.216677 0.129385 0.130884 -0.067828 0.989089
1608233_aVvi.15790 Transcr ibed locus 4.069193 4.098098 3.945319 3.948721 16 2.024743 2.034955 1.980142 1.981385 0.0108036 9.542787 0.03488153 5140 1.0346085 up 2.029849 1.980764 0.007221 8.79E-04 0.0490849 1.024781
1608234_at 5.538343 5.541614 5.370822 5.832464 16 2.469455 2.470306 2.425143 2.544106 0.827362 0.247869 0.85051787 16149 1.0102721 down 2.46988 2.484624 6.02E-04 0.084119 -0.0147441 0.994066
1608235_aVvi.10429 Transcr ibed locus, moderately similar to NP_180178.1 glycine dehydrogenase [decarboxylatin 150.4589 120.0886 305.4996 322.9965 16 7.233225 6.907956 8.255027 8.335375 0.018204 7.310103 0.0428928 7045 2.3369231 down 7.07059 8.2952 0.23 0.056815 -1.22461 0.852371
1608236_aVvi.9174 Transcr ibed locus, moderately similar to XP_475311.1 putative tubby protein [Oryza sativa (jap 36.61583 32.4726 31.44664 28.69375 16 5.194396 5.021151 4.974834 4.842665 0.2092737 1.826708 0.26166308 13277 1.1479213 up 5.107773 4.90875 0.122502 0.093458 0.1990237 1.040545
1608237_at 5.712603 5.731595 5.48885 5.468704 16 2.514148 2.518937 2.456504 2.451199 0.0032328 17.54498 0.02783547 1922 1.044412 up 2.516542 2.453852 0.003386 0.003751 0.0626909 1.025548
1608238_at 358.8599 358.7582 527.8989 529.2399 16 8.487277 8.486868 9.044118 9.047778 1.09E-05 303.4896 0.01060271 16 1.473121 down 8.487072 9.045948 2.89E-04 0.002588 -0.558876 0.938218
1608239_aVvi.10654 Transcr ibed locus, moderately similar to NP_850057.1 ADP-ribosylation factor 3 (ARF3) [Ara 503.2685 489.7607 498.6114 464.1183 16 8.975184 8.935933 8.961772 8.858349 0.4972051 0.822599 0.54851484 15048 1.0320393 up 8.955559 8.910061 0.027755 0.073131 0.045498 1.005106
1608240_aVvi.2820 Transcr ibed locus 3.32744 3.324018 3.209363 3.230782 16 1.734413 1.732928 1.682287 1.691883 0.0106885 9.594835 0.03475448 5104 1.0328174 up 1.73367 1.687085 0.00105 0.006786 0.0465852 1.027613
1608241_aVvi.8449 Transcr ibed locus, moderately similar to NP_187747.1 eukaryotic translation initiation factor 3 599.4732 589.3134 834.2501 779.1523 16 9.227551 9.202891 9.704336 9.605762 0.0130822 8.656963 0.03699555 5867 1.3564416 down 9.215221 9.655048 0.017437 0.069703 -0.439827 0.954446
1608242_aVvi.7738 Transcr ibed locus, moderately similar to XP_473112.1 OSJNBb0002J11.21 [Oryza sativa (jap 4.954724 4.971666 4.779902 4.791785 16 2.308805 2.31373 2.256981 2.260563 0.0033475 17.2403 0.02783547 1983 1.037057 up 2.311267 2.258772 0.003482 0.002533 0.0524951 1.023241
1608243_aVvi.5014 Transcr ibed locus 10.34802 10.29132 9.911137 10.0345 16 3.371283 3.363356 3.30905 3.326896 0.0369893 5.054133 0.06621702 9273 1.0347958 up 3.367319 3.317973 0.005605 0.012619 0.0493459 1.014872
1608244_at 3.737323 3.756243 3.639297 3.649507 16 1.902005 1.90929 1.86366 1.867702 0.0106889 9.59469 0.03475448 5105 1.0280904 up 1.905648 1.865681 0.005151 0.002858 0.0399671 1.021422
1608245_aVvi.15277 Transcr ibed locus 3.359256 3.373686 3.267801 3.269971 16 1.748142 1.754326 1.70832 1.709278 0.0053924 13.56273 0.02956287 3023 1.0298505 up 1.751234 1.708799 0.004373 6.77E-04 0.0424349 1.024833
1608246_aVvi.12596 Transcr ibed locus, weakly similar to NP_172761.1 eukaryotic translation initiation factor, putat 90.38351 83.53478 146.3185 140.372 16 6.497987 6.384305 7.192968 7.133111 0.0078258 11.23765 0.0314613 4126 1.6493452 down 6.441146 7.163039 0.080386 0.042325 -0.721893 0.89922
1608247_aVvi.4336 Transcr ibed locus, weakly similar to NP_176880.1 ribulose bisphosphate carboxylase small c 4.304997 4.327104 4.162198 4.169769 16 2.106012 2.113402 2.057346 2.059968 0.0058456 13.02195 0.03005582 3226 1.0360188 up 2.109707 2.058657 0.005225 0.001854 0.0510502 1.024798
1608248_aVvi.15833 Transcr ibed locus 4.447477 4.444268 4.280685 4.308292 16 2.152987 2.151946 2.097842 2.107116 0.008602 10.71232 0.03220978 4431 1.0352561 up 2.152467 2.102479 7.36E-04 0.006558 0.0499878 1.023776
1608249_aVvi.11188 Transcr ibed locus 94.77097 86.82044 69.62186 74.39447 16 6.566373 6.439962 6.121469 6.217124 0.0520023 4.212277 0.08510859 10143 1.2603915 up 6.503168 6.169296 0.089386 0.067638 0.3338717 1.054118
1608250_aVvi.3626 Transcr ibed locus 5.058377 5.096601 4.851965 4.797307 16 2.338675 2.349535 2.278569 2.262225 0.0172633 7.512047 0.04171432 6868 1.052418 up 2.344105 2.270397 0.00768 0.011557 0.0737078 1.032465
1608251_aVvi.7877 Transcr ibed locus, moderately similar to NP_178310.1 glutamate decarboxylase, putative [Ara 7.282892 7.664176 7.609963 7.366469 16 2.864512 2.938131 2.927889 2.880973 0.9496774 0.071257 0.9574631 16466 1.0021583 down 2.901321 2.904431 0.052057 0.033175 -0.0031103 0.998929
1608252_sVvi.8111 Transcr ibed locus, moderately similar to NP_192919.1 hydroxymethylglutaryl-CoA synthase / 2997.923 3160.344 2763.731 2565.726 16 11.54975 11.62587 11.4324 11.32515 0.0863401 3.178784 0.12594832 11380 1.1559108 up 11.58781 11.37878 0.053823 0.075837 0.20903 1.01837
1608253_aVvi.1994 Transcr ibed locus, moderately similar to NP_200730.1 protein phosphatase 2C, putative / PP2   40.77331 40.88985 4.333369 5.805389 16 5.349553 5.353671 2.115489 2.537393 0.0048279 14.3399 0.02932456 2732 8.140804 up 5.351612 2.326441 0.002912 0.298331 3.0251712 2.300343
1608254_aVvi.10212 Transcr ibed locus, moderately similar to NP_564267.1 peptidyl-prolyl cis- trans isomerase cyc 318.2003 315.1043 350.4586 355.4212 16 8.313791 8.299686 8.4531 8.473386 0.0061733 12.6684 0.03022408 3390 1.1145842 down 8.306738 8.463244 0.009974 0.014344 -0.1565055 0.981508
1608255_aVvi.11213 Transcr ibed locus 3.916021 3.942773 3.784162 3.794847 16 1.969389 1.979211 1.919974 1.924042 0.0101758 9.837429 0.03406982 4957 1.0369108 up 1.9743 1.922008 0.006945 0.002876 0.0522918 1.027207
1608256_aVvi.10865 Transcr ibed locus, weakly similar to XP_493879.1 putative RING-H2 finger protein [Oryza sa 1801.71 2162.652 1357.737 1446.138 16 10.81515 11.07859 10.40699 10.49799 0.071087 3.547634 0.10824412 10902 1.4087152 up 10.94687 10.45249 0.186276 0.064348 0.49438 1.047298
1608257_aVvi.3363 Transcr ibed locus, moderately similar to NP_175553.1 sucrose-phosphatase, putative [Arabid 757.6345 845.4919 422.9013 471.5636 16 9.565358 9.723647 8.724177 8.881309 0.0171027 7.548154 0.04152938 6836 1.7922348 up 9.644503 8.802743 0.111927 0.111109 0.84176 1.095625
1608258_at 3.974426 3.979091 3.81285 3.833844 16 1.990747 1.992439 1.93087 1.938792 0.005053 14.01439 0.02943507 2844 1.0401287 up 1.991593 1.934831 0.001197 0.005602 0.0567621 1.029337
1608259_at 9423.507 10155.05 11848.22 12020.06 16 13.20205 13.30991 13.53238 13.55316 0.0347719 5.221847 0.06343077 9100 1.2199236 down 13.25598 13.54277 0.076269 0.014689 -0.28679 0.978823
1608260_aVvi.896 Transcr ibed locus, weakly similar to XP_507428.1 PREDICTED OJ1005_D12.39 gene produ 369.2529 333.4423 207.8874 246.1644 16 8.528465 8.381293 7.699658 7.943478 0.0470185 4.447502 0.0788167 9903 1.551121 up 8.45488 7.821569 0.104066 0.172407 0.6333115 1.08097
1608261_aVvi.11309 Transcr ibed locus, moderately similar to NP_188048.1 pectinesterase family protein [Arabido 408.1831 491.333 2374.304 2394.601 16 8.673073 8.940558 11.21329 11.22557 0.0030653 18.02029 0.02768036 1832 5.3243814 down 8.806815 11.21943 0.18914 0.008684 -2.412614 0.784961
1608262_aVvi.2940 GO:000603Class I extracellular chitinase (Chi1b) 863.3321 971.635 3514.241 3703.284 16 9.753772 9.924271 11.779 11.85459 0.0022158 21.20877 0.02589414 1418 3.9388425 down 9.839022 11.81679 0.120561 0.053452 -1.977771 0.83263
1608263_aVvi.1199 GO:000402Alcohol dehydrogenase 6 (ADH6) 17160.8 17455.79 20647.87 20637.9 16 14.06683 14.09142 14.33371 14.33301 0.0023322 20.67081 0.02616672 1475 1.1927034 down 14.07912 14.33336 0.017387 4.92E-04 -0.254235 0.982263
1608264_aVvi.3611 Transcr ibed locus, weakly similar to NP_569015.1 expressed protein [Arabidopsis thaliana] 104.9076 107.4151 164.7333 143.5601 16 6.712975 6.747054 7.363988 7.165511 0.0336761 5.310667 0.06202477 9013 1.4486767 down 6.730014 7.26475 0.024098 0.140345 -0.5347355 0.926393
1608265_aVvi.2602 Transcr ibed locus, weakly similar to NP_195214.1 amidase family protein [Arabidopsis thalian 435.6429 419.2752 445.6839 431.4119 16 8.767002 8.711754 8.799877 8.752922 0.4145763 1.021199 0.46991166 14646 1.0259936 down 8.739378 8.7764 0.039066 0.033202 -0.037022 0.995782
1608266_aVvi.1595 Transcr ibed locus, moderately similar to NP_915424.1 putative 60S RIBOSOMAL PROTEIN 10809.48 11095.29 13363.79 13219.8 16 13.40001 13.43766 13.70604 13.69041 0.0052804 13.70695 0.02950386 2964 1.2136827 down 13.41884 13.69823 0.026623 0.011052 -0.279391 0.979604
1608267_aVvi.15567 Transcr ibed locus 6.508775 6.556473 6.199908 6.150795 16 2.702386 2.71292 2.632247 2.620773 0.0090865 10.41902 0.03284026 4591 1.0578561 up 2.707653 2.62651 0.007449 0.008113 0.0811433 1.030894
1608268_aVvi.5372 Transcr ibed locus, weakly similar to XP_473642.1 OSJNBa0064M23.15 [Oryza sativa (japoni  6.030536 6.066494 5.784185 5.752562 16 2.592286 2.600863 2.532114 2.524205 0.0071915 11.72837 0.03103162 3846 1.0485646 up 2.596575 2.528159 0.006065 0.005593 0.0684157 1.027061
1608269_aVvi.11952 Transcr ibed locus, moderately similar to NP_919058.1 putative  receptor-like protein kinase 1 5.493542 5.456144 5.252441 5.281243 16 2.457737 2.447882 2.392988 2.400878 0.0125214 8.85249 0.0364859 5696 1.0394905 up 2.452809 2.396933 0.006969 0.005579 0.0558765 1.023312
1608270_aVvi.8940 Transcr ibed locus, moderately similar to NP_187483.1 thioredoxin family protein [Arabidopsis 628.0078 603.5668 417.5764 334.9509 16 9.294639 9.23737 8.705896 8.387806 0.0469666 4.450139 0.0787457 9901 1.6462157 up 9.266005 8.546851 0.040495 0.224924 0.719154 1.084143
1608271_at 11.11865 11.2849 9.855808 9.513557 16 3.47491 3.496322 3.300974 3.249985 0.0168783 7.599472 0.04122744 6795 1.1567975 up 3.485616 3.275479 0.015141 0.036055 0.2101364 1.064154
1608272_aVvi.7445 Transcr ibed locus, strongly similar to NP_200847.1 elongation factor 1-alpha / EF-1-alpha [A 846.3878 875.4014 770.3299 827.7577 16 9.725175 9.773801 9.589333 9.693065 0.1992617 1.890464 0.25084487 13187 1.0779489 up 9.749488 9.641199 0.034384 0.07335 0.108289 1.011232
1608273_aVvi.15103 Transcr ibed locus 43.73675 33.3708 53.70562 48.3545 16 5.450774 5.060515 5.747001 5.595578 0.1854425 1.985851 0.23609787 13039 1.333895 down 5.255644 5.671289 0.275955 0.107072 -0.4156451 0.926711
1608274_aVvi.5566 Transcr ibed locus, weakly similar to NP_190940.1 cation/hydrogen exchanger, putative (CHX 3.305465 3.291392 3.188763 3.21246 16 1.724853 1.718698 1.672997 1.683679 0.0195492 7.046842 0.04453952 7283 1.0305666 up 1.721776 1.678338 0.004352 0.007553 0.0434377 1.025881
1608275_aVvi.2469 Transcr ibed locus, moderately similar to NP_567095.1 MIF4G domain-containing protein / M 433.0244 428.288 504.1832 633.1578 16 8.758305 8.742437 8.977804 9.306421 0.1401852 2.381409 0.18704125 12442 1.3119764 down 8.750371 9.142113 0.01122 0.232367 -0.391742 0.95715
1608276_aVvi.11192 Transcr ibed locus 7.336647 7.306536 7.107178 7.154998 16 2.875121 2.869188 2.829277 2.838951 0.021536 6.703678 0.04679982 7638 1.0267181 up 2.872154 2.834114 0.004195 0.006841 0.0380402 1.013422
1608277_aVvi.2829 Transcr ibed locus, moderately similar to NP_192960.1 esterase/lipase/thioesterase family pro 456.1835 409.4265 375.2636 368.014 16 8.83347 8.677461 8.551761 8.523617 0.1108728 2.747488 0.15460354 11905 1.1629397 up 8.755466 8.537689 0.110316 0.019901 0.2177765 1.025508
1608278_aVvi.5454 Transcr ibed locus 5.42353 5.481391 5.221661 5.256696 16 2.439232 2.454542 2.384509 2.394156 0.023834 6.361048 0.04974126 7954 1.0407002 up 2.446887 2.389333 0.010826 0.006822 0.0575545 1.024088
1608279_aVvi.14831 Transcr ibed locus 4.07655 4.090957 3.92467 3.943912 16 2.027349 2.032438 1.972571 1.979628 0.006476 12.36604 0.0304738 3525 1.0379912 up 2.029893 1.976099 0.003599 0.00499 0.0537941 1.027222
1608280_aVvi.15083 Transcr ibed locus 3.587607 3.607053 3.474899 3.475343 16 1.843022 1.850821 1.796971 1.797155 0.0060644 12.78276 0.03013007 3340 1.0351632 up 1.846921 1.797063 0.005514 1.30E-04 0.0498582 1.027744
1608281_aVvi.7796 Transcr ibed locus, moderately similar to XP_466935.1 DEAD/DEAH box helicase-like [Oryza 125.8944 121.8663 141.7979 156.2142 16 6.97607 6.929155 7.147693 7.287382 0.0693916 3.595684 0.10629627 10837 1.2015728 down 6.952613 7.217537 0.033174 0.098775 -0.264924 0.963294
1608282_aVvi.15048 Transcr ibed locus 5.345727 5.344229 5.026328 5.19296 16 2.418386 2.417982 2.329505 2.376557 0.1094092 2.769285 0.15285796 11882 1.046196 up 2.418184 2.353031 2.86E-04 0.033271 0.065153 1.027689
1608283_aVvi.3245 Transcr ibed locus 884.3731 889.178 728.7669 682.2916 16 9.788511 9.796329 9.509314 9.414245 0.0201803 6.932415 0.04521604 7408 1.2575718 up 9.792419 9.461779 0.005528 0.067224 0.33064 1.034945
1608284_aVvi.9914 Transcr ibed locus, weakly similar to NP_181334.1 expressed protein [Arabidopsis thaliana] 348.1558 357.8626 435.6754 512.0227 16 8.443589 8.483262 8.76711 9.000064 0.0707858 3.556046 0.10796385 10884 1.3380771 down 8.463426 8.883587 0.028053 0.164723 -0.420161 0.952704
1608285_at 13.46559 13.82683 11.59435 10.97926 16 3.751205 3.789398 3.53535 3.456709 0.024472 6.274492 0.05056312 8032 1.2093838 up 3.770302 3.496029 0.027007 0.055607 0.2742722 1.078452
1608286_aVvi.8396 Transcr ibed locus 123.2744 111.4959 215.0654 217.6832 16 6.945729 6.800847 7.748632 7.766087 0.0067429 12.11638 0.0306951 3646 1.8455757 down 6.873288 7.757359 0.102447 0.012343 -0.884071 0.886035
1608287_aVvi.14524 Transcr ibed locus 4.949441 4.910233 4.720595 4.743208 16 2.307266 2.295791 2.238969 2.245863 0.012579 8.831793 0.0365611 5711 1.0418247 up 2.301529 2.242416 0.008114 0.004875 0.0591125 1.026361
1608288_aVvi.14733 Transcr ibed locus 378.3788 386.9959 378.6635 360.3092 16 8.563687 8.596174 8.564773 8.493092 0.3243666 1.29604 0.3803867 14156 1.0359818 up 8.579931 8.528933 0.022972 0.050686 0.050998 1.005979
1608289_aVvi.12509 Transcr ibed locus 23.91153 23.8174 22.1236 26.00946 16 4.579635 4.573944 4.467514 4.700965 0.9549291 0.063805 0.96176493 16483 1.005177 down 4.576789 4.584239 0.004024 0.165074 -0.0074496 0.998375
1608290_aVvi.6367 Transcr ibed locus 9.727242 9.990107 9.626726 11.10114 16 3.282031 3.3205 3.267045 3.472636 0.5793502 0.655725 0.6239214 15415 1.0486807 down 3.301265 3.369841 0.027202 0.145375 -0.0685754 0.97965
1608291_at 3.941811 3.986342 3.834764 3.838646 16 1.978859 1.995066 1.939138 1.940597 0.0285738 5.78829 0.05545743 8553 1.0331821 up 1.986962 1.939868 0.01146 0.001032 0.0470946 1.024277
1608292_aVvi.2752 Transcr ibed locus, moderately similar to NP_849980.1 diacylglycerol kinase, putative [Arabido 575.4017 618.1828 555.8553 590.097 16 9.168426 9.27189 9.118566 9.204808 0.4768155 0.868197 0.52900904 14963 1.0413613 up 9.220158 9.161687 0.07316 0.060983 0.058471 1.006382
1608293_at 1.634659 1.644181 1.6071 1.615264 11 0.70899 0.717369 0.68446 0.69177 0.0458479 4.508101 0.07736223 9838 1.0175253 up 0.713179 0.688115 0.005925 0.005169 0.02506471 1.036425
1608294_at 37.38195 40.75823 95.35117 93.29287 16 5.22427 5.34902 6.575179 6.543695 0.0025448 19.78518 0.0266497 1579 2.416287 down 5.286645 6.559437 0.088211 0.022262 -1.272792 0.80596
1608295_aVvi.6875 Transcr ibed locus, weakly similar to NP_200769.1 DNAJ heat shock N-terminal domain-conta 183.1181 174.3773 128.8411 117.7188 16 7.51663 7.446069 7.009449 6.879201 0.0184958 7.250582 0.04326115 7097 1.4509773 up 7.48135 6.944325 0.049894 0.092099 0.537025 1.077333
1608296_aVvi.8033 Transcr ibed locus, strongly similar to NP_850400.1 acyl-[acyl-carrier-protein] desaturase / st 410.7589 407.5353 791.5634 789.5013 16 8.682148 8.670781 9.628561 9.624798 3.97E-05 158.7185 0.01326001 45 1.9321611 down 8.676464 9.626679 0.008038 0.002661 -0.950215 0.901294
1608297_aVvi.12572 Transcr ibed locus, weakly similar to NP_188777.1 expressed protein [Arabidopsis thaliana] 610.1738 529.29 208.3905 228.262 16 9.253077 9.047915 7.703146 7.834547 0.0076841 11.34198 0.03135112 4061 2.6056602 up 9.150496 7.768847 0.145071 0.092915 1.3816495 1.177845
1608298_aVvi.867 Transcr ibed locus, weakly similar to NP_917670.1 P0410E01.27 [Oryza sativa (japonica cultiv 97.27201 97.19206 106.4752 93.56406 16 6.603953 6.602766 6.734373 6.547883 0.7246677 0.405034 0.7580451 15870 1.0265247 down 6.603359 6.641128 8.39E-04 0.131868 -0.0377686 0.994313
1608299_at 435.9644 482.022 763.9298 732.804 16 8.768066 8.912955 9.577296 9.517283 0.0120859 9.013557 0.03595679 5576 1.6321555 down 8.840511 9.54729 0.102452 0.042435 -0.706779 0.925971
1608300_aVvi.15137 Transcr ibed locus 4.915565 4.941852 4.72622 4.739627 16 2.297357 2.305052 2.240687 2.244774 0.0055042 13.42319 0.02965942 3074 1.0413641 up 2.301205 2.24273 0.005441 0.00289 0.0584746 1.026073
1608301_aVvi.4767 Transcr ibed locus 104.6559 112.3373 74.42384 74.72247 16 6.709509 6.811693 6.217693 6.22347 0.0088606 10.55277 0.03257404 4515 1.4539921 up 6.760601 6.220582 0.072255 0.004085 0.5400195 1.086812
1608302_aVvi.1794 Transcr ibed locus, weakly similar to NP_194405.1 hydroxyproline-rich glycoprotein family pro 300.3288 295.5293 260.4251 250.4974 16 8.230399 8.207157 8.024725 7.968652 0.0181672 7.317717 0.04285752 7036 1.1664224 up 8.218779 7.996688 0.016435 0.03965 0.2220906 1.027773
1608303_at 8.073474 7.842631 7.275806 7.254661 16 3.01319 2.971338 2.863107 2.858908 0.0247252 6.241061 0.05089027 8065 1.0952469 up 2.992264 2.861008 0.029594 0.002969 0.1312561 1.045878
1608304_aVvi.3800 Transcr ibed locus 5.36038 5.436094 5.147277 5.136782 16 2.422335 2.44257 2.36381 2.360865 0.0206083 6.857791 0.04559425 7503 1.0498008 up 2.432453 2.362337 0.014309 0.002082 0.0701157 1.029681
1608305_aVvi.10113 Transcr ibed locus, weakly similar to NP_909936.1 unknown protein [Oryza sativa (japonica cu 1537.096 1425.958 1248.332 1318.943 16 10.58599 10.47772 10.28579 10.36517 0.0915109 3.07435 0.1319264 11515 1.1537879 up 10.53185 10.32548 0.076563 0.056131 0.206378 1.019987
1608306_aVvi.12567 Transcr ibed locus, weakly similar to NP_186799.2 carbonic anhydrase 1, chloroplast / carbon 96.84331 108.0552 494.7555 434.9339 16 6.59758 6.755625 8.950572 8.764652 0.0031148 17.87588 0.02771931 1863 4.5347085 down 6.676603 8.857613 0.111755 0.131465 -2.18101 0.75377
1608307_aVvi.9431 Transcr ibed locus, moderately similar to NP_568996.1 GTP-binding protein-related [Arabido 94.30577 99.91647 123.0121 94.40211 16 6.559274 6.64265 6.942657 6.560747 0.5212209 0.771237 0.5709117 15156 1.1101393 down 6.600962 6.751702 0.058956 0.270051 -0.1507406 0.977674
1608308_aVvi.221 Transcr ibed locus, weakly similar to XP_467861.1 putative early-responsive to dehydration str      597.7274 561.5688 837.6259 874.0911 16 9.223344 9.133319 9.710162 9.77164 0.0092573 10.32108 0.03307883 4644 1.4768974 down 9.178331 9.740901 0.063657 0.043471 -0.56257 0.942247
1608309_aVvi.14957 Transcr ibed locus 3.865573 3.846975 3.7166 3.731977 16 1.950682 1.943725 1.893983 1.89994 0.0082067 10.97057 0.03168556 4299 1.0354384 up 1.947203 1.896962 0.00492 0.004212 0.0502417 1.026485
1608310_aVvi.4654 Transcr ibed locus, moderately similar to NP_175932.2 calpain-type cysteine protease family [A93.33038 85.22176 121.5564 120.7302 16 6.544275 6.41315 6.925482 6.915643 0.0214319 6.720479 0.0466815 7621 1.3583453 down 6.478712 6.920562 0.092719 0.006957 -0.4418503 0.936154
1608311_at 707.6121 701.7434 15.7895 21.37274 16 9.466815 9.4548 3.980894 4.4177 0.0017199 24.08173 0.02493529 1141 38.35947 up 9.460808 4.199297 0.008496 0.308868 5.261511 2.25295
1608312_aVvi.2440 Transcr ibed locus, moderately similar to NP_172671.1 Rho GDP-dissociation inhibitor family 172.5861 129.8934 86.65445 89.16821 16 7.431172 7.021184 6.437202 6.478458 0.0649731 3.729312 0.10089641 10690 1.7033185 up 7.226178 6.45783 0.289906 0.029172 0.768348 1.118979
1608313_aVvi.5951 Transcr ibed locus, weakly similar to NP_196618.1 glycosyl hydrolase family 3 protein [Arabido  91.91441 112.965 320.7616 318.9854 16 6.522219 6.819732 8.325357 8.317347 0.0080323 11.09048 0.03158401 4219 3.1391551 down 6.670976 8.321352 0.210373 0.005665 -1.6503763 0.80167
1608314_aVvi.1507 Transcr ibed locus, moderately similar to NP_179688.1 expressed protein [Arabidopsis thalian 6.412005 6.490285 6.031459 5.992326 16 2.680775 2.698282 2.592507 2.583116 0.0094021 10.24022 0.03329499 4685 1.0730498 up 2.689529 2.587812 0.012379 0.00664 0.101717 1.039306
1608315_aVvi.1922 Transcr ibed locus, weakly similar to NP_195408.1 AP2 domain-containing protein RAP2.10 ( 549.8117 455.2355 124.9849 91.40324 16 9.102794 8.830469 6.96561 6.514174 0.0137265 8.447192 0.03761549 6056 4.6807475 up 8.966631 6.739892 0.192563 0.319213 2.226739 1.330382
1608316_aVvi.3873 Transcr ibed locus, moderately similar to NP_566581.1 transcr iption regulatory protein SNF5 135.8259 114.4179 130.2734 128.5277 16 7.085614 6.838169 7.025399 7.005935 0.7070481 0.433307 0.74181074 15823 1.0379779 down 6.961891 7.015667 0.17497 0.013763 -0.053776 0.992335
1608317_aVvi.15143 Transcr ibed locus 377.5613 370.4393 349.1316 338.5332 16 8.560567 8.533093 8.447627 8.403153 0.0433353 4.646178 0.07422195 9692 1.08782 up 8.54683 8.42539 0.019427 0.031448 0.12144 1.014414
1608318_aVvi.8918 Transcr ibed locus, weakly similar to NP_198719.1 protein kinase family protein [Arabidopsis t 6.949464 7.002909 6.610221 6.572873 16 2.796902 2.807954 2.724699 2.716524 0.006984 11.90316 0.03085466 3756 1.0583498 up 2.802428 2.720611 0.007815 0.00578 0.0818167 1.030073
1608319_aVvi.5345 Transcr ibed locus, weakly similar to XP_467886.1 F-box protein-like [Oryza sativa (japonica c 3.526371 3.524858 3.374761 3.424628 16 1.818184 1.817565 1.754785 1.775947 0.0383203 4.960401 0.06782886 9378 1.0370666 up 1.817875 1.765366 4.38E-04 0.014964 0.0525086 1.029744
1608320_aVvi.12259 Transcr ibed locus, moderately similar to NP_176471.1 amine oxidase family protein / SWIRM 136.6582 127.585 168.4056 169.1433 16 7.094428 6.995315 7.395796 7.402103 0.0191063 7.130478 0.04394596 7217 1.2781683 down 7.044871 7.398949 0.070084 0.004459 -0.3540777 0.952145
1608321_aVvi.6157 Transcr ibed locus, weakly similar to NP_179466.1 SNF2 domain-containing protein / helicase 299.678 311.5956 306.3561 304.785 16 8.227269 8.283531 8.259066 8.251648 0.9989082 0.001529 0.99890816 16601 1.0000298 up 8.2554 8.255357 0.039783 0.005245 4.3E-05 1.000005
1608322_x_at 8.501731 8.926115 7.923597 7.785851 16 3.087757 3.158032 2.986156 2.960855 0.0571864 4.000174 0.09140229 10385 1.1091 up 3.122895 2.973505 0.049692 0.01789 0.1493895 1.05024
1608323_at 3.708306 3.733405 3.58185 3.616271 16 1.89076 1.900492 1.840705 1.854503 0.0295431 5.688262 0.05671853 8646 1.0338467 up 1.895626 1.847604 0.006882 0.009757 0.0480223 1.025992
1608324_at 5.13126 5.137109 5.0916 5.02295 16 2.359313 2.360957 2.348119 2.328535 0.1566705 2.219307 0.20517811 12676 1.0152311 up 2.360135 2.338327 0.001162 0.013848 0.021808 1.009326
1608325_aVvi.1042 Transcr ibed locus 5.278874 5.318424 5.061055 5.074146 16 2.40023 2.410999 2.339438 2.343165 0.0077575 11.28755 0.03137725 4103 1.0455867 up 2.405614 2.341302 0.007615 0.002635 0.0643127 1.027469
1608326_aVvi.14936 Transcr ibed locus 4.62064 4.638643 5.425542 4.474278 16 2.208093 2.213703 2.439767 2.161655 0.5846401 0.645746 0.628721 15437 1.0642326 down 2.210898 2.300711 0.003967 0.196655 -0.0898135 0.960963
1608327_aVvi.14635 Transcr ibed locus 2.942368 2.959099 2.865281 2.876982 16 1.556978 1.565158 1.518677 1.524556 0.0159125 7.832484 0.04001497 6601 1.027723 up 1.561068 1.521617 0.005784 0.004158 0.0394513 1.025927
1608328_sVvi.13472 Transcr ibed locus, weakly similar to NP_191801.1 bZIP transcr iption factor family protein [Ara  1294.695 1528.006 1458.921 1177.177 16 10.3384 10.57744 10.51069 10.20112 0.6539246 0.52166 0.6932603 15659 1.0732719 up 10.45792 10.3559 0.169025 0.218899 0.102015 1.009851
1608329_at 6.729224 6.77735 6.532795 6.514055 16 2.75044 2.760721 2.7077 2.703556 0.0120882 9.01266 0.03595679 5578 1.035231 up 2.755581 2.705628 0.00727 0.002931 0.0499527 1.018463
1608330_aVvi.6220 Transcr ibed locus, weakly similar to XP_472247.1 OSJNBa0072D21.10 [Oryza sativa (japonic 149.1107 150.099 253.7117 199.7557 16 7.22024 7.22977 7.987046 7.642093 0.0760131 3.416927 0.11412824 11056 1.5047922 down 7.225005 7.81457 0.006739 0.243919 -0.5895645 0.924556
1608331_aVvi.8510 Transcr ibed locus, moderately similar to NP_194311.1 xyloglucan:xyloglucosyl transferase, p 125.6463 214.8279 142.204 159.7408 16 6.973224 7.747037 7.151818 7.319589 0.7830536 0.314294 0.81069195 16035 1.0900749 up 7.360131 7.235704 0.547169 0.118632 0.1244275 1.017196
1608332_aVvi.14643 Transcr ibed locus 4.743406 4.772591 4.547559 4.559992 16 2.245923 2.254772 2.185092 2.189031 0.0058055 13.06725 0.03002726 3207 1.044843 up 2.250348 2.187062 0.006257 0.002785 0.0632861 1.028937
1608333_aVvi.11572 Transcr ibed locus, moderately similar to XP_465742.1 putative 40S ribosomal protein S8 [Ory    695.3567 706.2261 1098.413 1110.451 16 9.441609 9.463986 10.10121 10.11693 4.34E-04 47.99084 0.01871624 381 1.5760027 down 9.452798 10.10907 0.015823 0.011119 -0.65627 0.935081
1608334_aVvi.2884 Transcr ibed locus 4.034102 4.011559 3.861557 3.877587 16 2.012248 2.004163 1.949183 1.955159 0.0079524 11.14678 0.03158117 4177 1.0396043 up 2.008205 1.952171 0.005717 0.004226 0.0560344 1.028704
1608335_aVvi.9438 Transcr ibed locus, weakly similar to NP_189304.2 protein kinase family protein [Arabidopsis t 5.211425 5.159897 5.002997 4.896267 16 2.381678 2.367342 2.322793 2.291682 0.0591288 3.927783 0.09376786 10468 1.0477341 up 2.37451 2.307237 0.010137 0.021999 0.0672726 1.029157
1608336_aVvi.15442 Transcr ibed locus 3.852684 3.863875 3.739214 3.727844 16 1.945864 1.950048 1.902735 1.898341 0.0040687 15.62951 0.02864669 2352 1.0334138 up 1.947956 1.900538 0.002959 0.003107 0.047418 1.02495
1608337_aVvi.1178 Transcr ibed locus, moderately similar to NP_195570.1 heavy-metal-associated domain-conta 414.9565 374.1908 495.0205 562.0969 16 8.696816 8.54763 8.951345 9.134675 0.0706258 3.560538 0.1077891 10877 1.3386575 down 8.622223 9.04301 0.105491 0.129634 -0.420787 0.953468
1608338_aVvi.2862 Transcr ibed locus 1031.242 1057.02 1086.857 1106.015 16 10.01017 10.04579 10.08595 10.11116 0.08375 3.234526 0.12282834 11319 1.0501343 down 10.02798 10.09855 0.025187 0.017825 -0.070574 0.993011
1608339_aVvi.14520 Transcr ibed locus 4.038508 4.040752 3.893343 3.897065 16 2.013822 2.014624 1.961009 1.962388 2.30E-04 65.8674 0.01787539 213 1.0370781 up 2.014223 1.961699 5.67E-04 9.75E-04 0.0525245 1.026775
1608340_aVvi.15185 Transcr ibed locus 5.176707 5.206597 4.937357 4.946273 16 2.372035 2.380341 2.303739 2.306342 0.003721 16.34764 0.02823139 2181 1.0505519 up 2.376188 2.30504 0.005873 0.00184 0.0711474 1.030866
1608341_aVvi.7207 Transcr ibed locus, moderately similar to NP_175926.1 TATA-binding protein-associated fact 254.9488 255.4386 259.683 277.4462 16 7.994064 7.996833 8.020608 8.116064 0.2664275 1.526503 0.321666 13750 1.0518204 down 7.995448 8.068337 0.001958 0.067498 -0.0728885 0.990966
1608342_at 9.432345 9.509427 8.446663 8.263091 8 3.237616 3.249358 3.078382 3.046682 0.0086122 10.70594 0.03220978 4435 1.1336348 up 3.243487 3.062532 0.008303 0.022415 0.1809559 1.059087
1608343_at 409.3659 427.8154 484.6772 473.463 16 8.677247 8.740845 8.92088 8.887108 0.0324576 5.414578 0.06051508 8903 1.144683 down 8.709045 8.903994 0.04497 0.023881 -0.194949 0.978105
1608344_aVvi.15588 Transcr ibed locus 4.649152 4.69123 4.45384 4.452845 16 2.216968 2.229966 2.15505 2.154728 0.0088679 10.54841 0.03257991 4517 1.0486827 up 2.223467 2.154889 0.009191 2.28E-04 0.0685783 1.031825
1608345_aVvi.534 Transcr ibed locus 2101.556 2107.896 1266.363 1184.99 16 11.03724 11.04159 10.30648 10.21066 0.0037509 16.28205 0.02823139 2202 1.7181399 up 11.03942 10.25857 0.003073 0.067753 0.780847 1.076117
1608346_aVvi.8380 Transcr ibed locus, weakly similar to XP_475397.1 putative protein kinase [Oryza sativa (japon 110.7644 96.4105 117.1116 143.8186 16 6.79135 6.591118 6.87174 7.168106 0.2074583 1.837964 0.25970617 13261 1.2558717 down 6.691234 7.019923 0.141585 0.209562 -0.328689 0.953178
1608347_aVvi.1370 Transcr ibed locus, weakly similar to NP_198644.1 serine/threonine protein kinase (PR5K) [Ar 7968.801 8295.911 5892.959 5903.505 16 12.96015 13.01818 12.52478 12.52736 0.003911 15.94334 0.02847866 2277 1.378501 up 12.98917 12.52607 0.041038 0.001824 0.4631 1.036971
1608348_aVvi.7001 Transcr ibed locus, weakly similar to NP_198382.1 expressed protein [Arabidopsis thaliana] 638.3108 608.4922 494.7817 411.146 16 9.318115 9.249095 8.950648 8.683507 0.0774251 3.381693 0.11568817 11108 1.38178 up 9.283606 8.817078 0.048805 0.188897 0.466528 1.052912
1608349_at 9.296247 9.851921 8.248401 9.117312 16 3.216648 3.300405 3.044114 3.188609 0.2307843 1.702431 0.28444552 13469 1.1035601 up 3.258527 3.116362 0.059225 0.102173 0.1421652 1.045619
1608350_at 412.0948 428.7256 360.0854 353.6087 16 8.686832 8.743911 8.492195 8.46601 0.0172066 7.524724 0.04163794 6859 1.1779424 up 8.715372 8.479103 0.04036 0.018516 0.236269 1.027865
1608351_at 26.22137 23.7244 28.74333 24.65912 16 4.712671 4.5683 4.845155 4.624049 0.5498997 0.712826 0.5973979 15281 1.0674113 down 4.640486 4.734602 0.102086 0.156346 -0.094116 0.980122
1608352_aVvi.1312 Transcr ibed locus, strongly similar to NP_915902.1 putative transcr iption factor HBP-1b [Ory 333.6707 326.9803 438.533 390.6262 16 8.382281 8.35306 8.776542 8.609645 0.0615788 3.841255 0.09673841 10567 1.253032 down 8.36767 8.693093 0.020663 0.118014 -0.325423 0.962565
1608353_aVvi.14921 Transcr ibed locus 4.535669 4.567006 4.398295 4.414318 16 2.181315 2.191249 2.136944 2.142191 0.0141504 8.317033 0.0381374 6158 1.0329101 up 2.186282 2.139567 0.007024 0.00371 0.0467148 1.021834
1608354_aVvi.12422 Transcr ibed locus 6.461211 6.562071 4.226733 4.468088 16 2.691805 2.714151 2.079543 2.159658 0.0050433 14.02805 0.02943507 2839 1.498353 up 2.702978 2.1196 0.015801 0.05665 0.5833777 1.27523
1608355_aVvi.2748 Transcr ibed locus, weakly similar to NP_173500.1 expressed protein [Arabidopsis thaliana] 201.9072 182.9829 190.3947 203.1709 16 7.657548 7.515565 7.572849 7.666551 0.7343685 0.389658 0.7667916 15899 1.0232393 down 7.586556 7.6197 0.100397 0.066257 -0.0331436 0.99565
1608356_aVvi.14463 Transcr ibed locus 218.9536 221.0186 352.8436 328.4054 16 7.774481 7.788024 8.462885 8.359334 0.0068027 12.06244 0.03073394 3672 1.5474117 down 7.781253 8.41111 0.009576 0.073222 -0.629857 0.925116
1608357_aVvi.2519 Transcr ibed locus, moderately similar to XP_473045.1 OSJNBa0067K08.22 [Oryza sativa (jap 2286.507 2289.556 3373.71 3080.672 16 11.15893 11.16085 11.72012 11.58903 0.0171108 7.546315 0.04152938 6837 1.4090123 down 11.15989 11.65458 0.001359 0.092696 -0.494684 0.957555
1608358_aVvi.14971 Transcr ibed locus 514.1646 495.9081 569.3242 557.9496 16 9.006086 8.953929 9.153107 9.123991 0.0337051 5.308265 0.06206433 9015 1.1161584 down 8.980007 9.138549 0.036881 0.020588 -0.158542 0.982651
1608359_aVvi.946 Transcr ibed locus, strongly similar to NP_916709.1 S-adenosylmethionine:2-demethylmenaq 4411.821 4744.878 6122.275 5936.291 16 12.10716 12.21216 12.57985 12.53535 0.0199198 6.978999 0.04490264 7364 1.3176274 down 12.15966 12.5576 0.074244 0.031471 -0.397942 0.968311
1608360_aVvi.1356 Transcr ibed locus, weakly similar to NP_189092.1 expressed protein [Arabidopsis thaliana] 254.0816 238.6227 230.4148 237.5224 16 7.989148 7.898588 7.84809 7.891919 0.2797433 1.468338 0.33542523 13845 1.0525312 up 7.943868 7.870005 0.064035 0.030992 0.073863 1.009385
1608361_aVvi.1144 Transcr ibed locus, moderately similar to NP_189290.1 expressed protein [Arabidopsis thalian 497.109 495.3492 269.3511 197.3584 16 8.957418 8.952302 8.073344 7.624674 0.03878 4.929139 0.06842444 9408 2.1522589 up 8.954861 7.849009 0.003618 0.317258 1.105852 1.140891
1608362_aVvi.9482 Transcr ibed locus, weakly similar to NP_176500.1 rhomboid family protein [Arabidopsis thalia 324.0526 328.525 308.065 327.8707 16 8.340084 8.359859 8.267091 8.356983 0.4964316 0.824294 0.54791445 15041 1.0266435 up 8.349972 8.312037 0.013983 0.063564 0.0379355 1.004564
1608363_aVvi.2188 Transcr ibed locus, strongly similar to NP_565370.1 UNC-50 family protein [Arabidopsis thali 665.0062 711.9188 703.4934 714.2067 16 9.377224 9.475569 9.458393 9.480198 0.484075 0.851739 0.53598857 14993 1.0301819 down 9.426396 9.469296 0.06954 0.015418 -0.0428995 0.99547
1608364_aVvi.15213 Transcr ibed locus 3.239168 3.246488 3.140454 3.158576 13 1.695623 1.69888 1.650973 1.659274 0.0110163 9.448669 0.03501216 5222 1.0296313 up 1.697251 1.655124 0.002303 0.00587 0.0421277 1.025453
1608365_at 542.3615 669.3654 356.8351 383.0565 16 9.083111 9.38665 8.479114 8.581413 0.0479763 4.399534 0.07997823 9958 1.6297114 up 9.23488 8.530264 0.214635 0.072337 0.704616 1.082602
1608366_at 331.4769 306.5185 313.3385 303.6098 16 8.372765 8.25983 8.291578 8.246075 0.5171538 0.779769 0.5670555 15140 1.0334518 up 8.316298 8.268827 0.079856 0.032176 0.0474715 1.005741
1608367_at 4.382572 4.418264 4.263166 4.188264 16 2.131778 2.14348 2.091925 2.066352 0.0532242 4.159582 0.08657973 10204 1.0413753 up 2.137629 2.079139 0.008275 0.018083 0.05849 1.028132
1608368_at 31.80567 24.02064 33.70463 31.41472 16 4.991212 4.586203 5.074875 4.973369 0.3765642 1.127638 0.43234572 14459 1.1772449 down 4.788707 5.024122 0.286385 0.071776 -0.2354145 0.953143
1608369_s_at 8360.116 8541.863 8435.53 9042.438 16 13.02931 13.06034 13.04226 13.1425 0.4603506 0.906508 0.5132801 14889 1.0335139 down 13.04482 13.09238 0.021939 0.070875 -0.047558 0.996368
1608370_aVvi.14761 Transcr ibed locus 4.200509 4.25818 4.033419 4.009295 16 2.070564 2.090237 2.012003 2.003349 0.0211447 6.767465 0.04625212 7588 1.051701 up 2.080401 2.007676 0.013911 0.00612 0.0727245 1.036223
1608371_aVvi.4824 Transcr ibed locus 6.510102 6.586835 6.083817 6.055409 16 2.70268 2.719585 2.604977 2.598224 0.0068346 12.03392 0.03074197 3690 1.0788783 up 2.711133 2.601601 0.011954 0.004775 0.1095322 1.042102
1608372_aVvi.2953 Transcr ibed locus, moderately similar to XP_464932.1 cytochrome c biogenesis protein-like [ 163.3061 177.2517 212.257 223.7646 16 7.351435 7.469656 7.729668 7.805838 0.0366345 5.079959 0.06573506 9251 1.2809439 down 7.410545 7.767753 0.083595 0.05386 -0.3572073 0.954014
1608373_aVvi.12649 Transcr ibed locus, moderately similar to NP_175577.1 mitogen-activated protein kinase kinas     709.776 760.1759 689.2659 688.3962 16 9.47122 9.570189 9.428917 9.427095 0.201946 1.872959 0.25374308 13212 1.0663626 up 9.520704 9.428006 0.069982 0.001288 0.092698 1.009832
1608374_aVvi.10287 Transcr ibed locus 57.88633 62.65685 87.67461 70.32075 16 5.855151 5.9694 6.454087 6.135879 0.1518807 2.263892 0.20010506 12600 1.3037865 down 5.912275 6.294983 0.080786 0.225008 -0.3827077 0.939204
1608375_x_at 607.5328 593.5322 536.6834 713.5206 16 9.246819 9.213182 9.067927 9.478811 0.8528468 0.210396 0.87271714 16223 1.030517 down 9.230001 9.273369 0.023784 0.290539 -0.0433685 0.995323
1608376_aVvi.6888 Transcr ibed locus, moderately similar to NP_175268.1 ribosomal protein L18 family protein [A 497.1281 477.5344 378.0732 332.7197 16 8.957474 8.899461 8.562522 8.378163 0.0417291 4.740754 0.07221039 9593 1.3737545 up 8.928467 8.470343 0.041021 0.130361 0.458124 1.054086
1608377_at 8.966454 9.093521 8.248489 7.933049 16 3.164537 3.184839 3.04413 2.987876 0.0337241 5.306688 0.06207871 9018 1.1162697 up 3.174688 3.016003 0.014355 0.039778 0.1586856 1.052615
1608378_aVvi.4643 Transcr ibed locus 6.417498 6.463021 6.144395 6.114176 16 2.682011 2.692209 2.619271 2.612158 0.0074969 11.48437 0.03126786 3979 1.0507325 up 2.68711 2.615715 0.007211 0.00503 0.0713954 1.027295
1608379_at 3602.668 3538.608 3146.031 3063.293 16 11.81485 11.78897 11.61932 11.58087 0.0129318 8.708145 0.03684102 5826 1.1501456 up 11.80191 11.60009 0.018303 0.027188 0.2018165 1.017398
1608380_aVvi.3398 Transcr ibed locus, strongly similar to NP_180441.1 histone H4 [Arabidopsis thaliana] 117.3061 137.0966 1035.055 1204.469 16 6.874134 7.099048 10.01549 10.23418 0.0024888 20.00754 0.0265546 1555 8.804522 down 6.986591 10.12484 0.159038 0.154637 -3.1382447 0.690045
1608381_aVvi.2864 Transcr ibed locus, weakly similar to NP_564930.1 expressed protein [Arabidopsis thaliana] 469.7998 532.9448 150.862 163.0427 16 8.875902 9.057842 7.237086 7.349105 0.004049 15.66767 0.02864669 2338 3.190487 up 8.966872 7.293096 0.128651 0.07921 1.6737764 1.229502
1608382_aVvi.11108 Transcr ibed locus 4.930034 4.984229 5.012421 4.78511 16 2.301598 2.31737 2.325508 2.258552 0.6622463 0.507478 0.7006508 15691 1.0121717 up 2.309484 2.29203 0.011153 0.047345 0.0174541 1.007615
1608383_aVvi.11345 Transcr ibed locus, moderately similar to XP_478354.1 putative PS60 [Oryza sativa (japonica c 9.268597 19.97055 291.2648 357.2679 16 3.212351 4.319802 8.186188 8.480863 0.015376 7.971221 0.03936953 6483 23.71041 down 3.766076 8.333525 0.783086 0.208367 -4.5674487 0.451919
1608384_aVvi.7628 Transcr ibed locus, moderately similar to NP_195950.1 adenosine kinase 2 (ADK2) [Arabidop 8116.107 7998.74 12246.43 12237.66 16 12.98657 12.96556 13.58007 13.57904 3.04E-04 57.36474 0.01827131 267 1.5193906 down 12.97607 13.57956 0.01486 7.30E-04 -0.603492 0.955559
1608385_aVvi.9391 Transcr ibed locus, weakly similar to NP_921728.1 putative pol polyprotein [Oryza sativa (japon 4.387316 4.413275 4.255848 4.290417 16 2.133339 2.14185 2.089447 2.101118 0.0279207 5.858565 0.05460534 8487 1.0297629 up 2.137594 2.095282 0.006018 0.008253 0.0423122 1.020194
1608386_at 14.19647 14.53021 13.13705 13.64565 16 3.82746 3.860984 3.715569 3.770369 0.0876104 3.152312 0.12746546 11410 1.0727046 up 3.844222 3.742969 0.023705 0.038749 0.1012528 1.027051
1608387_aVvi.5943 Transcr ibed locus, weakly similar to NP_194136.1 short-chain dehydrogenase/reductase (SD 4.79841 4.815867 4.594039 4.615337 16 2.262557 2.267796 2.199763 2.206436 0.004637 14.63415 0.02926091 2627 1.0439671 up 2.265176 2.2031 0.003705 0.004718 0.0620763 1.028177
1608388_at 4.942575 4.966228 4.809823 4.758166 16 2.305263 2.312151 2.265984 2.250406 0.0272697 5.931075 0.05380694 8413 1.0356325 up 2.308707 2.258195 0.00487 0.011016 0.0505121 1.022368
1608389_aVvi.5267 Transcr ibed locus, weakly similar to XP_467614.1 putative NHL repeat-containing protein [Or 5.695976 5.7385 6.05251 5.614059 16 2.509943 2.520674 2.597534 2.489044 0.6588116 0.513315 0.6974614 15681 1.0195838 down 2.515308 2.543289 0.007588 0.076714 -0.0279803 0.988998
1608390_sVvi.7776 Transcr ibed locus, moderately similar to NP_191771.1 tRNA synthetase class II (G, H, P and 2559.565 2565.607 2757.815 2765.199 16 11.32168 11.32509 11.42931 11.43317 5.68E-04 41.94027 0.02028033 464 1.0776247 down 11.32338 11.43124 0.002405 0.002728 -0.107855 0.990565
1608391_aVvi.2956 Transcr ibed locus, moderately similar to NP_917156.1 florfenicol resistance protein-like [Ory 14.4655 18.97605 28.27962 23.0487 16 3.854544 4.246108 4.821691 4.526613 0.1259163 2.544677 0.17143366 12193 1.5409559 down 4.050326 4.674152 0.276877 0.208651 -0.6238257 0.866537
1608392_aVvi.9402 Transcr ibed locus, moderately similar to NP_564528.1 leucine-rich repeat transmembrane pr 19.00126 21.33804 194.5116 176.2121 16 4.248023 4.415356 7.603713 7.461169 0.001177 29.12218 0.02320216 841 9.194377 down 4.331689 7.532441 0.118322 0.100793 -3.2007516 0.575071
1608393_aVvi.13449 Transcr ibed locus, moderately similar to NP_179753.1 glucose-1-phosphate adenylyltransfer        4.437237 4.458119 4.25805 4.270584 16 2.149662 2.156435 2.090193 2.094433 0.0043003 15.20008 0.02906817 2453 1.0429971 up 2.153049 2.092313 0.00479 0.002998 0.0607352 1.029028
1608394_aVvi.15571 Transcr ibed locus 3.261841 3.269908 3.16362 3.17871 16 1.705687 1.70925 1.661576 1.668441 0.0081944 10.9789 0.03166666 4293 1.029868 up 1.707468 1.665009 0.00252 0.004854 0.0424595 1.025501
1608395_aVvi.12004 Transcr ibed locus 4.179018 4.19043 4.015717 4.017613 16 2.063164 2.067098 2.005657 2.006338 0.0011379 29.61943 0.02303836 819 1.0418397 up 2.065131 2.005998 0.002782 4.81E-04 0.0591332 1.029478
1608396_aVvi.10486 Transcr ibed locus, weakly similar to XP_482753.1 unknown protein [Oryza sativa (japonica cu 468.2192 466.3665 472.1572 432.2388 16 8.87104 8.86532 8.883123 8.755685 0.5243505 0.764715 0.5739232 15167 1.0343868 up 8.86818 8.819405 0.004045 0.090113 0.048775 1.00553
1608397_aVvi.5444 Transcr ibed locus, weakly similar to NP_567548.1 pseudo-response regulator 2 (APRR2) (T 83.17857 72.44412 5.629114 5.903752 16 6.37814 6.178797 2.492908 2.561632 7.89E-04 35.58054 0.02212453 588 13.465523 up 6.278468 2.52727 0.140957 0.048595 3.7511982 2.484289
1608398_aVvi.8483 Transcr ibed locus, strongly similar to NP_912523.1 Putative beta tubulin [Oryza sativa (japon  4.395245 4.412618 4.277827 4.24623 16 2.135944 2.141635 2.096878 2.086182 0.0160367 7.801338 0.04015109 6630 1.0332998 up 2.138789 2.09153 0.004024 0.007563 0.0472589 1.022595
1608399_aVvi.2137 Transcr ibed locus 118.8384 128.3313 158.7208 118.7013 16 6.892858 7.00373 7.310348 6.891192 0.5546905 0.70335 0.6017363 15303 1.1114756 down 6.948294 7.10077 0.078399 0.296388 -0.1524763 0.978527
1608400_aVvi.7747 Transcr ibed locus, moderately similar to NP_200469.1 mitogen-activated protein kinase kinas 1136.353 1182.499 1394.668 1477.359 16 10.1502 10.20762 10.44571 10.52881 0.0257955 6.10516 0.05217556 8207 1.2382871 down 10.17891 10.48726 0.040608 0.058759 -0.308346 0.970598
1608401_aVvi.5404 Transcr ibed locus 4.138228 4.155878 4.006425 4.012435 16 2.049013 2.055153 2.002316 2.004478 0.0044403 14.95693 0.02923224 2520 1.0343225 up 2.052083 2.003397 0.004342 0.001529 0.048686 1.024302
1608402_x_at 13.14365 13.32293 11.19584 10.48725 12 3.716294 3.735839 3.484891 3.390565 0.0267871 5.986501 0.0532598 8349 1.2212334 up 3.726067 3.437728 0.013821 0.066699 0.2883389 1.083875
1608403_aVvi.4279 Transcr ibed locus 6.849569 6.958829 6.440044 6.37761 16 2.776013 2.798844 2.687071 2.673016 0.0152282 8.010719 0.03921612 6445 1.0772743 up 2.787429 2.680043 0.016144 0.009938 0.1073857 1.040069
1608404_aVvi.12225 Transcr ibed locus 5.042572 5.027129 4.847066 4.826802 16 2.33416 2.329735 2.277112 2.271068 0.0041645 15.44749 0.0288901 2389 1.0409186 up 2.331947 2.27409 0.003129 0.004274 0.0578572 1.025442
1608405_aVvi.11672 Transcr ibed locus, moderately similar to NP_195721.2 expressed protein [Arabidopsis thalian 247.987 237.2424 269.4448 264.1787 16 7.954121 7.890218 8.073846 8.04537 0.0590939 3.92905 0.09373948 10465 1.099951 down 7.922169 8.059608 0.045186 0.020135 -0.137439 0.982947
1608406_aVvi.106 Transcr ibed locus, strongly similar to NP_563953.1 tobamovirus multiplication protein 3, puta 868.0176 876.7224 780.4399 762.4955 16 9.76158 9.775976 9.608144 9.574585 0.0104256 9.717 0.03445698 5021 1.130855 up 9.768778 9.591364 0.010179 0.02373 0.177414 1.018497
1608407_at 171.7554 132.8111 252.7722 199.1081 16 7.424212 7.053231 7.981693 7.637408 0.1527452 2.255703 0.20102061 12614 1.4853773 down 7.238721 7.809551 0.262323 0.243446 -0.5708296 0.926906
1608408_aVvi.10902 Transcr ibed locus, weakly similar to NP_175561.1 ABC transporter family protein [Arabidopsi  30.85395 51.95302 34.09801 35.48005 16 4.947383 5.699136 5.091616 5.148936 0.6441681 0.538465 0.68444663 15624 1.1510762 up 5.323259 5.120276 0.531569 0.040532 0.2029834 1.039643
1608409_aVvi.4740 Transcr ibed locus 6.274003 6.372966 5.889413 5.839443 16 2.649386 2.671965 2.558124 2.545831 0.0136977 8.456264 0.03759891 6047 1.0782549 up 2.660676 2.551977 0.015966 0.008693 0.1086983 1.042594
1608410_aVvi.7498 GO:004687Putative metallothionein-like protein (grip24 gene) 675.1312 754.5502 795.913 799.8397 16 9.399024 9.559473 9.636467 9.643567 0.1832284 2.002023 0.23370908 13015 1.1178825 down 9.479248 9.640017 0.113455 0.005021 -0.160769 0.983323
1608411_at 4.649716 4.662568 4.525033 4.813928 16 2.217143 2.221125 2.177928 2.267215 0.9456832 0.076929 0.95372576 16461 1.0023857 down 2.219134 2.222571 0.002816 0.063135 -0.0034378 0.998453
1608412_aVvi.8128 Transcr ibed locus, moderately similar to NP_178319.1 plant defensin-fusion protein, putative 288.8071 271.5145 398.4738 466.66 16 8.173963 8.084886 8.638341 8.866228 0.0364807 5.091269 0.06558947 9233 1.5399259 down 8.129424 8.752285 0.062987 0.161141 -0.622861 0.928834
1608413_at 7.093933 7.060261 6.458123 6.512399 16 2.826586 2.819722 2.691115 2.703189 0.0030238 18.14401 0.02766159 1806 1.091265 up 2.823154 2.697152 0.004854 0.008538 0.1260014 1.046716
1608414_x_at 4.881378 4.922055 4.685926 4.711057 16 2.287288 2.299261 2.228334 2.236051 0.0133236 8.576601 0.03722824 5940 1.0432479 up 2.293275 2.232193 0.008466 0.005457 0.0610821 1.027364
1608415_aVvi.13067 Transcr ibed locus, weakly similar to NP_197800.1 RNA polymerase sigma subunit SigE (sig 1767.04 1892.363 16.66041 17.74982 16 10.78712 10.88597 4.058352 4.149732 9.99E-05 100.0226 0.01626668 101 106.337296 up 10.83655 4.104042 0.0699 0.064616 6.732504 2.640457
1608416_aVvi.12132 Transcr ibed locus 6.229086 6.244348 5.904894 5.92876 16 2.63902 2.642551 2.561911 2.56773 0.0020011 22.32117 0.02553182 1299 1.0540658 up 2.640786 2.564821 0.002496 0.004115 0.0759649 1.029618
1608417_aVvi.11760 Transcr ibed locus 3.450537 3.464284 3.349273 3.355506 16 1.786821 1.792557 1.743848 1.74653 0.0050239 14.05528 0.02943507 2830 1.0313256 up 1.789689 1.745189 0.004056 0.001897 0.0444999 1.025499
1608418_aVvi.6361 Transcr ibed locus 4.951994 4.993272 4.732096 4.825583 16 2.30801 2.319986 2.242479 2.270703 0.0644895 3.744738 0.10030489 10673 1.0405934 up 2.313998 2.256591 0.008468 0.019958 0.0574064 1.025439
1608419_aVvi.4160 Transcr ibed locus 4.163065 4.188072 4.037883 4.025414 16 2.057646 2.066286 2.013599 2.009137 0.009108 10.40651 0.03284354 4603 1.0356941 up 2.061966 2.011368 0.006109 0.003155 0.050598 1.025156
1608420_aVvi.830 Transcr ibed locus, moderately similar to XP_469701.1 putative cop-coated vesicle membrane 6399.492 6940.364 8085.547 8000.454 16 12.64374 12.7608 12.98113 12.96587 0.0442371 4.595298 0.07542617 9736 1.2068353 down 12.70227 12.9735 0.08277 0.010794 -0.271228 0.979094
1608421_aVvi.322 Transcr ibed locus 1047.706 1183.997 1088.577 1084.306 16 10.03302 10.20945 10.08823 10.08256 0.7240051 0.406088 0.7574474 15868 1.025155 up 10.12123 10.08539 0.124756 0.004011 0.035842 1.003554
1608422_aVvi.11044 Transcr ibed locus, moderately similar to NP_192259.1 ankyrin repeat family protein [Arabidop 26.81955 21.00301 81.81929 62.14698 16 4.745213 4.392524 6.354369 5.957613 0.0268472 5.979517 0.05331548 8359 3.004494 down 4.568869 6.155991 0.249389 0.280549 -1.587122 0.742183
1608423_aVvi.7767 Transcr ibed locus, weakly similar to NP_191645.1 guanine nucleotide exchange family protein 1114.054 1086.012 1381.124 1364.583 16 10.1216 10.08482 10.43163 10.41425 0.004023 15.71847 0.02864461 2330 1.2480893 down 10.10321 10.42294 0.026008 0.012291 -0.3197215 0.969325
1608424_aVvi.12395 Transcr ibed locus, weakly similar to NP_565644.1 expressed protein [Arabidopsis thaliana] 331.8494 339.6544 333.1656 355.6933 16 8.374385 8.407924 8.380096 8.47449 0.5455476 0.721502 0.59357315 15257 1.0253657 down 8.391154 8.427293 0.023716 0.066747 -0.036139 0.995712
1608425_aVvi.6688 Transcr ibed locus, moderately similar to NP_909185.1 putative ribosomal protein L26 [Oryza 10203.9 10799.49 13288.12 13653.46 16 13.31683 13.39868 13.69785 13.73698 0.0155343 7.929534 0.03952951 6523 1.283122 down 13.35776 13.71741 0.057871 0.027667 -0.359658 0.973781
1608426_aVvi.14703 Transcr ibed locus 5.403177 5.420349 5.153059 5.202721 16 2.433808 2.438386 2.365429 2.379266 0.0128172 8.747782 0.03674546 5789 1.0451783 up 2.436097 2.372348 0.003237 0.009784 0.0637491 1.026872
1608427_aVvi.15463 Transcr ibed locus 3.938511 3.952902 3.861993 3.842963 16 1.97765 1.982912 1.949346 1.942219 0.0160866 7.78893 0.04020934 6641 1.024201 up 1.980281 1.945782 0.003721 0.005039 0.0344989 1.01773
1608428_aVvi.14023 Transcr ibed locus 3.90014 3.939162 3.812963 3.826459 16 1.963526 1.977889 1.930913 1.93601 0.0394012 4.887737 0.0692284 9448 1.026153 up 1.970707 1.933461 0.010156 0.003604 0.0372459 1.019264
1608429_aVvi.7021 Transcr ibed locus, weakly similar to NP_172670.1 IQ domain-containing protein / BAG domai 223.7832 227.9723 84.94386 64.53215 16 7.805957 7.832715 6.408437 6.011946 0.0149071 8.098497 0.03885992 6363 3.0507083 up 7.819336 6.210192 0.01892 0.280362 1.6091443 1.259113
1608430_aVvi.6351 Transcr ibed locus 7.033749 7.077368 6.675383 6.744905 16 2.814294 2.823213 2.738851 2.753798 0.014133 8.322242 0.03812753 6153 1.0514855 up 2.818753 2.746324 0.006307 0.010569 0.0724289 1.026373
1608431_aVvi.14946 Transcr ibed locus 5.844522 5.48563 5.848412 5.731031 16 2.547085 2.455657 2.548045 2.518795 0.5730416 0.667732 0.6182905 15386 1.0224631 down 2.501371 2.53342 0.064649 0.020683 -0.0320487 0.98735
1608432_sVvi.7662 Transcr ibed locus, weakly similar to XP_507300.1 PREDICTED OJ1191_A10.109 gene prod 385.294 320.5144 476.4428 488.6809 16 8.589816 8.324245 8.896159 8.932749 0.0761847 3.412595 0.1143183 11063 1.3730862 down 8.457031 8.914454 0.187787 0.025873 -0.4574225 0.948688
1608433_aVvi.7230 Transcr ibed locus, moderately similar to NP_190864.1 peroxiredoxin type 2, putative [Arabidop  390.3696 380.4263 636.6484 675.6754 16 8.608697 8.571473 9.314353 9.400187 0.0036973 16.40028 0.02823081 2172 1.7019448 down 8.590085 9.357269 0.026321 0.060693 -0.767184 0.918012
1608434_aVvi.15669 Transcr ibed locus 5.082666 5.197736 4.917289 4.932482 16 2.345585 2.377883 2.297863 2.302314 0.0633555 3.781574 0.09893972 10630 1.0436558 up 2.361734 2.300088 0.022838 0.003147 0.061646 1.026802
1608435_s_at 5.337095 5.371928 5.064737 5.063509 13 2.416055 2.42544 2.340488 2.340138 0.0033909 17.12903 0.02783547 2016 1.0573367 up 2.420747 2.340313 0.006636 2.47E-04 0.0804348 1.034369
1608436_aVvi.7547 Transcr ibed locus 325.9507 292.4778 150.9296 159.8906 16 8.34851 8.192184 7.237732 7.320941 0.007889 11.192 0.03149151 4158 1.9875762 up 8.270347 7.279337 0.110539 0.058838 0.9910105 1.13614
1608437_sVvi.1417 Transcr ibed locus, moderately similar to XP_469506.1 unknown protein [Oryza sativa] 188.3322 207.7733 121.8733 140.0687 16 7.557136 7.698867 6.929238 7.129991 0.0396713 4.870037 0.06957039 9466 1.5140226 up 7.628001 7.029614 0.100219 0.141953 0.5983866 1.085124
1608438_aVvi.3874 Transcr ibed locus, weakly similar to NP_193898.2 double-stranded RNA-binding domain (Ds   222.7044 228.542 276.739 271.4835 16 7.798986 7.836316 8.112382 8.084721 0.00677 12.0918 0.03073394 3654 1.2149526 down 7.817651 8.098551 0.026396 0.01956 -0.2809 0.965315
1608439_aVvi.10850 Transcr ibed locus, weakly similar to NP_922089.1 putative DNA ligase [Oryza sativa (japonic 128.5683 103.3065 136.7043 152.89 16 7.006392 6.690788 7.094914 7.256351 0.2063159 1.845115 0.25849038 13250 1.2544392 down 6.84859 7.175633 0.223166 0.114153 -0.3270425 0.954423
1608440_aVvi.3454 Transcr ibed locus, weakly similar to NP_176221.1 glycosyl transferase family 20 protein / treh 335.0227 317.2159 250.3133 216.3267 16 8.388115 8.309321 7.967592 7.757068 0.0494677 4.327573 0.08178281 10041 1.4009337 up 8.348719 7.86233 0.055715 0.148863 0.486389 1.061863
1608441_aVvi.4348 Transcr ibed locus, weakly similar to NP_190071.1 protein kinase-related [Arabidopsis thalian 409.8262 419.9909 564.5766 573.0319 16 8.678868 8.714214 9.141026 9.162472 0.0020559 22.02076 0.02556811 1333 1.3709803 down 8.696541 9.151749 0.024993 0.015165 -0.455208 0.95026
1608442_aVvi.21 GO:000848Ornithine aminotransferase 1074.106 1027.519 794.5925 737.1937 16 10.06892 10.00495 9.634071 9.5259 0.0183895 7.272108 0.04316485 7071 1.372637 up 10.03694 9.579986 0.045235 0.076489 0.45695 1.047698
1608443_aVvi.11710 Transcr ibed locus, moderately similar to NP_567672.1 expressed protein [Arabidopsis thalian 338.8829 335.518 10.48899 14.01053 16 8.404643 8.390246 3.390803 3.80844 0.0018912 22.96243 0.02530472 1238 27.815613 up 8.397445 3.599622 0.01018 0.295314 4.7978232 2.332869
1608444_aVvi.6970 Transcr ibed locus, moderately similar to NP_197131.2 Rad21/Rec8-like family protein [Arabid 340.4634 361.5183 327.3549 325.2924 16 8.411356 8.497925 8.354712 8.345593 0.1383851 2.400704 0.185041 12415 1.0751123 up 8.45464 8.350153 0.061213 0.006447 0.104487 1.012513
1608445_at 896.1522 894.8275 727.09 897.0567 12 9.8076 9.805466 9.50599 9.809055 0.42912 0.983329 0.48398444 14719 1.1088089 up 9.806533 9.657522 0.001509 0.2143 0.149011 1.01543
1608446_at 6.822877 6.874081 6.437167 6.431103 16 2.77038 2.781167 2.686426 2.685066 0.003626 16.5615 0.02818367 2133 1.0643903 up 2.775774 2.685746 0.007627 9.61E-04 0.0900273 1.03352
1608447_aVvi.10973 Transcr ibed locus 2016.302 2092.873 2602.02 2573.86 16 10.9775 11.03127 11.34542 11.32972 0.0069927 11.8957 0.0308693 3759 1.2597901 down 11.00438 11.33757 0.038023 0.0111 -0.333183 0.970612
1608448_aVvi.2127 Transcr ibed locus, weakly similar to XP_483191.1 heat shock protein 82 [Oryza sativa (japonic  3186.583 3382.849 4239.364 3951.289 16 11.63779 11.72402 12.04963 11.94811 0.0411824 4.774173 0.0716227 9545 1.2465672 down 11.68091 11.99887 0.060973 0.071788 -0.317961 0.973501
1608449_aVvi.1845 Transcr ibed locus, moderately similar to NP_175159.1 bacterial transferase hexapeptide repe 2894.017 2842.55 2860.93 2889.954 16 11.49886 11.47297 11.48227 11.49683 0.8294225 0.244821 0.8523722 16154 1.0025231 down 11.48591 11.48955 0.018305 0.010297 -0.003636 0.999684
1608450_aVvi.2561 Transcr ibed locus, moderately similar to NP_172843.1 calcineurin-like phosphoesterase fami 230.0052 253.5235 303.3131 304.3042 16 7.845523 7.985976 8.244664 8.249371 0.0421659 4.714509 0.07270852 9627 1.2581182 down 7.91575 8.247017 0.099315 0.003328 -0.3312675 0.959832
1608451_at 88.73895 89.72373 85.84883 86.26093 16 6.471496 6.487417 6.423727 6.430636 0.026467 6.024089 0.05293393 8300 1.0368992 up 6.479457 6.427181 0.011258 0.004885 0.0522758 1.008134
1608452_aVvi.15745 Transcr ibed locus 3.959812 3.976885 3.832113 3.834026 16 1.985432 1.991639 1.93814 1.93886 0.0038761 16.01539 0.02840516 2264 1.0352901 up 1.988535 1.9385 0.004389 5.09E-04 0.0500351 1.025811
1608453_aVvi.15383 Transcr ibed locus 3.847989 3.963844 3.848864 4.538621 16 1.944105 1.9869 1.944433 2.182254 0.5030828 0.809805 0.55426246 15068 1.070171 down 1.965502 2.063344 0.030261 0.168165 -0.0978412 0.952581
1608454_aVvi.8085 Transcr ibed locus, moderately similar to NP_182083.1 protein kinase family protein [Arabidop 468.1137 508.9206 1149.142 915.2259 16 8.870715 8.991297 10.16634 9.837984 0.0256395 6.124443 0.05196766 8190 2.1011183 down 8.931006 10.00216 0.085264 0.232183 -1.0711575 0.892907
1608455_aVvi.3321 Transcr ibed locus, weakly similar to NP_192096.1 tolB protein-related [Arabidopsis thaliana] 468.9044 499.1126 358.3562 332.0383 16 8.87315 8.963222 8.48525 8.375206 0.02058 6.86266 0.0455805 7494 1.4024584 up 8.918186 8.430228 0.06369 0.077813 0.487958 1.057882
1608456_aVvi.5148 Transcr ibed locus, weakly similar to NP_564126.1 cysteine endopeptidase, papain-type (XCP 9.653399 9.206105 5.8878 5.784511 16 3.271037 3.202591 2.557729 2.532195 0.0027758 18.94098 0.0270467 1695 1.615356 up 3.236814 2.544962 0.048399 0.018055 0.691852 1.271852
1608457_aVvi.15847 Transcr ibed locus 8.903544 5.541567 8.726216 8.894398 16 3.15438 2.470294 3.125356 3.152897 0.4405118 0.954632 0.49474877 14781 1.2542195 down 2.812337 3.139127 0.483722 0.019474 -0.3267898 0.895898
1608458_aVvi.14746 Transcr ibed locus 4365.625 4280.751 770.3564 753.5752 16 12.09197 12.06365 9.589382 9.557608 7.22E-05 117.6688 0.0147934 80 5.6738005 up 12.07781 9.573495 0.020028 0.022468 2.504315 1.261588
1608459_aVvi.3709 Transcr ibed locus, weakly similar to NP_189504.2 expressed protein [Arabidopsis thaliana] 14.01954 13.90406 12.27999 9.432242 16 3.809367 3.797434 3.618237 3.237601 0.1873752 1.971946 0.23821144 13058 1.2972726 up 3.803401 3.427919 0.008438 0.26915 0.3754815 1.109536
1608460_aVvi.5334 Transcr ibed locus, weakly similar to XP_469472.1 unknown protein [Oryza sativa] 6.158633 6.117648 5.94115 5.968093 16 2.62261 2.612977 2.570742 2.57727 0.0172016 7.525849 0.04163794 6856 1.0308164 up 2.617794 2.574006 0.006812 0.004616 0.0437876 1.017011
1608461_aVvi.6752 Transcr ibed locus, strongly similar to XP_475366.1 putative ubiquitin-conjugating enzyme E2 6287.446 5870.129 5092.558 4930.148 16 12.61826 12.51918 12.31418 12.26742 0.0367243 5.073389 0.06586335 9256 1.2124478 up 12.56872 12.2908 0.070061 0.033065 0.277923 1.022612
1608462_aVvi.15609 Transcr ibed locus 4.506108 4.526045 4.260241 4.388597 16 2.171882 2.178251 2.090935 2.13376 0.1013443 2.897247 0.14344944 11728 1.0444324 up 2.175067 2.112347 0.004503 0.030282 0.0627191 1.029692
1608463_aVvi.6109 Transcr ibed locus, weakly similar to NP_193165.3 expressed protein [Arabidopsis thaliana] 22.2972 21.83199 20.22625 19.36174 16 4.478791 4.448371 4.338157 4.275137 0.0462846 4.485234 0.07793959 9858 1.1149154 up 4.463581 4.306647 0.02151 0.044562 0.156934 1.03644
1608464_aVvi.11904 Transcr ibed locus, weakly similar to NP_176309.1 SNF2 domain-containing protein / helicase 130.7098 166.4401 139.1473 123.0212 16 7.030223 7.378859 7.120468 6.942763 0.4700277 0.883822 0.52249074 14934 1.1273422 up 7.204541 7.031616 0.246523 0.125656 0.1729253 1.024593
1608465_at 5.583687 5.603988 5.331183 5.284759 16 2.481218 2.486454 2.414456 2.401838 0.008046 11.08094 0.03158655 4227 1.0538645 up 2.483836 2.408147 0.003702 0.008922 0.0756894 1.031431
1608466_aVvi.15481 Transcr ibed locus 634.478 649.6265 917.1749 861.6707 16 9.309426 9.343467 9.841053 9.750993 0.0103468 9.754517 0.03434873 5000 1.3847023 down 9.326447 9.796022 0.02407 0.063682 -0.469575 0.952065
1608467_aVvi.13751 Transcr ibed locus, moderately similar to NP_173165.1 translation initiation factor IF-2, chloro 4.522605 4.514757 5.189968 4.391251 16 2.177154 2.174648 2.375726 2.134632 0.5783536 0.657614 0.6228885 15414 1.0564889 down 2.175901 2.255179 0.001772 0.170479 -0.0792775 0.964846
1608468_at 5.067736 5.096819 4.901644 4.879232 16 2.341341 2.349597 2.293266 2.286654 0.0089551 10.49621 0.03271125 4544 1.0392259 up 2.345469 2.28996 0.005838 0.004675 0.0555092 1.02424
1608469_aVvi.12300 Transcr ibed locus 13.12438 10.86447 9.289047 9.89657 16 3.714177 3.441546 3.215531 3.306928 0.1585489 2.202329 0.20722947 12701 1.24542 up 3.577862 3.26123 0.192779 0.064628 0.3166323 1.09709
1608470_aVvi.604 Transcr ibed locus, weakly similar to NP_851036.1 transporter-related [Arabidopsis thaliana] 1619.546 1619.813 450.0326 443.8209 16 10.66137 10.66161 8.813886 8.793834 2.91E-05 185.269 0.01323349 34 3.6241271 up 10.66149 8.80386 1.68E-04 0.014179 1.857633 1.211002
1608471_aVvi.14650 Transcr ibed locus 6.168144 6.215274 5.808742 5.806314 16 2.624836 2.635818 2.538226 2.537623 0.0035229 16.80346 0.02807851 2082 1.0661446 up 2.630327 2.537924 0.007765 4.27E-04 0.0924032 1.036409
1608472_aVvi.9471 Transcr ibed locus 7.92697 7.984681 7.66384 7.727302 16 2.986769 2.997235 2.938067 2.949965 0.0261925 6.056851 0.05255795 8272 1.0338207 up 2.992002 2.944016 0.0074 0.008413 0.047986 1.0163
1608473_at 20.39338 19.57492 15.29369 12.04038 16 4.350029 4.290934 3.934865 3.589809 0.0858721 3.188676 0.1253869 11369 1.472374 up 4.320481 3.762337 0.041786 0.243991 0.5581441 1.14835
1608474_aVvi.10952 Transcr ibed locus, moderately similar to NP_908533.1 putative shaggy-related protein kinase 23.277 24.09652 78.07893 96.39791 16 4.540834 4.590753 6.286861 6.59093 0.0066977 12.15754 0.03067327 3623 3.6631942 down 4.565793 6.438895 0.035298 0.215009 -1.873102 0.709096
1608475_aVvi.7132 Transcr ibed locus, strongly similar to NP_062613.2 ubiquitin C [Mus musculus] 3.187702 3.258541 3.078013 3.117016 16 1.672517 1.704226 1.622 1.640165 0.0884398 3.135325 0.1284357 11431 1.0405087 up 1.688372 1.631082 0.022422 0.012845 0.0572891 1.035123
1608476_at 9.29762 10.02345 8.010677 7.955023 16 3.216862 3.325307 3.001924 2.991866 0.037254 5.035102 0.06647578 9303 1.2093141 up 3.271084 2.996895 0.076683 0.007112 0.274189 1.091491
1608477_aVvi.12260 Transcr ibed locus 6.937534 6.984366 6.733851 6.521177 16 2.794423 2.804129 2.751432 2.705133 0.0953841 3.001495 0.13647906 11602 1.0504401 up 2.799276 2.728282 0.006863 0.032738 0.0709939 1.026021
1608478_aVvi.6704 Transcr ibed locus, strongly similar to NP_196543.1 actin 7 (ACT7) / actin 2 [Arabidopsis tha 4011.16 3940.597 4115.201 4506.193 16 11.9698 11.9442 12.00675 12.13769 0.2262948 1.72708 0.27970114 13431 1.0831388 down 11.957 12.07222 0.018105 0.092593 -0.115218 0.990456
1608479_aVvi.245 Transcr ibed locus, moderately similar to NP_566029.1 armadillo/beta-catenin repeat family pr 221.6096 204.0069 213.8235 206.7938 16 7.791877 7.672474 7.740277 7.692049 0.8268048 0.248693 0.84999776 16148 1.0111613 up 7.732176 7.716163 0.08443 0.034102 0.0160133 1.002075
1608480_aVvi.15044 Transcr ibed locus 5.93529 5.951632 5.65454 5.705296 16 2.569319 2.573285 2.49941 2.512302 0.0104531 9.704014 0.03450609 5028 1.0464087 up 2.571302 2.505856 0.002805 0.009116 0.0654464 1.026117
1608481_aVvi.14780 Transcr ibed locus 9.37118 9.667503 11.49733 15.6753 16 3.228231 3.273143 3.523227 3.970421 0.157942 2.207784 0.20666406 12687 1.410432 down 3.250687 3.746824 0.031758 0.316214 -0.4961372 0.867585
1608482_s_at 7.576297 7.601186 7.336834 7.038905 16 2.921493 2.926225 2.875158 2.815351 0.1199798 2.620428 0.16489278 12079 1.055996 up 2.923859 2.845254 0.003346 0.04229 0.0786042 1.027626
1608483_at 1652.229 1672.928 1611.923 1579.136 16 10.6902 10.70816 10.65457 10.62492 0.0755266 3.429285 0.11353606 11043 1.0420575 up 10.69918 10.63974 0.012701 0.020964 0.059435 1.005586
1608484_aVvi.15750 Transcr ibed locus 48.48554 44.75176 65.47569 82.02703 16 5.599483 5.483872 6.032887 6.358028 0.0631268 3.78912 0.09863821 10624 1.573285 down 5.541678 6.195458 0.081749 0.229909 -0.65378 0.894474
1608485_aVvi.5386 Transcr ibed locus, weakly similar to NP_568382.1 expressed protein [Arabidopsis thaliana] 4.665712 4.702018 4.46963 4.481376 16 2.222097 2.23328 2.160155 2.163942 0.0079912 11.11936 0.03158401 4194 1.0465492 up 2.227689 2.162049 0.007907 0.002678 0.0656402 1.03036
1608486_aVvi.4401 Transcr ibed locus 5.254489 5.245566 5.050658 5.102499 16 2.39355 2.391099 2.336471 2.351204 0.0229082 6.492944 0.04851041 7839 1.0341796 up 2.392324 2.343838 0.001734 0.010418 0.0484867 1.020687
1608487_aVvi.14744 Transcr ibed locus 5.162043 5.196175 4.916711 4.90551 16 2.367942 2.37745 2.297694 2.294403 0.00428 15.23637 0.02901439 2448 1.0545648 up 2.372696 2.296048 0.006723 0.002327 0.0766478 1.033382
1608488_aVvi.14612 Transcr ibed locus 148.579 149.6002 186.7328 185.3923 16 7.215087 7.224968 7.544831 7.534438 5.03E-04 44.57071 0.01952104 426 1.2479907 down 7.220027 7.539635 0.006988 0.007349 -0.3196073 0.95761
1608489_sVvi.2004 Transcr ibed locus, moderately similar to NP_181990.1 acyl carrier protein, mitochondrial / AC 2339.512 2211.171 2563.81 2639.255 16 11.19199 11.1106 11.32407 11.36592 0.0515349 4.232911 0.08449616 10124 1.1436945 down 11.15129 11.345 0.057556 0.029586 -0.193702 0.982926
1608490_sVvi.9104 Transcr ibed locus, moderately similar to NP_176125.1 glutamyl-tRNA reductase 1 / GluTR ( 2367.639 2512.573 527.8947 508.3732 16 11.20923 11.29495 9.044107 8.989744 5.15E-04 44.04207 0.01961565 435 4.7081676 up 11.25209 9.016926 0.060611 0.03844 2.235165 1.247885
1608491_aVvi.5411 Transcr ibed locus, moderately similar to NP_564597.1 syntaxin 81 (SYP81) [Arabidopsis thal 128.0843 134.0284 142.0683 149.6451 16 7.00095 7.066395 7.150441 7.225401 0.0901913 3.100186 0.13037495 11484 1.1128416 down 7.033672 7.187921 0.046277 0.053005 -0.1542483 0.978541
1608492_aVvi.12553 Transcr ibed locus 6.817095 6.834434 6.649369 6.586399 16 2.769157 2.772822 2.733218 2.71949 0.024408 6.283022 0.05049489 8024 1.0314227 up 2.770989 2.726354 0.002591 0.009707 0.0446358 1.016372
1608493_aVvi.7740 Transcr ibed locus, weakly similar to NP_567338.1 pollen Ole e 1 allergen and extensin family  980.2319 1039.407 3322.504 3617.712 16 9.936979 10.02155 11.69806 11.82086 0.0017493 23.87812 0.02497189 1158 3.4347289 down 9.979262 11.75946 0.059797 0.086837 -1.780197 0.848616
1608494_aVvi.14546 Transcr ibed locus 124.8716 116.8178 184.0229 198.0463 16 6.964302 6.868117 7.523742 7.629694 0.0115318 9.231454 0.03544051 5401 1.5806398 down 6.916209 7.576718 0.068013 0.07492 -0.660509 0.912824
1608495_at 676.7863 667.6172 737.1259 741.445 16 9.402556 9.382877 9.525767 9.534196 0.0060261 12.82363 0.03011773 3316 1.0998176 down 9.392717 9.529982 0.013915 0.00596 -0.137265 0.985597
1608496_aVvi.8388 Transcr ibed locus, weakly similar to NP_199127.2 transcr iption initiation factor IID (TFIID) co 29.64139 31.49959 25.72117 25.60168 16 4.889541 4.977261 4.684885 4.678166 0.0291722 5.725956 0.05623329 8611 1.1907544 up 4.933401 4.681525 0.062027 0.00475 0.251876 1.053802
1608497_aVvi.14888 Transcr ibed locus 5.757453 5.282716 7.660714 5.941371 16 2.525431 2.40128 2.937479 2.570796 0.2718813 1.502245 0.32734594 13788 1.2233033 down 2.463355 2.754138 0.087788 0.259284 -0.2907822 0.89442
1608498_aVvi.14377 Transcr ibed locus 4.723392 4.578241 4.429335 4.446653 16 2.239823 2.194794 2.14709 2.15272 0.0970975 2.970596 0.1383583 11650 1.0478292 up 2.217309 2.149905 0.031841 0.003981 0.0674035 1.031352
1608499_sVvi.6647 Transcr ibed locus, strongly similar to XP_467495.1 ATP/ADP translocator [Oryza sativa (jap 4977.054 5273.799 7940.453 6862.186 16 12.28108 12.36463 12.95501 12.74445 0.0432366 4.651837 0.07410374 9685 1.4408083 down 12.32285 12.84973 0.059079 0.148884 -0.526879 0.958997
1608500_aVvi.13467 Transcr ibed locus, moderately similar to NP_921979.1 putative protein kinase [Oryza sativa (j 705.7772 685.8771 568.0307 641.0509 16 9.463069 9.421806 9.149825 9.324295 0.1490563 2.2911 0.19689946 12567 1.1529881 up 9.442438 9.237061 0.029177 0.123369 0.205377 1.022234
1608501_aVvi.6626 Transcr ibed locus, weakly similar to NP_175830.1 haloacid dehalogenase-like hydrolase fami 597.0134 693.8107 699.9412 821.1057 16 9.22162 9.438398 9.45109 9.681424 0.27381 1.493813 0.3294053 13799 1.1779252 down 9.330009 9.566257 0.153286 0.162871 -0.236248 0.975304
1608502_aVvi.2210 Transcr ibed locus, weakly similar to NP_177795.1 12-oxophytodienoate reductase (OPR2) [A 392.5573 377.6429 586.1765 590.2534 16 8.616759 8.560879 9.195191 9.205191 0.0021485 21.53927 0.02580234 1376 1.5277114 down 8.58882 9.200192 0.039514 0.007071 -0.611372 0.933548
1608503_aVvi.5812 Transcr ibed locus, weakly similar to XP_468407.1 putative Arp2/3 complex 41kD subunit [Oryz    175.3383 168.8767 215.5718 196.2661 16 7.453998 7.399827 7.752024 7.616666 0.071672 3.531434 0.10887097 10928 1.1953498 down 7.426912 7.684345 0.038305 0.095712 -0.2574329 0.966499
1608504_aVvi.7111 Transcr ibed locus 176.8433 162.2668 282.3152 247.0748 16 7.466328 7.342224 8.141163 7.948803 0.0304634 5.59768 0.0579527 8726 1.559093 down 7.404276 8.044983 0.087754 0.136019 -0.640707 0.920359
1608505_sVvi.13081 Transcr ibed locus, moderately similar to NP_566330.1 expressed protein [Arabidopsis thalian 2345.745 2096.756 2435.173 2310.161 16 11.19583 11.03394 11.24981 11.17378 0.3917754 1.083645 0.44702786 14549 1.0694772 down 11.11489 11.21179 0.114472 0.053762 -0.096906 0.991357
1608506_aVvi.15152 Transcr ibed locus 4.31567 4.327227 4.161704 4.170063 16 2.109584 2.113443 2.057174 2.060069 0.0020728 21.93049 0.02559611 1343 1.0373423 up 2.111514 2.058622 0.002728 0.002047 0.052892 1.025693
1608507_aVvi.14372 Transcr ibed locus 5.561693 5.622789 5.273576 5.269602 16 2.475524 2.491286 2.398782 2.397694 0.008494 10.78113 0.03209319 4390 1.0608108 up 2.483405 2.398238 0.011145 7.69E-04 0.0851673 1.035512
1608508_at 653.0253 634.9194 480.7772 459.2946 16 9.350995 9.31043 8.909225 8.843276 0.0071783 11.73929 0.03103038 3839 1.3702718 up 9.330712 8.87625 0.028684 0.046633 0.454462 1.0512
1608509_aVvi.991 Transcr ibed locus 249.8918 301.7048 354.5785 354.1681 16 7.96516 8.236994 8.469961 8.46829 0.1136065 2.707845 0.15762101 11965 1.290606 down 8.101077 8.469126 0.192216 0.001181 -0.368049 0.956542
1608510_aVvi.15592 Transcr ibed locus 5.724625 5.763394 5.458508 5.42794 16 2.517181 2.526919 2.448507 2.440405 0.0065967 12.25126 0.03057452 3581 1.055257 up 2.52205 2.444456 0.006885 0.005729 0.0775944 1.031743
1608511_aVvi.1603 Transcr ibed locus, weakly similar to NP_567529.1 ethylene-responsive element-binding prote 743.5457 1085.29 1293.583 1249.132 16 9.538278 10.08386 10.33716 10.28671 0.209023 1.828255 0.26136932 13276 1.415059 down 9.811071 10.31193 0.385788 0.035671 -0.5008625 0.951429
1608512_aVvi.3574 Transcr ibed locus 4.977592 5.020512 4.72271 4.713517 16 2.315448 2.327834 2.239615 2.236804 0.0057443 13.13727 0.02989878 3188 1.0595351 up 2.321641 2.23821 0.008759 0.001988 0.0834315 1.037276
1608513_at 4.59328 4.605326 4.413595 4.423988 16 2.199525 2.203303 2.141954 2.145348 0.0019269 22.74778 0.02532748 1256 1.0408506 up 2.201414 2.143651 0.002672 0.0024 0.057763 1.026946
1608514_aVvi.759 Transcr ibed locus, weakly similar to NP_197039.1 plastocyanin-like domain-containing protei 3.976293 3.993601 3.881805 4.300393 16 1.991424 1.99769 1.956728 2.104468 0.6741308 0.487457 0.7117278 15724 1.0252963 down 1.994557 2.030598 0.004431 0.104468 -0.036041 0.982251
1608515_at 9.259764 9.268468 8.744835 8.841284 16 3.210975 3.212331 3.128431 3.144256 0.0109376 9.48318 0.03495031 5194 1.0535871 up 3.211653 3.136344 9.59E-04 0.01119 0.0753095 1.024012
1608516_aVvi.15102 Transcr ibed locus 5.01617 5.031518 4.800485 4.776657 16 2.326586 2.330994 2.26318 2.256001 0.0036844 16.42908 0.02823081 2163 1.0491343 up 2.32879 2.259591 0.003117 0.005076 0.0691994 1.030625
1608517_aVvi.4611 Transcr ibed locus, moderately similar to XP_482410.1 putative RNA-binding region RNP-1 a 163.8801 197.2429 185.5607 143.4109 16 7.356497 7.623829 7.535747 7.16401 0.6024303 0.612757 0.6456777 15489 1.1021228 up 7.490163 7.349878 0.189032 0.262858 0.140285 1.019087
1608518_aVvi.14819 Transcr ibed locus 4.365239 4.380644 4.284554 4.211113 16 2.126061 2.131143 2.099145 2.074201 0.0810996 3.294183 0.11988392 11230 1.0294889 up 2.128602 2.086673 0.003594 0.017638 0.0419283 1.020093
1608519_aVvi.10749 Transcr ibed locus, moderately similar to NP_180179.2 galactosyltransferase family protein [A 123.6857 102.4614 160.1906 153.2131 16 6.950535 6.678937 7.323646 7.259396 0.0760236 3.41666 0.11412824 11058 1.3916396 down 6.814735 7.291521 0.192049 0.045432 -0.4767856 0.934611
1608520_x_at 8.889845 9.001191 8.181887 8.134427 16 3.152158 3.170116 3.032434 3.024041 0.0055155 13.40924 0.02965942 3085 1.0964956 up 3.161137 3.028237 0.012698 0.005935 0.1329 1.043887
1608521_aVvi.7380 Transcr ibed locus, weakly similar to XP_479403.1 unknown protein [Oryza sativa (japonica cu 34.61263 48.69063 56.6206 48.74915 16 5.113226 5.605572 5.823255 5.607305 0.3165871 1.323903 0.37239468 14113 1.2797662 down 5.359399 5.71528 0.348141 0.152699 -0.3558803 0.937732
1608522_aVvi.7316 Transcr ibed locus, weakly similar to NP_194926.1 expressed protein [Arabidopsis thaliana] 5.01856 5.057628 4.814331 4.773278 16 2.327273 2.338461 2.267335 2.25498 0.0132387 8.604621 0.03713761 5917 1.050961 up 2.332867 2.261158 0.007911 0.008736 0.0717091 1.031713
1608523_aVvi.3592 Transcr ibed locus, weakly similar to NP_567086.1 expressed protein [Arabidopsis thaliana] 391.6602 343.6716 427.975 480.3899 16 8.613459 8.424887 8.741383 8.908062 0.1358832 2.428108 0.18241559 12366 1.2358894 down 8.519173 8.824722 0.133341 0.11786 -0.305549 0.965376
1608524_aVvi.14628 Transcr ibed locus 3.217654 3.228679 3.121128 3.133437 16 1.686009 1.690944 1.642067 1.647746 0.007372 11.58232 0.03113459 3930 1.030661 up 1.688477 1.644907 0.00349 0.004015 0.0435698 1.026488
1608525_aVvi.11513 Transcr ibed locus, weakly similar to NP_193325.1 PP1/PP2A phosphatases pleiotropic regul 951.414 840.9324 1017.682 1009.832 16 9.89393 9.715846 9.991072 9.979899 0.1802419 2.024258 0.23049632 12981 1.133353 down 9.804888 9.985485 0.125924 0.0079 -0.180597 0.981914
1608526_aVvi.5809 Transcr ibed locus, weakly similar to XP_479581.1 putative ascorbate oxidase promoter-bindin 262.4112 219.7476 251.0788 253.016 16 8.035686 7.779703 7.971996 7.983085 0.6402904 0.545199 0.68098027 15609 1.0496048 down 7.907694 7.977541 0.181007 0.007841 -0.0698462 0.991245
1608527_aVvi.7948 Transcr ibed locus, moderately similar to NP_200010.1 sorbitol dehydrogenase, putative / L-id 1045.329 1002.015 540.2706 466.7933 16 10.02974 9.968688 9.077539 8.86664 0.0112312 9.356309 0.03516247 5298 2.0379581 up 9.999214 8.97209 0.043171 0.149128 1.027124 1.11448
1608528_aVvi.7646 Transcr ibed locus, moderately similar to NP_563687.1 photosystem II family protein [Arabidop  121.5826 137.5278 13.10331 8.625491 16 6.925793 7.10358 3.711859 3.108607 0.007525 11.46263 0.03129107 3991 12.1632185 up 7.014686 3.410233 0.125714 0.426564 3.604453 2.056952
1608529_at 194.253 193.6178 173.0168 183.8175 16 7.601793 7.597068 7.434768 7.52213 0.1096518 2.765642 0.15315832 11885 1.0874746 up 7.599431 7.478449 0.003341 0.061774 0.1209816 1.016177
1608530_aVvi.1617 Transcr ibed locus, moderately similar to XP_470955.1 OSJNBa0068L06.8 [Oryza sativa (japo 451.0145 434.0642 203.8421 221.9011 16 8.81703 8.761765 7.671308 7.793773 0.0040161 15.73205 0.02864461 2326 2.0803945 up 8.789397 7.73254 0.039079 0.086596 1.056857 1.136677
1608531_aVvi.5201 Transcr ibed locus, moderately similar to XP_507604.1 PREDICTED P0544G09.31 gene prod 573.7195 549.2603 743.1192 727.5337 16 9.164202 9.101346 9.53745 9.50687 0.0079601 11.1413 0.03158117 4182 1.3098351 down 9.132774 9.52216 0.044446 0.021623 -0.389386 0.959107
1608532_aVvi.4019 Transcr ibed locus 7.2525 7.293191 6.887511 6.892723 16 2.858478 2.86655 2.783983 2.785074 0.0027161 19.14862 0.02698064 1670 1.0555434 up 2.862514 2.784528 0.005708 7.72E-04 0.077986 1.028007
1608533_aVvi.9719 Transcr ibed locus, weakly similar to NP_173136.1 Ras-related GTP-binding protein, putative 113.6035 112.1088 155.9039 200.6143 16 6.827863 6.808755 7.284513 7.64828 0.0707057 3.558293 0.10789052 10879 1.5670888 down 6.818309 7.466396 0.013511 0.257222 -0.648087 0.913199
1608534_aVvi.1900 Transcr ibed locus 181.3735 145.1593 106.3867 106.6067 16 7.50282 7.181493 6.733174 6.736155 0.0633735 3.780981 0.09895855 10631 1.5236087 up 7.342156 6.734664 0.227213 0.002108 0.6074924 1.090204
1608535_at 4.214449 4.233088 4.102439 4.081593 16 2.075344 2.08171 2.036482 2.029132 0.0111187 9.404329 0.0350667 5260 1.0321984 up 2.078528 2.032807 0.004501 0.005197 0.0457205 1.022491
1608536_at 6.798135 6.839068 6.322448 6.299734 16 2.765139 2.7738 2.660483 2.655291 0.0020412 22.10011 0.02553182 1323 1.0804125 up 2.769469 2.657887 0.006124 0.003672 0.1115823 1.041982
1608537_at 264.7921 255.2497 263.3019 278.4591 16 8.048717 7.995765 8.040574 8.121322 0.3480429 1.215957 0.40426832 14292 1.041532 down 8.022241 8.080948 0.037442 0.057097 -0.058707 0.992735
1608538_aVvi.5021 Transcr ibed locus 174.6516 335.2163 641.1408 670.2301 16 7.448336 8.388948 9.324497 9.388513 0.0927677 3.050235 0.13343698 11541 2.7091916 down 7.918642 9.356504 0.665113 0.045266 -1.437862 0.846325
1608539_at 6.645577 6.711115 6.284238 6.196212 16 2.732395 2.746553 2.651738 2.631387 0.015653 7.898706 0.03968097 6548 1.0702227 up 2.739473 2.641562 0.010011 0.014391 0.0979111 1.037066
1608540_aVvi.3200 Transcr ibed locus, strongly similar to XP_462686.1 OSJNBa0093F12.16 [Oryza sativa (japon 3075.76 3131.53 3815.018 4140.277 16 11.58673 11.61265 11.89747 12.01551 0.027503 5.904795 0.05404851 8447 1.2805849 down 11.59969 11.95649 0.018332 0.083466 -0.3568025 0.970158
1608541_s_at 2.245851 2.259584 2.186757 2.200264 16 1.167262 1.176057 1.128793 1.137677 0.0254538 6.147622 0.05173555 8167 1.0269917 up 1.17166 1.133235 0.006219 0.006282 0.0384246 1.033907
1608542_aVvi.8420 Transcr ibed locus, moderately similar to NP_200555.1 expressed protein [Arabidopsis thalian 352.9521 356.7997 465.3967 418.8362 16 8.463328 8.478971 8.862317 8.710242 0.0541055 4.122659 0.08765215 10247 1.2441239 down 8.471149 8.78628 0.011061 0.107533 -0.315131 0.964134
1608543_aVvi.12774 Transcr ibed locus, moderately similar to NP_850733.1 BTB/POZ domain-containing protein [ 183.1682 176.1163 164.3495 164.1226 16 7.517026 7.460385 7.360623 7.35863 0.0449702 4.555047 0.07633898 9779 1.0935956 up 7.488706 7.359626 0.040051 0.001409 0.1290793 1.017539
1608544_aVvi.15091 Transcr ibed locus 3.477487 3.495513 3.37706 3.399165 16 1.798045 1.805504 1.755768 1.765181 0.0204939 6.877519 0.04550574 7475 1.029041 up 1.801775 1.760474 0.005275 0.006656 0.0413005 1.02346
1608545_aVvi.1039 Transcr ibed locus, moderately similar to NP_196846.1 transaldolase, putative [Arabidopsis th 16.78927 14.98586 16.96616 18.19001 16 4.069468 3.90553 4.084589 4.185075 0.265112 1.532448 0.32031065 13740 1.1075196 down 3.987499 4.134831 0.115922 0.071055 -0.1473322 0.964368
1608546_aVvi.10304 Transcr ibed locus 402.2815 355.7192 273.8401 261.6863 16 8.652061 8.474595 8.09719 8.031694 0.0341152 5.274571 0.06256972 9051 1.413122 up 8.563328 8.064442 0.125488 0.046312 0.498886 1.061862
1608547_aVvi.10457 Transcr ibed locus 482.8895 388.918 248.8664 280.9868 16 8.915549 8.603322 7.959228 8.134358 0.0576822 3.981358 0.09198492 10409 1.6388032 up 8.759436 8.046793 0.220778 0.123836 0.712643 1.088562
1608548_s_at 1251.816 1241.879 982.0245 967.0803 16 10.28981 10.27831 9.939615 9.917492 0.0012274 28.51674 0.02331889 869 1.2794325 up 10.28406 9.928554 0.008131 0.015644 0.355504 1.035806
1608549_at 3.654386 3.672586 3.527068 3.539971 16 1.869629 1.876796 1.81847 1.823737 0.0072059 11.71649 0.03103321 3854 1.0367795 up 1.873213 1.821104 0.005068 0.003725 0.0521091 1.028614
1608550_aVvi.2836 Transcr ibed locus 14.18528 14.26871 17.08715 12.85175 16 3.826323 3.834783 4.09484 3.683893 0.8016655 0.286172 0.8279987 16073 1.0416087 down 3.830553 3.889366 0.005982 0.290584 -0.0588134 0.984878
1608551_aVvi.10646 Transcr ibed locus, moderately similar to NP_200533.1 expressed protein [Arabidopsis thalian 455.0228 454.3033 422.4283 434.7284 16 8.829795 8.827512 8.722563 8.76397 0.0542193 4.117954 0.08780231 10251 1.0609717 up 8.828653 8.743267 0.001614 0.02928 0.085386 1.009766
1608552_aVvi.15015 Transcr ibed locus 3.55257 3.578172 3.449642 3.468032 16 1.828863 1.839223 1.786447 1.794117 0.0210096 6.789889 0.04608898 7567 1.0307976 up 1.834043 1.790282 0.007325 0.005424 0.043761 1.024444
1608553_aVvi.11591 Transcr ibed locus 6.37612 6.367695 6.145985 6.194162 16 2.672679 2.670771 2.619644 2.630909 0.0147918 8.130738 0.03877961 6328 1.0327195 up 2.671725 2.625277 0.001349 0.007966 0.0464484 1.017693
1608554_at 10.63952 12.14828 11.54621 12.13305 16 3.411362 3.60268 3.529347 3.600871 0.6268509 0.568796 0.66823906 15572 1.0410855 down 3.507021 3.565109 0.135282 0.050575 -0.0580885 0.983706
1608555_aVvi.6383 Transcr ibed locus, weakly similar to NP_569023.1 expressed protein [Arabidopsis thaliana] 125.4481 146.3776 123.6182 123.1456 16 6.970947 7.193552 6.949748 6.944221 0.3483635 1.214918 0.4045276 14296 1.0982945 up 7.082249 6.946984 0.157405 0.003908 0.1352647 1.019471
1608556_aVvi.5510 Transcr ibed locus, weakly similar to NP_564348.1 expressed protein [Arabidopsis thaliana] 79.4705 75.86398 71.508 88.05086 16 6.312347 6.245343 6.160033 6.460266 0.8575534 0.203525 0.8771009 16231 1.0219357 down 6.278845 6.310149 0.047379 0.212297 -0.031304 0.995039
1608557_aVvi.1658 Transcr ibed locus, moderately similar to NP_190841.1 ubiquinol-cytochrome C reductase UQ 2973.794 3014.988 3046.975 2859.746 16 11.53809 11.55794 11.57316 11.48167 0.7029157 0.440007 0.7380348 15811 1.0143795 up 11.54801 11.52742 0.014035 0.064694 0.020598 1.001787
1608558_sVvi.618 Transcr ibed locus, moderately similar to NP_908456.1 unnamed protein product [Oryza sativa  1498.516 1221.553 70.49575 68.1025 16 10.54932 10.2545 6.139464 6.089636 0.0012137 28.67807 0.02331889 862 19.526463 up 10.40191 6.11455 0.208468 0.035234 4.287359 1.701173
1608559_aVvi.8608 Transcr ibed locus, weakly similar to NP_194828.2 expressed protein [Arabidopsis thaliana] 6.719368 6.732855 6.591937 6.491726 16 2.748326 2.751218 2.720702 2.698602 0.0692423 3.599995 0.1061068 10833 1.0281991 up 2.749772 2.709652 0.002045 0.015627 0.0401196 1.014806
1608560_at 740.7979 727.9941 813.2945 803.5956 16 9.532936 9.507783 9.667634 9.650326 0.0119126 9.080073 0.03580126 5523 1.1008519 down 9.520359 9.658979 0.017786 0.012239 -0.13862 0.985649
1608561_aVvi.1271 Transcr ibed locus 4.393566 4.393945 4.211808 4.224675 16 2.135392 2.135517 2.07444 2.07884 0.0013977 26.72026 0.02397054 966 1.0416095 up 2.135455 2.07664 8.80E-05 0.003112 0.0588146 1.028322
1608562_aVvi.6825 Transcr ibed locus, strongly similar to NP_201420.1 ferredoxin--NADP(+) reductase, putative 833.3566 735.2587 138.6166 128.5406 16 9.70279 9.522108 7.114956 7.006081 0.0017039 24.19466 0.02493529 1129 5.864188 up 9.61245 7.060518 0.127762 0.076986 2.5519317 1.361437
1608563_aVvi.10831 Transcr ibed locus 9.719527 9.22681 8.80442 8.662589 16 3.280886 3.205832 3.138228 3.114798 0.097008 2.97219 0.1382783 11646 1.0843617 up 3.243359 3.126513 0.053071 0.016567 0.116846 1.037373
1608564_aVvi.1543 Transcr ibed locus, moderately similar to NP_178101.2 expressed protein [Arabidopsis thalian 464.9299 464.4215 414.3867 433.7951 16 8.860869 8.859291 8.694834 8.76087 0.0570973 4.003579 0.09131394 10380 1.0959857 up 8.860081 8.727852 0.001116 0.046695 0.132229 1.01515
1608565_aVvi.2944 Transcr ibed locus, weakly similar to NP_193056.1 expressed protein [Arabidopsis thaliana] 168.3375 148.7998 232.3556 210.3678 16 7.395214 7.217228 7.86019 7.71677 0.0518348 4.21964 0.08490144 10134 1.3969295 down 7.306221 7.78848 0.125855 0.101413 -0.4822593 0.93808
1608566_sVvi.2445 Transcr ibed locus, weakly similar to NP_171656.1 heavy-metal-associated domain-containing 10.13848 10.28285 10.04848 9.826925 16 3.34177 3.362169 3.328906 3.29674 0.1761514 2.055536 0.22619423 12928 1.0275055 up 3.351969 3.312823 0.014424 0.022744 0.0391462 1.011817
1608567_aVvi.924 Transcr ibed locus 5.317965 5.358742 5.06833 5.065296 16 2.410874 2.421894 2.341511 2.340647 0.0053436 13.62505 0.02951134 3005 1.0535842 up 2.416384 2.341079 0.007792 6.11E-04 0.0753057 1.032167
1608568_aVvi.9598 Transcr ibed locus 4.529681 4.552182 4.385127 4.372236 16 2.17941 2.186558 2.132618 2.128371 0.0062158 12.62463 0.03025465 3406 1.0370528 up 2.182984 2.130495 0.005055 0.003003 0.0524893 1.024637
1608569_sVvi.5198 Transcr ibed locus, weakly similar to NP_188415.2 tetratricoredoxin (TDX) [Arabidopsis thalia 24.3833 25.15069 25.32769 22.94118 16 4.607822 4.652526 4.662643 4.519867 0.6547428 0.520259 0.6939062 15664 1.0273434 up 4.630174 4.591255 0.031611 0.100958 0.0389187 1.008477
1608570_aVvi.13221 Transcr ibed locus, moderately similar to XP_464287.1 putative heme activated protein [Oryza 5.050039 4.688175 4.321435 4.677189 16 2.336294 2.229026 2.111511 2.225642 0.2824948 1.456753 0.33823586 13865 1.0822878 up 2.282661 2.168576 0.07585 0.080703 0.1140843 1.052608
1608571_sVvi.11457 Transcr ibed locus, weakly similar to NP_568699.1 protease inhibitor/seed storage/lipid transf 4.392488 4.414505 4.272031 4.226098 16 2.135038 2.142252 2.094922 2.079326 0.0267 5.996659 0.05315032 8339 1.0363568 up 2.138645 2.087124 0.0051 0.011028 0.051521 1.024685
1608572_aVvi.7735 Transcr ibed locus, moderately similar to NP_192881.1 eukaryotic translation initiation factor 3 881.1606 949.4519 1353.617 1266.054 16 9.783261 9.890951 10.4026 10.30612 0.0189795 7.15494 0.04383667 7187 1.4312321 down 9.837107 10.35436 0.076148 0.068222 -0.517257 0.950045
1608573_aVvi.14697 Transcr ibed locus 11.3658 10.27399 10.15988 9.88356 16 3.506628 3.360925 3.344812 3.305031 0.2861818 1.441449 0.34178764 13900 1.078372 up 3.433776 3.324921 0.103027 0.028129 0.108855 1.032739
1608574_aVvi.11444 Transcr ibed locus, weakly similar to NP_909074.1 unknown protein [Oryza sativa (japonica cu 4.702591 4.699546 4.450345 4.455634 16 2.233456 2.232521 2.153917 2.155631 1.56E-04 80.14994 0.0168302 148 1.0557108 up 2.232988 2.154774 6.61E-04 0.001212 0.0782147 1.036298
1608575_aVvi.10925 Transcr ibed locus 447.0075 472.313 389.197 384.8456 16 8.804155 8.883599 8.604357 8.588136 0.0257717 6.108085 0.05214657 8204 1.187256 up 8.843878 8.596247 0.056175 0.01147 0.247631 1.028807
1608576_aVvi.12172 Transcr ibed locus, weakly similar to XP_474474.1 OSJNBb0020J19.6 [Oryza sativa (japonica 25.02653 24.12914 38.59029 40.65431 16 4.645386 4.592705 5.270166 5.345336 0.0044117 15.00564 0.02920871 2506 1.611837 down 4.619045 5.307751 0.037251 0.053154 -0.6887057 0.870245
1608577_s_at 14147.87 14924.59 16214.49 18553.76 16 13.7883 13.8654 13.985 14.17942 0.1346594 2.44177 0.18108007 12345 1.1936333 down 13.82685 14.08221 0.054522 0.137482 -0.25536 0.981866
1608578_aVvi.6480 Transcr ibed locus, moderately similar to NP_915202.1 putative RecA protein [Oryza sativa (ja  129.5126 115.9149 208.3697 238.8582 16 7.016948 6.856922 7.703002 7.900011 0.0208736 6.812688 0.04593627 7543 1.8207983 down 6.936935 7.801506 0.113155 0.139306 -0.864571 0.889179
1608579_aVvi.1600 Transcr ibed locus, weakly similar to NP_193283.2 UDP-glucoronosyl/UDP-glucosyl transfer 4.160179 4.205254 4.960233 4.165745 16 2.056646 2.072193 2.310408 2.058574 0.4416659 0.95177 0.4954752 14798 1.086789 down 2.064419 2.184491 0.010994 0.178073 -0.1200719 0.945034
1608580_aVvi.14361 Transcr ibed locus 2.868651 2.86834 2.78635 2.802993 16 1.520373 1.520216 1.478376 1.486968 0.0127928 8.756283 0.03674486 5779 1.0264207 up 1.520294 1.482672 1.11E-04 0.006075 0.0376222 1.025375
1608581_at 4.428234 4.435779 4.263944 4.272053 16 2.146731 2.149187 2.092188 2.09493 0.0011424 29.56079 0.02307341 821 1.0384272 up 2.147959 2.093559 0.001737 0.001938 0.0544002 1.025985
1608582_aVvi.11662 Transcr ibed locus, weakly similar to XP_468054.1 putative zinc finger protein [Oryza sativa (ja 17.37011 23.18749 60.16957 53.10984 16 4.118535 4.535275 5.910962 5.730907 0.0223128 6.582024 0.04776128 7755 2.816746 down 4.326905 5.820934 0.294679 0.127318 -1.4940293 0.743335
1608583_aVvi.437 Transcr ibed locus, moderately similar to NP_564204.1 aldehyde dehydrogenase, mitochondria   719.9418 704.371 567.1186 503.6635 16 9.491736 9.460192 9.147507 8.976316 0.041458 4.757247 0.07195842 9564 1.3324229 up 9.475964 9.061912 0.022305 0.12105 0.414052 1.045691
1608584_at 6.21264 6.255345 5.880535 5.880812 16 2.635207 2.645089 2.555947 2.556015 0.0034294 17.03233 0.02789059 2040 1.0600753 up 2.640148 2.555981 0.006988 4.80E-05 0.0841668 1.032929
1608585_x_Vvi.8067 GO:004573Putative proline-rich cell wall protein (grip3 gene) 17521.78 17880.38 22899.74 21715.94 16 14.09686 14.12609 14.48305 14.40647 0.0147868 8.132143 0.03877961 6324 1.2598749 down 14.11148 14.44476 0.020667 0.054149 -0.333281 0.976927
1608586_aVvi.5798 Transcr ibed locus, weakly similar to NP_181250.1 peroxidase 21 (PER21) (P21) (PRXR5) [A 1211.96 1445.853 6924.297 6080.615 16 10.24313 10.49771 12.75745 12.57 0.0047174 14.50797 0.02932456 2668 4.901795 down 10.37042 12.66373 0.180014 0.132547 -2.29331 0.818907
1608587_aVvi.3222 Transcr ibed locus, moderately similar to NP_179379.1 calcium-dependent protein kinase fam 638.895 791.869 694.2264 547.6183 16 9.319435 9.629118 9.439262 9.097027 0.4659951 0.893216 0.5187027 14914 1.1535912 up 9.474277 9.268145 0.218979 0.241997 0.206132 1.022241
1608588_at 16.00014 17.37008 12.86117 12.2221 16 4.000013 4.118532 3.684949 3.61142 0.0275928 5.894776 0.05416756 8456 1.3296882 up 4.059273 3.648185 0.083806 0.051993 0.4110882 1.112683
1608589_aVvi.15079 Transcr ibed locus 4.574544 4.605612 4.387483 4.407664 16 2.193628 2.203393 2.133394 2.140014 0.008987 10.47733 0.03272825 4557 1.0437717 up 2.19851 2.136704 0.006905 0.004682 0.0618062 1.028926
1608590_aVvi.8753 Transcr ibed locus, moderately similar to XP_475368.1 'GTP cyclohydrolase II/3,4-dihydroxy-2 269.7329 275.9281 301.6916 256.3343 16 8.075388 8.108149 8.236931 8.001883 0.8374894 0.232921 0.8591732 16182 1.0193422 down 8.091768 8.119407 0.023165 0.166204 -0.027639 0.996596
1608591_aVvi.1935 Transcr ibed locus, moderately similar to NP_187354.1 DEAD/DEAH box helicase, putative [A 123.1976 100.5455 127.8178 131.601 16 6.94483 6.651705 6.997944 7.040027 0.2745304 1.490683 0.33007783 13807 1.1653137 down 6.798267 7.018986 0.207271 0.029757 -0.2207183 0.968554
1608592_aVvi.12092 Transcr ibed locus 8.723321 10.38601 8.286107 8.126443 16 3.124878 3.376569 3.050694 3.022624 0.2329946 1.690525 0.28674394 13489 1.1599512 up 3.250723 3.036659 0.177973 0.019849 0.2140642 1.070493
1608593_aVvi.4915 Transcr ibed locus, moderately similar to NP_190628.2 transducin family protein / WD-40 repe    437.7204 489.1097 445.6177 422.4384 16 8.773866 8.934014 8.799663 8.722597 0.4059297 1.044416 0.46143413 14604 1.0664458 up 8.85394 8.761129 0.113242 0.054494 0.092811 1.010593
1608594_aVvi.13757 Transcr ibed locus, moderately similar to NP_567566.1 transducin family protein / WD-40 repe 999.526 1014.491 1169.627 1135.794 16 9.9651 9.986541 10.19183 10.14949 0.0145147 8.209716 0.03846332 6264 1.1445961 down 9.975821 10.17066 0.015161 0.029944 -0.194838 0.980843
1608595_aVvi.12980 Transcr ibed locus, moderately similar to NP_181868.1 electron transfer flavoprotein-ubiquino 17.44532 17.70187 16.84962 15.28831 16 4.124768 4.14583 4.074644 3.934357 0.2064837 1.844061 0.25864214 13253 1.0948998 up 4.135299 4.0045 0.014893 0.099198 0.1307986 1.032663
1608596_aVvi.11004 Transcr ibed locus 5.211248 4.972943 11.43148 11.83018 16 2.381629 2.3141 3.51494 3.5644 0.0012309 28.4764 0.02331889 874 2.2843843 down 2.347865 3.53967 0.04775 0.034974 -1.1918054 0.6633
1608597_at 344.7394 332.3313 198.8772 211.0986 16 8.429362 8.376478 7.635734 7.721773 0.0048271 14.34102 0.02932456 2731 1.6519454 up 8.40292 7.678754 0.037395 0.060839 0.724166 1.094308
1608598_aVvi.782 Transcr ibed locus, moderately similar to NP_198112.2 AMP-binding protein, putative [Arabid  5.309941 5.304321 5.183955 5.160101 16 2.408696 2.407168 2.374053 2.3674 0.0083125 10.89968 0.03181278 4337 1.0261245 up 2.407932 2.370726 0.00108 0.004705 0.0372057 1.015694
1608599_aVvi.15628 Transcr ibed locus 3.337182 3.350407 3.239963 3.25883 16 1.73863 1.744337 1.695977 1.704354 0.0147126 8.153067 0.03874717 6302 1.0290533 up 1.741483 1.700166 0.004035 0.005923 0.0413177 1.024302
1608600_at 6.575864 6.604985 6.227004 6.224287 16 2.717181 2.723555 2.638538 2.637909 0.0015169 25.64672 0.02468923 1019 1.0585907 up 2.720368 2.638223 0.004508 4.45E-04 0.0821448 1.031136
1608601_aVvi.1023 Transcr ibed locus, moderately similar to NP_177742.2 maoC-like dehydratase domain-contai 2501.855 2386.76 2022.956 1951.044 16 11.28878 11.22084 10.98225 10.93003 0.0199657 6.970725 0.04495729 7372 1.2300098 up 11.25481 10.95614 0.048044 0.036924 0.2986695 1.02726
1608602_aVvi.2406 Transcr ibed locus, weakly similar to NP_566346.1 KOW domain-containing transcr iption fact 89.62898 82.20477 94.10927 96.85156 16 6.485893 6.36115 6.556265 6.597704 0.1446494 2.335005 0.19182599 12518 1.1122359 down 6.423522 6.576984 0.088206 0.029302 -0.1534629 0.976667
1608603_aVvi.547 Transcr ibed locus, weakly similar to NP_200227.1 quercetin 3-O-methyltransferase 1 / flavon 79.80462 87.44451 451.4178 390.3018 16 6.3184 6.450296 8.818319 8.608446 0.0028198 18.79183 0.0270467 1723 5.0246906 down 6.384348 8.713383 0.093264 0.148403 -2.329035 0.732706
1608604_aVvi.7053 Transcr ibed locus, moderately similar to XP_479487.1 putative 60S ribosomal protein L22 [Or 7408.012 7067.968 7510.98 7923.874 16 12.85487 12.78708 12.87478 12.95199 0.2138538 1.798877 0.26650652 13321 1.0661519 down 12.82097 12.91339 0.047936 0.054593 -0.092413 0.992844
1608605_at 180.1748 198.5503 227.3281 198.4576 16 7.493253 7.63336 7.828632 7.632687 0.2991542 1.389496 0.3546275 14004 1.1229959 down 7.563307 7.73066 0.099071 0.138554 -0.1673525 0.978352
1608606_aVvi.2926 Transcr ibed locus, strongly similar to NP_563902.1 thylakoid lumenal protein-related [Arabido 413.7795 355.0049 8.377104 8.453866 16 8.692719 8.471695 3.066452 3.079611 4.04E-04 49.76336 0.01871624 351 45.543564 up 8.582207 3.073031 0.156287 0.009305 5.5091756 2.79275
1608607_aVvi.12804 Transcr ibed locus, moderately similar to NP_187365.1 expressed protein [Arabidopsis thalian 374.5474 416.0651 215.7229 211.7765 16 8.549005 8.700665 7.753036 7.726399 0.0074814 11.49636 0.03124492 3971 1.8469157 up 8.624835 7.739717 0.10724 0.018835 0.885118 1.114361
1608608_aVvi.15615 Transcr ibed locus 7.283259 7.360811 6.966101 6.695781 16 2.864584 2.879865 2.800351 2.743252 0.0767703 3.397915 0.11499964 11082 1.0720873 up 2.872224 2.771802 0.010805 0.040375 0.1004223 1.03623
1608609_aVvi.15719 Transcr ibed locus 297.9561 305.7324 345.0319 329.274 16 8.218956 8.256125 8.430586 8.363145 0.0537367 4.138004 0.08719634 10230 1.1167642 down 8.237541 8.396866 0.026283 0.047688 -0.159325 0.981026
1608610_x_at 57.47858 57.87487 56.11335 57.72723 16 5.844953 5.854865 5.810272 5.85118 0.4582555 0.911485 0.51139057 14876 1.0133852 up 5.849909 5.830726 0.007009 0.028926 0.019183 1.00329
1608611_aVvi.14787 Transcr ibed locus 10.16382 11.22864 7.753494 8.54563 16 3.345371 3.489111 2.954847 3.095187 0.0597634 3.904874 0.09454857 10493 1.3124152 up 3.417241 3.025017 0.10164 0.099236 0.3922242 1.12966
1608612_aVvi.3676 Transcr ibed locus 5.250857 5.276147 5.038832 5.056595 16 2.392553 2.399485 2.333089 2.338166 0.0050226 14.05702 0.02943507 2827 1.0427485 up 2.396019 2.335628 0.004902 0.00359 0.0603912 1.025857
1608613_aVvi.12470 Transcr ibed locus 18.16003 20.20145 17.32618 20.17057 16 4.182694 4.336387 4.114882 4.33418 0.8181941 0.26147 0.84244967 16123 1.0245634 up 4.259541 4.224531 0.108677 0.155067 0.0350096 1.008287
1608614_aVvi.13172 Transcr ibed locus, moderately similar to NP_850759.1 fructose-bisphosphate aldolase, putati 18855.73 19572.68 22251.99 21105.11 16 14.20272 14.25655 14.44165 14.36531 0.0652081 3.721877 0.10118565 10698 1.1280575 down 14.22963 14.40348 0.03807 0.053981 -0.173841 0.987931
1608615_aVvi.2604 Transcr ibed locus, moderately similar to NP_191703.1 cysteine synthase, putative / O-acetyls 1991.283 1782.233 2495.482 2740.362 16 10.95948 10.79947 11.2851 11.42015 0.0456335 4.519445 0.07711483 9823 1.3881373 down 10.87948 11.35263 0.113146 0.095493 -0.47315 0.958322
1608616_aVvi.5665 Transcr ibed locus 9.693613 9.730909 9.155849 9.072702 16 3.277035 3.282575 3.194694 3.181532 0.006009 12.84205 0.03011773 3309 1.0656192 up 3.279805 3.188113 0.003917 0.009307 0.091692 1.028761
1608617_aVvi.14404 Transcr ibed locus 4.080358 4.107774 3.967706 3.980634 16 2.028696 2.038357 1.988305 1.992998 0.0153297 7.983527 0.03931774 6472 1.0301644 up 2.033526 1.990652 0.006831 0.003318 0.0428745 1.021538
1608618_aVvi.162 Transcr ibed locus 3.949453 3.977639 3.809983 4.098612 16 1.981653 1.991912 1.929785 2.035136 0.9423456 0.081672 0.9510423 16449 1.0030006 up 1.986783 1.98246 0.007255 0.074494 0.0043226 1.00218
1608619_at 7.703198 7.907285 7.068375 7.095425 16 2.945458 2.983182 2.821379 2.826889 0.0179933 7.353968 0.04268484 6997 1.1020472 up 2.96432 2.824134 0.026676 0.003897 0.1401861 1.049639
1608620_aVvi.15502 Transcr ibed locus 3.650169 3.664795 3.548961 3.557662 16 1.867963 1.873733 1.827397 1.830929 0.00652 12.32376 0.03048215 3546 1.0293152 up 1.870848 1.829163 0.00408 0.002498 0.0416849 1.022789
1608621_at 4.282885 4.320122 4.113954 4.131113 16 2.098583 2.111072 2.040526 2.046531 0.0125366 8.847009 0.03649785 5700 1.043405 up 2.104827 2.043528 0.008831 0.004246 0.0612994 1.029997
1608622_aVvi.2367 Transcr ibed locus 86.05409 63.5889 16.78076 19.40316 16 6.427172 5.990703 4.068736 4.27822 0.0138502 8.408617 0.03771986 6095 4.0995326 up 6.208938 4.173478 0.30863 0.148127 2.0354596 1.487713
1608623_s_at 6.150366 5.993639 39.48269 26.77443 16 2.620672 2.583432 5.303148 4.742784 0.013188 8.621484 0.03712028 5895 5.3551025 down 2.602052 5.022966 0.026333 0.396237 -2.4209142 0.518031
1608624_aVvi.9638 Transcr ibed locus, weakly similar to NP_175981.2 cellulose synthase family protein [Arabidop 174.9945 144.1771 194.1169 204.4524 16 7.451166 7.171699 7.600782 7.675621 0.1524042 2.258925 0.20063953 12609 1.2542021 down 7.311432 7.638202 0.197613 0.052919 -0.3267697 0.957219
1608625_aVvi.15136 Transcr ibed locus 3.591373 3.621252 3.485406 3.49998 16 1.844536 1.856489 1.801327 1.807347 0.0203622 6.900413 0.0453946 7446 1.032524 up 1.850512 1.804337 0.008452 0.004257 0.0461752 1.025591
1608626_aVvi.14275 Transcr ibed locus 110.9295 101.47 66.04993 65.81501 16 6.7935 6.664909 6.045486 6.040345 0.0086768 10.66546 0.03230533 4458 1.6091388 up 6.729204 6.042915 0.090928 0.003635 0.6862887 1.113569
1608627_aVvi.12531 Transcr ibed locus 6.921489 6.856325 6.359822 6.594506 16 2.791082 2.777436 2.668986 2.721265 0.0808736 3.2994 0.11962419 11223 1.063731 up 2.784259 2.695126 0.00965 0.036966 0.0891332 1.033072
1608628_aVvi.8955 Transcr ibed locus, strongly similar to XP_482125.1 putative Peptidyl-prolyl cis- trans isomera 137.3146 118.702 58.43605 62.95062 16 7.101341 6.891201 5.868787 5.976149 0.0118592 9.100871 0.03574548 5507 2.1049755 up 6.996271 5.922468 0.148592 0.075916 1.0738033 1.18131
1608629_aVvi.8210 Transcr ibed locus 151.2697 156.9887 127.9407 132.5328 16 7.240979 7.294517 6.999331 7.050206 0.0223267 6.579906 0.04777985 7756 1.1834346 up 7.267748 7.024768 0.037857 0.035974 0.24298 1.034589
1608630_aVvi.656 Transcr ibed locus, strongly similar to NP_197053.1 UDP-glucose 6-dehydrogenase, putative 2895.925 2877.571 4028.038 4171.449 16 11.49981 11.49064 11.97586 12.02633 0.0025608 19.72299 0.0266497 1590 1.419984 down 11.49522 12.0011 0.006486 0.035689 -0.505875 0.957848
1608631_sVvi.7100 Transcr ibed locus, weakly similar to NP_175970.1 alkaline alpha galactosidase, putative [Arab 6.999548 6.973207 6.666277 6.663708 16 2.807262 2.801822 2.736881 2.736325 0.0016154 24.85012 0.02492374 1071 1.048218 up 2.804542 2.736603 0.003846 3.93E-04 0.0679387 1.024826
1608632_aVvi.2916 Transcr ibed locus, weakly similar to XP_464852.1 putative pre-mRNA splicing factor [Oryza s 711.89 734.7233 859.188 877.9843 16 9.475511 9.521057 9.74683 9.778051 0.0107489 9.567411 0.03483154 5121 1.2009344 down 9.498283 9.762441 0.032206 0.022077 -0.264158 0.972941
1608633_sVvi.454 Putative hypersensitive-induced response protein (HIR) 1739.075 1699.304 1211.172 1101.047 16 10.76411 10.73073 10.24219 10.10466 0.0148592 8.111846 0.03884924 6349 1.4886378 up 10.74742 10.17342 0.023601 0.097247 0.5739925 1.056421
1608634_aVvi.6490 Transcr ibed locus, weakly similar to NP_921664.1 unknown protein [Oryza sativa (japonica cu 31.20769 32.28972 153.8498 181.2468 16 4.96383 5.013003 7.265379 7.501812 0.0025317 19.83651 0.0266497 1571 5.2604246 down 4.988416 7.383596 0.034771 0.167183 -2.3951795 0.675608
1608635_aVvi.12436 Transcr ibed locus, weakly similar to XP_468492.1 putative dTDP-4-dehydrorhamnose reducta 8.681198 9.071339 8.016792 8.056394 16 3.117894 3.181315 3.003025 3.010134 0.046342 4.482249 0.07798196 9865 1.1042179 up 3.149605 3.00658 0.044846 0.005027 0.1430249 1.047571
1608636_at 5.556145 5.627659 5.32405 5.337648 16 2.474084 2.492535 2.412524 2.416204 0.0181123 7.329091 0.04281049 7023 1.0489495 up 2.48331 2.414364 0.013047 0.002602 0.0689452 1.028556
1608637_aVvi.1830 Transcr ibed locus 738.6356 752.5199 476.5622 452.1437 16 9.528719 9.555586 8.896521 8.820638 0.003449 16.98345 0.02794001 2048 1.6061122 up 9.542152 8.85858 0.018998 0.053657 0.683572 1.077165
1608638_aVvi.10851 Transcr ibed locus, weakly similar to NP_909968.1 hypothetical protein [Oryza sativa (japonica 6.171074 6.202951 5.868753 5.914103 16 2.625522 2.632955 2.553054 2.564159 0.0088307 10.57091 0.03252862 4506 1.0501763 up 2.629238 2.558607 0.005256 0.007853 0.0706315 1.027605
1608639_aVvi.11892 Transcr ibed locus, weakly similar to NP_194026.1 MADS-box protein (AGL19) [Arabidopsis t 92.02844 75.23578 56.20943 64.91179 16 6.524008 6.233347 5.81274 6.020409 0.122536 2.587179 0.16772266 12128 1.3775483 up 6.378677 5.916575 0.205528 0.146844 0.4621029 1.078103
1608640_at 6.316884 6.379079 5.909703 5.897226 16 2.659213 2.673348 2.563086 2.560036 0.0047331 14.48379 0.02932456 2671 1.0752854 up 2.666281 2.561561 0.009995 0.002156 0.1047197 1.040881
1608641_aVvi.10627 Transcr ibed locus, moderately similar to NP_197129.1 expressed protein [Arabidopsis thalian 184.1681 318.332 4147.851 4667.331 16 7.52488 8.314388 12.01815 12.18838 0.0091889 10.35998 0.03297047 4626 18.171831 down 7.919634 12.10327 0.558267 0.120372 -4.183632 0.654339
1608642_sVvi.5236 Transcr ibed locus, strongly similar to NP_190184.1 histone H2B [Arabidopsis thaliana] 3134.769 3033.685 5998.7 6169.369 16 11.61414 11.56686 12.55043 12.59091 0.0010067 31.49422 0.02259248 737 1.9726995 down 11.5905 12.57067 0.033438 0.028619 -0.980171 0.922027
1608643_aVvi.10372 Transcr ibed locus, moderately similar to NP_198317.1 triose phosphate/phosphate translocat   599.897 636.1482 1042.453 1132.841 16 9.228571 9.313219 10.02577 10.14573 0.0080189 11.09991 0.03158401 4208 1.7591197 down 9.270895 10.08575 0.059855 0.084827 -0.814854 0.919207
1608644_aVvi.11384 Transcr ibed locus, weakly similar to NP_198094.1 zinc finger (C3HC4-type RING finger) fam 5.057321 5.963861 4.876806 4.890648 16 2.338373 2.576247 2.285937 2.290026 0.2905886 1.423478 0.34618133 13934 1.1245351 up 2.45731 2.287981 0.168202 0.002891 0.1693287 1.074008
1608645_aVvi.14652 Transcr ibed locus 3.985355 4.012481 3.850607 3.8758 16 1.994708 2.004495 1.945086 1.954494 0.0180668 7.338583 0.04276143 7013 1.0351298 up 1.999602 1.94979 0.00692 0.006653 0.0498116 1.025547
1608646_at 7.23722 7.465531 6.712066 6.694865 16 2.855436 2.900245 2.746757 2.743055 0.0274282 5.913191 0.05395772 8438 1.0965217 up 2.87784 2.744906 0.031685 0.002618 0.1329343 1.048429
1608647_aVvi.10015 Transcr ibed locus, weakly similar to NP_850386.1 epsin N-terminal homology (ENTH) doma 1976.201 1852.084 1933.263 1885.473 16 10.94851 10.85493 10.91682 10.88071 0.9583406 0.058966 0.9644971 16495 1.002052 up 10.90172 10.89877 0.066171 0.025535 0.0029575 1.000271
1608648_aVvi.6761 Transcr ibed locus, weakly similar to NP_195430.2 hydroxyproline-rich glycoprotein family pro  295.5775 299.2573 641.0208 534.4554 16 8.207393 8.225243 9.324227 9.061926 0.0176346 7.430421 0.04221015 6935 1.9680392 down 8.216318 9.193077 0.012622 0.185475 -0.976759 0.893751
1608649_at 4.392512 4.415365 4.211022 4.252317 16 2.135046 2.142533 2.07417 2.088249 0.018638 7.222092 0.04343602 7122 1.0407182 up 2.138789 2.08121 0.005294 0.009955 0.0575795 1.027666
1608650_aVvi.1489 Transcr ibed locus, moderately similar to NP_192966.2 copper amine oxidase, putative [Arabid 4.177828 4.21347 4.057699 4.077623 16 2.062753 2.075009 2.020662 2.027729 0.0241526 6.317396 0.05017127 7990 1.0314585 up 2.068881 2.024195 0.008666 0.004997 0.0446858 1.022076
1608651_aVvi.15590 Transcr ibed locus 7.623694 7.694615 6.932844 6.86523 16 2.93049 2.943849 2.793447 2.779308 0.0041344 15.50398 0.02880381 2382 1.1101787 up 2.93717 2.786378 0.009446 0.009998 0.1507919 1.054118
1608652_aVvi.15795 Transcr ibed locus 3.574926 3.590676 3.482689 3.509708 16 1.837913 1.844256 1.800202 1.811351 0.0314469 5.505238 0.05913252 8828 1.0247756 up 1.841085 1.805776 0.004485 0.007884 0.0353081 1.019553
1608653_aVvi.5934 Transcr ibed locus, weakly similar to XP_507196.1 PREDICTED P0670E08.30 gene product [    173.1757 171.6688 173.9928 175.2854 16 7.436092 7.423484 7.442884 7.453562 0.1553496 2.231413 0.20376977 12656 1.0128598 down 7.429788 7.448223 0.008916 0.007551 -0.0184346 0.997525
1608654_at 99.67298 111.162 126.4236 108.3971 16 6.639131 6.79652 6.982122 6.760182 0.376758 1.127065 0.4324486 14463 1.1121309 down 6.717825 6.871152 0.111291 0.156935 -0.1533266 0.977685
1608655_aVvi.6214 Transcr ibed locus 133.0376 130.897 132.1584 116.7769 16 7.05569 7.032288 7.046124 6.867611 0.4352426 0.967805 0.48989138 14749 1.062249 up 7.043989 6.956867 0.016548 0.126228 0.087122 1.012523
1608656_aVvi.10297 Transcr ibed locus, weakly similar to NP_178507.1 zinc finger (C3HC4-type RING finger) fam 103.2906 106.6032 149.5201 157.2209 16 6.690566 6.736107 7.224196 7.296649 0.0060615 12.7858 0.03012973 3339 1.4611322 down 6.713336 7.260423 0.032203 0.051232 -0.5470867 0.924648
1608657_aVvi.604 Transcr ibed locus, weakly similar to NP_851036.1 transporter-related [Arabidopsis thaliana] 3782.435 3600.753 876.5519 859.1755 16 11.8851 11.81408 9.775696 9.746809 3.37E-04 54.47847 0.01827131 305 4.2525816 up 11.84959 9.761252 0.050216 0.020426 2.088339 1.213942
1608658_aVvi.6963 Transcr ibed locus, moderately similar to XP_469583.1 expressed protein [Oryza sativa (japon  315.5795 277.7376 139.6802 105.3521 16 8.30186 8.117579 7.125984 6.719075 0.0288125 5.763203 0.05573316 8581 2.4405215 up 8.209719 6.922529 0.130307 0.287728 1.28719 1.185942
1608659_sVvi.11935 Transcr ibed locus, moderately similar to NP_177275.1 expressed protein [Arabidopsis thalian 140.515 146.1821 143.8269 138.5308 16 7.13458 7.191623 7.16819 7.114063 0.6324541 0.558909 0.67359525 15587 1.0153486 up 7.163101 7.141126 0.040336 0.038273 0.021975 1.003077
1608660_aVvi.1803 Transcr ibed locus, weakly similar to NP_196091.1 aspartyl aminopeptidase, putative [Arabidop 1736.269 1539.099 1664.757 1616.536 16 10.76178 10.58787 10.7011 10.65869 0.959978 0.056645 0.96573687 16502 1.0035203 down 10.67482 10.67989 0.122969 0.029986 -0.00507 0.999525
1608661_aVvi.2221 Transcr ibed locus, moderately similar to NP_566011.1 methylenetetrahydrofolate reductase 2 1451.362 1579.686 2410.676 2364.357 16 10.50319 10.62542 11.23522 11.20723 0.0089864 10.47768 0.03272825 4556 1.5767134 down 10.56431 11.22123 0.08643 0.019791 -0.656921 0.941457
1608662_aVvi.14822 Transcr ibed locus 4.659377 4.676671 4.447681 4.455376 16 2.220137 2.225482 2.153053 2.155547 0.0018477 23.23201 0.02522599 1215 1.0486325 up 2.222809 2.1543 0.003779 0.001763 0.0685091 1.031801
1608663_sVvi.7005 Transcr ibed locus, weakly similar to NP_036186.1 FK506 binding protein 9 [Mus musculus] 3838.714 4104.394 4010.651 4213.563 16 11.90641 12.00295 11.96962 12.04083 0.488141 0.84263 0.5397711 15012 1.0356538 down 11.95468 12.00522 0.068268 0.050349 -0.050542 0.99579
1608664_sVvi.3307 Transcr ibed locus, weakly similar to NP_566376.1 no apical meristem (NAM) family protein [A 2539.758 2664.202 2049.498 2056.57 16 11.31048 11.37949 11.00106 11.00602 0.0101108 9.869504 0.03399048 4933 1.2670225 up 11.34498 11.00354 0.048799 0.003514 0.341442 1.03103
1608665_aVvi.12890 Transcr ibed locus, strongly similar to NP_051044.1 ATPase alpha subunit [Arabidopsis thalia 3.680696 3.695843 3.578735 3.568183 16 1.879979 1.885903 1.83945 1.83519 0.0063354 12.5038 0.03037211 3458 1.0321275 up 1.882941 1.83732 0.004189 0.003012 0.0456213 1.02483
1608666_sVvi.4126 Transcr ibed locus, moderately similar to NP_565290.1 UDP-galactose/UDP-glucose transp 339.1729 342.2028 310.9933 342.5779 16 8.405877 8.418708 8.28074 8.420288 0.4709486 0.881688 0.52340937 14937 1.0437521 up 8.412293 8.350513 0.009073 0.098676 0.0617795 1.007398
1608667_aVvi.6798 Transcr ibed locus, weakly similar to NP_917742.1 P0501G01.4 [Oryza sativa (japonica cultiva 503.2226 423.626 408.8556 437.0294 16 8.975053 8.726647 8.675447 8.771586 0.4399229 0.956096 0.49429062 14774 1.0922731 up 8.85085 8.723516 0.175649 0.067981 0.127334 1.014597
1608668_aVvi.1956 Transcr ibed locus 5.837244 5.882562 5.606451 5.625448 16 2.545287 2.556445 2.487088 2.491968 0.0097109 10.0737 0.03358614 4798 1.0434333 up 2.550866 2.489528 0.007889 0.003451 0.0613384 1.024639
1608669_x_at 4.102478 4.152355 3.966104 3.984028 16 2.036495 2.05393 1.987723 1.994228 0.0281893 5.829372 0.05495034 8515 1.0383103 up 2.045213 1.990975 0.012328 0.0046 0.0542377 1.027242
1608670_at 6.32675 6.365261 5.953857 5.946888 16 2.661465 2.67022 2.573824 2.572135 0.0022969 20.8294 0.02616672 1454 1.066484 up 2.665842 2.57298 0.006191 0.001195 0.0928623 1.036091
1608671_aVvi.8417 Transcr ibed locus, weakly similar to NP_172515.1 paired amphipathic helix repeat-containing 738.1036 744.9404 824.7531 876.0081 16 9.527679 9.540981 9.687819 9.7748 0.0464403 4.477153 0.07809991 9871 1.1462959 down 9.53433 9.73131 0.009406 0.061505 -0.19698 0.979758
1608672_s_at 1512.946 1448.235 2312.422 2202.417 8 10.56315 10.50008 11.17519 11.10487 0.0059714 12.88277 0.03011482 3289 1.524586 down 10.53161 11.14003 0.044593 0.049722 -0.608418 0.945385
1608673_aVvi.8995 Transcr ibed locus, strongly similar to NP_914948.1 putative cytochrome c1 precursor [Oryza   3354.065 3342.922 4103.816 4218.822 16 11.7117 11.70689 12.00275 12.04262 0.0040806 15.60641 0.02864669 2363 1.2426281 down 11.70929 12.02269 0.003395 0.028195 -0.313395 0.973933
1608674_aVvi.6264 Transcr ibed locus, weakly similar to NP_567206.1 helicase domain-containing protein / IBR d 304.951 319.1491 213.6457 212.9138 16 8.252434 8.318087 7.739077 7.734126 0.0035807 16.66661 0.02809704 2105 1.4627253 up 8.28526 7.736601 0.046424 0.003501 0.5486586 1.070917
1608675_aVvi.14723 Transcr ibed locus 5.150867 5.182739 4.936339 4.900313 16 2.364815 2.373715 2.303442 2.292874 0.0093061 10.29363 0.03316156 4658 1.0505227 up 2.369265 2.298158 0.006293 0.007472 0.0711073 1.030941
1608676_sVvi.1529 Transcr ibed locus, weakly similar to NP_563619.1 SSXT protein-related / transcr iption co-ac 416.3719 418.3813 501.6596 562.7464 16 8.701729 8.708674 8.970565 9.136341 0.0523343 4.19778 0.08552559 10158 1.2730167 down 8.705202 9.053453 0.004911 0.117222 -0.348251 0.961534
1608677_aVvi.7506 Transcr ibed locus, moderately similar to NP_175181.1 RNA-binding protein 47 (RBP47), put 7682.353 7857.952 6810.272 6303.76 16 12.90733 12.93994 12.7335 12.622 0.0515268 4.233275 0.08449616 10123 1.185823 up 12.92364 12.67775 0.023055 0.078842 0.2458885 1.019395
1608678_aVvi.1534 Transcr ibed locus 4.803603 4.633153 4.471929 4.497148 16 2.264117 2.211994 2.160897 2.16901 0.1092545 2.771612 0.15271857 11876 1.0519762 up 2.238056 2.164954 0.036856 0.005737 0.073102 1.033766
1608679_aVvi.15132 Transcr ibed locus 5.150743 5.240695 4.923543 4.946995 16 2.36478 2.389758 2.299697 2.306552 0.0291802 5.725138 0.05623329 8614 1.0527369 up 2.377269 2.303124 0.017662 0.004848 0.0741449 1.032193
1608680_s_at 158.5549 145.0739 185.3314 154.7799 16 7.308838 7.180645 7.533964 7.274074 0.3862924 1.099274 0.44198668 14509 1.1167277 down 7.244741 7.404019 0.090647 0.18377 -0.1592776 0.978488
1608681_aVvi.1576 Transcr ibed locus, strongly similar to NP_850380.1 expressed protein [Arabidopsis thaliana] 37.73627 35.86555 25.67511 24.60068 16 5.23788 5.164527 4.682299 4.620626 0.0075118 11.47281 0.03126878 3986 1.4638227 up 5.201203 4.651463 0.051868 0.043609 0.5497407 1.118187
1608682_x_at 7.123412 7.137932 6.634549 6.790548 16 2.832568 2.835506 2.729998 2.763528 0.0352298 5.185944 0.06402396 9134 1.062361 up 2.834037 2.746763 0.002077 0.023709 0.0872741 1.031773
1608683_aVvi.4192 Transcr ibed locus, weakly similar to XP_473938.1 OSJNBb0085C12.15 [Oryza sativa (japonic  5.379484 5.388417 5.043284 5.037414 16 2.427468 2.429862 2.334364 2.332683 2.36E-04 65.06476 0.0180123 216 1.0681701 up 2.428665 2.333523 0.001693 0.001188 0.0951414 1.040772
1608684_aVvi.1256 Transcr ibed locus, moderately similar to XP_363662.1 hypothetical protein MG01588.4 [Magn 6173.081 6338.554 6564.882 6726.664 16 12.59177 12.62994 12.68055 12.71567 0.0781154 3.364804 0.11652094 11128 1.0623494 down 12.61086 12.69811 0.026986 0.024834 -0.087258 0.993128
1608685_aVvi.12825 Transcr ibed locus, weakly similar to NP_172956.2 expressed protein [Arabidopsis thaliana] 203.8307 207.3578 188.8265 193.3909 16 7.671228 7.695979 7.560917 7.595376 0.0381621 4.971291 0.06762379 9368 1.075835 up 7.683603 7.578147 0.017502 0.024366 0.1054568 1.013916
1608686_aVvi.15446 Transcr ibed locus 55.59843 58.527 55.87291 48.88652 16 5.796972 5.87103 5.804077 5.611365 0.3457772 1.223335 0.4018897 14283 1.0914763 up 5.834002 5.707721 0.052367 0.136268 0.1262807 1.022125
1608687_aVvi.1902 Transcr ibed locus, weakly similar to NP_568525.1 expressed protein [Arabidopsis thaliana] 583.9307 535.0546 500.9805 505.2505 16 9.189653 9.063542 8.968611 8.980855 0.1387132 2.397161 0.18540508 12420 1.1110047 up 9.126598 8.974733 0.089174 0.008658 0.151865 1.016921
1608688_sVvi.9111 Transcr ibed locus, moderately similar to NP_567674.1 SPX (SYG1/Pho81/XPR1) domain-co   364.2344 366.7689 426.2975 433.4534 16 8.508723 8.518727 8.735717 8.759733 0.0030761 17.98844 0.02768036 1840 1.1760906 down 8.513725 8.747725 0.007074 0.016982 -0.234 0.97325
1608689_aVvi.6311 Transcr ibed locus, moderately similar to NP_914080.1 putative pM5 collagenase [Oryza sativ 496.405 479.6468 606.092 624.9169 16 8.955374 8.905828 9.243393 9.28752 0.0096724 10.09402 0.03355114 4781 1.2612516 down 8.930601 9.265457 0.035034 0.031203 -0.334856 0.96386
1608690_aVvi.14752 Transcr ibed locus 4.454809 3.981602 3.841723 3.856764 16 2.155364 1.993349 1.941753 1.947391 0.2504928 1.601162 0.30500045 13634 1.09413 up 2.074356 1.944572 0.114562 0.003986 0.1297842 1.066742
1608691_aVvi.3890 Transcr ibed locus, strongly similar to NP_177984.1 ribosomal protein L13 family protein [Ara 106.4692 91.59501 42.55811 42.31477 16 6.734293 6.517197 5.411362 5.40309 0.0078536 11.21751 0.0314613 4138 2.3270774 up 6.625745 5.407226 0.15351 0.00585 1.2185194 1.22535
1608692_sVvi.8923 GO:000557Pathogenesis-related protein (PR1) 2.471294 2.48154 2.425216 2.477102 16 1.305267 1.311236 1.278114 1.308653 0.440126 0.955591 0.4944493 14777 1.010359 up 1.308251 1.293383 0.004221 0.021595 0.014868 1.011495
1608693_aVvi.8419 Transcr ibed locus 8.049657 8.091627 11.05349 7.713799 16 3.008927 3.01643 3.46643 2.947441 0.5322005 0.74852 0.58109784 15204 1.144135 down 3.012679 3.206936 0.005305 0.366981 -0.1942574 0.939426
1608694_aVvi.655 Transcr ibed locus, strongly similar to NP_177189.1 ubiquitin-protein ligase 2 (UPL2) [Arabid 802.161 868.5474 987.3516 859.7391 16 9.647748 9.762461 9.94742 9.747755 0.3414699 1.237522 0.3976629 14255 1.103803 down 9.705105 9.847588 0.081114 0.141185 -0.142483 0.985531
1608695_sVvi.6651 Transcr ibed locus, weakly similar to NP_566033.1 expressed protein [Arabidopsis thaliana] 1475.021 1353.908 1190.291 1180.079 16 10.52652 10.40291 10.2171 10.20467 0.0549883 4.086541 0.0887431 10285 1.1923715 up 10.46472 10.21088 0.087402 0.008789 0.253834 1.024859
1608696_aVvi.14753 Transcr ibed locus 6.648641 6.718531 6.214195 6.230776 16 2.733059 2.748146 2.635567 2.639412 0.0056509 13.2463 0.02979867 3142 1.0740883 up 2.740603 2.63749 0.010668 0.002718 0.1031127 1.039095
1608697_aVvi.14598 Transcr ibed locus 6.139349 6.390081 6.425492 6.294527 16 2.618086 2.675834 2.683807 2.654098 0.568061 0.677295 0.61379427 15364 1.015361 down 2.64696 2.668953 0.040834 0.021007 -0.0219927 0.99176
1608698_aVvi.7610 Transcr ibed locus, weakly similar to NP_851055.1 esterase/lipase/thioesterase family protein 243.4338 202.1312 352.5857 327.7483 16 7.927385 7.659148 8.46183 8.356444 0.0506233 4.27396 0.08326214 10093 1.5324829 down 7.793267 8.409138 0.189672 0.074519 -0.615871 0.926762
1608699_at 5.041776 5.087339 4.859801 4.85809 16 2.333932 2.346911 2.280897 2.280389 0.0115987 9.204313 0.0354975 5422 1.0423057 up 2.340422 2.280643 0.009178 3.59E-04 0.0597785 1.026211
1608700_aVvi.4023 Transcr ibed locus 6.924439 6.994962 7.35725 6.741441 16 2.791697 2.806316 2.879167 2.753057 0.8128244 0.269469 0.83775204 16107 1.0119269 down 2.799007 2.816112 0.010337 0.089173 -0.0171051 0.993926
1608701_aVvi.2083 Transcr ibed locus, moderately similar to NP_563961.1 10 kDa chaperonin (CPN10) [Arabido 3578.628 3628.197 5288.57 5518.985 16 11.80519 11.82504 12.36866 12.43019 0.0030463 18.07666 0.02768036 1825 1.4993243 down 11.81511 12.39943 0.014034 0.043506 -0.5843125 0.952876
1608702_aVvi.1694 Transcr ibed locus, weakly similar to NP_192765.1 wound-responsive family protein [Arabidop 10.52745 10.41338 10.0151 13.12042 16 3.396084 3.380367 3.324105 3.713742 0.571687 0.670325 0.61702955 15381 1.094823 down 3.388226 3.518923 0.011114 0.275515 -0.1306977 0.962859
1608703_aVvi.9070 Transcr ibed locus, moderately similar to NP_568168.1 ubiquitin activating enzyme 2 (UBA2) 4309.675 4173.493 5015.634 5081.538 16 12.07336 12.02704 12.29222 12.31105 0.0097444 10.05609 0.0336397 4808 1.1903876 down 12.0502 12.30163 0.032756 0.013317 -0.251432 0.979561
1608704_aVvi.3062 Transcr ibed locus, strongly similar to NP_180235.1 heme oxygenase 1 (HO1) (HY1) [Arabid 488.6111 489.3836 449.0552 447.2744 16 8.932543 8.934822 8.810749 8.805017 6.01E-04 40.78417 0.02081854 478 1.0911127 up 8.933682 8.807882 0.001612 0.004054 0.1258 1.014283
1608705_aVvi.5628 Transcr ibed locus, moderately similar to NP_563742.1 UDP-glucose transferase (UGT75B2 263.4675 266.573 242.7455 243.5029 16 8.041481 8.058387 7.923301 7.927795 0.0049082 14.22115 0.02943507 2764 1.0900439 up 8.049934 7.925548 0.011954 0.003178 0.124386 1.015694
1608706_aVvi.10846 Transcr ibed locus, weakly similar to NP_190109.1 hydroxyproline-rich glycoprotein family pro 904.2068 896.9897 1055.641 1104.088 16 9.820509 9.808948 10.0439 10.10864 0.0154392 7.9545 0.0394629 6493 1.1987604 down 9.814728 10.07627 0.008175 0.045775 -0.261543 0.974044
1608707_aVvi.8876 Transcr ibed locus, weakly similar to NP_566807.1 expressed protein [Arabidopsis thaliana] 3.618543 3.632822 3.508083 3.530087 16 1.855409 1.86109 1.810683 1.819704 0.014983 8.07751 0.03890326 6393 1.0302942 up 1.85825 1.815193 0.004017 0.006379 0.0430563 1.02372
1608708_at 183.4275 187.4214 240.2025 235.0741 16 7.519066 7.550141 7.908107 7.876972 0.0037547 16.27379 0.02823139 2206 1.2815901 down 7.534604 7.892539 0.021973 0.022016 -0.357935 0.954649
1608709_aVvi.15729 Transcr ibed locus 90.50288 74.4977 31.66653 27.27015 16 6.499892 6.219124 4.984887 4.769251 0.0139596 8.374906 0.03791828 6111 2.7942064 up 6.359508 4.877069 0.198533 0.152478 1.4824386 1.303961
1608710_aVvi.13719 Transcr ibed locus, weakly similar to NP_193171.2 protein kinase family protein [Arabidopsis t 5.073769 5.136887 4.94737 4.970996 16 2.343058 2.360894 2.306662 2.313535 0.0483397 4.381702 0.08041441 9979 1.0294527 up 2.351976 2.310098 0.012612 0.00486 0.0418776 1.018128
1608711_at 3.984971 4.013369 3.887678 3.896319 16 1.994569 2.004814 1.958909 1.962112 0.0182497 7.300689 0.04297071 7049 1.0275306 up 1.999692 1.96051 0.007244 0.002265 0.0391813 1.019985
1608712_aVvi.5426 Transcr ibed locus, weakly similar to NP_187347.2 Ulp1 protease family protein [Arabidopsis t 124.6628 108.3875 96.15041 102.0394 16 6.961886 6.760055 6.587221 6.672983 0.1698702 2.105531 0.21941836 12852 1.1735411 up 6.860971 6.630102 0.142717 0.060643 0.2308685 1.034821
1608713_aVvi.5034 Transcr ibed locus, moderately similar to XP_469762.1 expressed protein [Oryza sativa (japon  267.1124 290.5998 360.7277 374.5677 16 8.061303 8.18289 8.494766 8.549083 0.0266299 6.00488 0.05308067 8328 1.3193506 down 8.122097 8.521925 0.085975 0.038408 -0.399828 0.953082
1608714_aVvi.176 Transcr ibed locus, moderately similar to NP_181228.1 multidrug resistance P-glycoprotein ( 105.0362 148.1645 806.2763 687.3441 16 6.714742 7.211056 9.65513 9.424889 0.0110808 9.420671 0.03504068 5247 5.9674325 down 6.962899 9.54001 0.350947 0.162806 -2.5771105 0.729863
1608715_aVvi.8050 Transcr ibed locus, weakly similar to NP_188188.1 late embryogenesis abundant protein, puta 5.087549 9.039141 4.749454 4.849595 16 2.346971 3.176186 2.247762 2.277864 0.3523176 1.20219 0.40834796 14323 1.4130037 up 2.761578 2.262813 0.586343 0.021286 0.4987651 1.220418
1608716_at 7.19928 7.27365 6.924324 6.86624 16 2.847853 2.86268 2.791673 2.77952 0.0184087 7.268211 0.04319566 7074 1.049476 up 2.855266 2.785597 0.010484 0.008593 0.0696692 1.025011
1608717_at 3.540787 3.399625 4.1337 3.585469 16 1.82407 1.765376 2.047434 1.842162 0.2949897 1.405865 0.35056686 13969 1.1096271 down 1.794723 1.944798 0.041503 0.145149 -0.150075 0.922833
1608718_aVvi.15416 Transcr ibed locus 6.349171 6.474827 5.957558 6.021869 16 2.666568 2.694842 2.574721 2.590211 0.0258826 6.094466 0.0522548 8221 1.0704659 up 2.680705 2.582466 0.019992 0.010953 0.0982389 1.038041
1608719_aVvi.15689 Transcr ibed locus 4.102958 4.113731 3.942456 3.959669 16 2.036664 2.040448 1.979095 1.98538 0.0042147 15.35474 0.0288901 2421 1.039809 up 2.038556 1.982237 0.002675 0.004444 0.0563186 1.028412
1608720_aVvi.10803 Transcr ibed locus 40.33546 33.86042 69.77229 95.58874 16 5.333977 5.081528 6.124582 6.578768 0.0479095 4.402837 0.07989883 9954 2.2098107 down 5.207752 6.351675 0.178508 0.321158 -1.143923 0.819902
1608721_aVvi.6169 Transcr ibed locus, weakly similar to NP_191899.1 peptidyl-prolyl cis- trans isomerase cycloph 2894.535 3029.598 3314.064 3294.101 16 11.49912 11.56491 11.69439 11.68567 0.0413879 4.761534 0.07188403 9557 1.1157496 down 11.53201 11.69003 0.046525 0.006164 -0.158013 0.986483
1608722_aVvi.2283 Transcr ibed locus, weakly similar to NP_195994.2 zinc finger (C2H2 type) family protein [Ara 1778.955 1818.635 1905.914 1710.76 16 10.79681 10.82864 10.89627 10.74042 0.95012 0.070628 0.9577541 16468 1.0039011 down 10.81273 10.81834 0.022504 0.1102 -0.005617 0.999481
1608723_aVvi.6135 Transcr ibed locus, weakly similar to NP_680191.1 expressed protein [Arabidopsis thaliana] 398.1073 415.2502 359.6184 337.2351 16 8.637013 8.697837 8.490323 8.397611 0.0563998 4.030517 0.09048604 10347 1.1675289 up 8.667425 8.443967 0.043009 0.065558 0.223458 1.026464
1608724_at 3.790274 3.813101 3.656747 3.679712 16 1.922302 1.930965 1.870561 1.879593 0.0144131 8.239246 0.03839626 6231 1.0363826 up 1.926633 1.875077 0.006125 0.006387 0.0515566 1.027496
1608725_aVvi.15321 Transcr ibed locus 41.45015 40.97178 51.11262 43.80046 16 5.373305 5.356559 5.675608 5.452874 0.2162503 1.784625 0.26886752 13352 1.1481482 down 5.364932 5.564241 0.011842 0.157496 -0.199309 0.96418
1608726_aVvi.1071 Transcr ibed locus, strongly similar to NP_176185.1 ATP-dependent RNA helicase, putative [A362.0837 356.0408 554.5664 528.1394 16 8.500179 8.475899 9.115216 9.044775 0.0039373 15.88964 0.02848929 2289 1.5072901 down 8.488039 9.079996 0.017169 0.049809 -0.591957 0.934806
1608727_aVvi.5741 Transcr ibed locus, moderately similar to NP_191649.1 fasci cl in-like arabinogalactan-protein 117.0237 148.3292 459.9697 555.2659 16 6.870657 7.212658 8.845395 9.117035 0.0124407 8.881706 0.03639692 5673 3.8358786 down 7.041657 8.981215 0.241832 0.192078 -1.9395576 0.784043
1608728_aVvi.14788 Transcr ibed locus 3.931158 3.947178 3.812463 3.81525 16 1.974954 1.980822 1.930723 1.931777 0.0040597 15.64682 0.02864669 2347 1.032855 up 1.977888 1.93125 0.004149 7.45E-04 0.0466378 1.024149
1608729_aVvi.2911 Transcr ibed locus, weakly similar to XP_523823.1 PREDICTED: hypothetical protein XP_523 33.93496 34.12956 34.63887 44.22857 16 5.084701 5.09295 5.11432 5.466907 0.3709806 1.144301 0.42670217 14433 1.1501229 down 5.088825 5.290613 0.005833 0.249316 -0.201788 0.961859
1608730_at 4.871799 4.841496 4.614654 4.619986 16 2.284455 2.275453 2.206222 2.207888 0.0039195 15.92604 0.02848491 2283 1.0518277 up 2.279954 2.207055 0.006365 0.001178 0.0728984 1.03303
1608731_aVvi.378 Transcr ibed locus, weakly similar to NP_181910.1 UDP-glucoronosyl/UDP-glucosyl transfer 491.0947 467.5886 448.0729 443.1712 16 8.939858 8.869096 8.80759 8.79172 0.1017263 2.890864 0.14384292 11740 1.0753611 up 8.904476 8.799655 0.050036 0.011221 0.104821 1.011912
1608732_aVvi.5686 Transcr ibed locus 17.96379 17.49295 17.18573 17.32116 16 4.16702 4.128701 4.103139 4.114464 0.1897596 1.955054 0.2407835 13082 1.0274435 up 4.147861 4.108801 0.027095 0.008008 0.0390591 1.009506
1608733_aVvi.8653 Transcr ibed locus 4.506796 4.528345 4.323069 4.341876 16 2.172102 2.178984 2.112056 2.118318 0.0058892 12.97324 0.03008681 3248 1.042723 up 2.175543 2.115187 0.004866 0.004428 0.0603558 1.028534
1608734_aVvi.15495 Transcr ibed locus 372.0035 373.0411 608.9702 544.9284 16 8.539172 8.543191 9.250228 9.089923 0.0158679 7.843751 0.03993306 6596 1.5463789 down 8.541182 9.170075 0.002842 0.113353 -0.628893 0.931419
1608735_aVvi.10369 Transcr ibed locus 742.1889 716.3941 807.2495 774.5004 16 9.535643 9.48461 9.656871 9.597122 0.096868 2.97469 0.13813794 11641 1.0843804 down 9.510126 9.626997 0.036086 0.042249 -0.116871 0.98786
1608736_aVvi.3734 Transcr ibed locus 4.368945 4.395526 4.253487 4.27894 16 2.127285 2.136036 2.088646 2.097253 0.0242254 6.307541 0.05026651 8000 1.0271956 up 2.131661 2.09295 0.006188 0.006086 0.0387109 1.018496
1608737_aVvi.1011 Transcr ibed locus, weakly similar to NP_195908.1 HECT-domain-containing protein / ubiquit 1071.332 1080.668 1067.513 1017.409 16 10.06519 10.07771 10.06004 9.990684 0.3210209 1.307923 0.37688908 14140 1.0324616 up 10.07145 10.02536 0.008852 0.049041 0.046088 1.004597
1608738_aVvi.2052 Transcr ibed locus, weakly similar to NP_192945.2 DNA-binding family protein [Arabidopsis th 236.584 240.5648 469.6942 478.5178 16 7.886209 7.910282 8.875578 8.902429 3.31E-04 54.94733 0.01827131 293 1.9872301 down 7.898245 8.889004 0.017022 0.018986 -0.990759 0.888541
1608739_at 3.875283 3.899914 3.731323 3.751743 16 1.954302 1.963442 1.899687 1.907561 0.0117121 9.158876 0.03559749 5461 1.0390377 up 1.958872 1.903624 0.006463 0.005568 0.055248 1.029023
1608740_aVvi.6853 Transcr ibed locus, strongly similar to XP_466813.1 putative hydroxyproline-rich glycoprotein 2943.408 2823.37 3594.532 3789.399 16 11.52327 11.4632 11.81159 11.88775 0.018017 7.348983 0.04269192 7004 1.2802573 down 11.49324 11.84967 0.042475 0.053857 -0.356433 0.96992
1608741_s_at 197.9246 162.3052 54.64675 46.52055 16 7.628807 7.342566 5.772064 5.539796 0.0099946 9.927542 0.03390677 4891 3.55477 up 7.485686 5.65593 0.202403 0.164238 1.8297563 1.323511
1608742_aVvi.11382 Transcr ibed locus, weakly similar to NP_188026.1 oligouridylate-binding protein, putative [Ara 408.5616 353.9034 518.6569 420.0598 16 8.67441 8.467212 9.018637 8.714451 0.2492928 1.60703 0.3036729 13628 1.2275089 down 8.57081 8.866544 0.146511 0.215092 -0.295734 0.966646
1608743_aVvi.1911 Transcr ibed locus, weakly similar to NP_572962.1 CG9411-PA [Drosophila melanogaster] 5.06714 5.083689 4.951432 5.884529 16 2.341172 2.345876 2.307846 2.556927 0.5496125 0.713397 0.59712493 15280 1.0635314 down 2.343524 2.432386 0.003326 0.176127 -0.0888627 0.963467
1608744_aVvi.681 Transcr ibed locus, weakly similar to NP_565984.1 expressed protein [Arabidopsis thaliana] 729.5 657.8054 610.8809 578.0887 16 9.510764 9.361517 9.254747 9.175147 0.1203626 2.615387 0.16525464 12091 1.1656973 up 9.43614 9.214947 0.105534 0.056286 0.221193 1.024004
1608745_aVvi.15587 Transcr ibed locus 3.404039 3.42314 3.295408 3.315379 16 1.767247 1.77532 1.720457 1.729174 0.0159518 7.822576 0.0400412 6613 1.0327338 up 1.771284 1.724816 0.005708 0.006164 0.0464684 1.026941
1608746_x_at 3.12864 3.132553 3.027625 3.040698 16 1.645536 1.647339 1.598187 1.604402 0.0050997 13.94962 0.02943507 2867 1.0317852 up 1.646437 1.601295 0.001275 0.004395 0.0451427 1.028191
1608747_aVvi.15089 Transcr ibed locus 6.112648 6.174553 5.76961 5.771873 16 2.611797 2.626335 2.528474 2.529039 0.0064254 12.41509 0.0304118 3506 1.0645984 up 2.619066 2.528757 0.010279 4.00E-04 0.0903094 1.035713
1608748_aVvi.15637 Transcr ibed locus 3.185057 3.192289 3.088307 3.102332 16 1.671319 1.674591 1.626816 1.633353 0.0071907 11.72901 0.03103162 3845 1.0301616 up 1.672955 1.630085 0.002314 0.004622 0.0428708 1.0263
1608749_aVvi.6547 Transcr ibed locus, moderately similar to NP_173541.1 expressed protein [Arabidopsis thalian 886.1462 896.9968 1097.278 1116.847 16 9.791401 9.808959 10.09971 10.12522 0.0024485 20.17207 0.02638588 1538 1.2416723 down 9.80018 10.11247 0.012415 0.018033 -0.312285 0.969119
1608750_aVvi.4091 Transcr ibed locus 5.825063 5.850606 5.571752 6.377753 16 2.542274 2.548586 2.478131 2.673048 0.7863425 0.3093 0.8135896 16045 1.0211252 down 2.54543 2.57559 0.004464 0.137827 -0.0301597 0.98829
1608751_at 278.7302 299.0257 596.0655 502.4727 16 8.122726 8.224126 9.219327 8.972901 0.0202211 6.925204 0.04525008 7418 1.8956445 down 8.173426 9.096114 0.071701 0.174249 -0.922688 0.898562
1608752_aVvi.9177 Transcr ibed locus, moderately similar to NP_174527.2 RNA helicase, putative [Arabidopsis th 73.25296 76.87364 76.74524 76.75803 16 6.194815 6.264417 6.262005 6.262246 0.4488416 0.93415 0.50257427 14826 1.0227898 down 6.229616 6.262126 0.049216 1.70E-04 -0.03251 0.994808
1608753_at 6.130658 6.175114 5.929739 5.903774 16 2.616042 2.626466 2.567969 2.561637 0.0114686 9.25729 0.03542402 5373 1.0399044 up 2.621254 2.564803 0.007371 0.004477 0.0564509 1.02201
1608754_aVvi.6549 Transcr ibed locus 9.044243 9.082111 8.841133 8.888536 16 3.177 3.183028 3.144231 3.151946 0.0227144 6.521562 0.04826906 7811 1.0223755 up 3.180014 3.148089 0.004262 0.005455 0.0319252 1.010141
1608755_aVvi.3316 Transcr ibed locus, strongly similar to NP_177693.1 vacuolar ATP synthase 16 kDa proteolipi 2850.894 2750.903 2637.41 2773.779 16 11.4772 11.42569 11.36491 11.43764 0.3771495 1.125908 0.43283805 14465 1.035389 up 11.45145 11.40127 0.036422 0.051429 0.050173 1.004401
1608756_aVvi.1237 Transcr ibed locus, weakly similar to NP_567126.1 glycoside hydrolase family 28 protein / poly 198.7373 218.5846 1746.962 1885.174 16 7.634719 7.772048 10.77063 10.88048 7.92E-04 35.50794 0.02212453 591 8.706991 down 7.703383 10.82556 0.097106 0.077675 -3.1221746 0.711592
1608757_aVvi.15229 Transcr ibed locus 514.8356 522.6254 523.1377 559.0409 16 9.007968 9.029634 9.031047 9.12681 0.3453283 1.224804 0.40142417 14281 1.0425577 down 9.018801 9.078928 0.01532 0.067715 -0.060127 0.993377
1608758_aVvi.11551 Transcr ibed locus 9.973618 10.20591 9.484683 8.801598 16 3.318117 3.351333 3.2456 3.137765 0.1266673 2.535451 0.172216 12210 1.1042315 up 3.334725 3.191682 0.023487 0.07625 0.1430427 1.044817
1608759_at 104.075 113.6756 686.2045 617.0914 16 6.70148 6.828779 9.422495 9.269341 0.0014854 25.91786 0.02460261 1001 5.9826665 down 6.765129 9.345918 0.090014 0.108297 -2.580789 0.723859
1608760_aVvi.3167 Transcr ibed locus, moderately similar to NP_197266.1 expressed protein [Arabidopsis thalian 151.6854 140.9202 196.6659 181.3768 16 7.244938 7.138734 7.619603 7.502846 0.042738 4.680735 0.07345551 9658 1.2918044 down 7.191836 7.561224 0.075097 0.08256 -0.3693876 0.951147
1608761_aVvi.14484 Transcr ibed locus 2440.918 2503.433 2458.806 2216.924 16 11.25321 11.28969 11.26374 11.11434 0.3960296 1.071689 0.4512617 14569 1.058783 up 11.27145 11.18904 0.025798 0.105641 0.082407 1.007365
1608762_aVvi.1036 Transcr ibed locus, weakly similar to NP_192903.1 heat shock factor protein 7 (HSF7) / heat s 271.8707 252.5047 58.90395 77.18979 16 8.086777 7.980166 5.880292 6.270338 0.0104927 9.68538 0.03453259 5042 3.8856516 up 8.033472 6.075316 0.075385 0.275804 1.9581565 1.322314
1608763_aVvi.5648 Transcr ibed locus 3.818765 3.842153 3.686869 3.722493 16 1.933106 1.941915 1.882396 1.896269 0.0278768 5.86338 0.05455155 8482 1.0339581 up 1.937511 1.889333 0.006229 0.00981 0.0481777 1.0255
1608764_aVvi.15365 Transcr ibed locus 18.69845 22.444 28.60664 21.6302 16 4.224847 4.488258 4.838278 4.434975 0.3648782 1.162848 0.42073256 14397 1.2142577 down 4.356552 4.636627 0.18626 0.285178 -0.2800747 0.939595
1608765_aVvi.1732 Transcr ibed locus, moderately similar to NP_566942.1 expressed protein [Arabidopsis thalian 1109.429 1260.764 1200.799 1229.289 16 10.1156 10.30008 10.22978 10.26361 0.7188661 0.414293 0.7526799 15855 1.0272958 down 10.20784 10.24669 0.130448 0.023922 -0.038852 0.996208
1608766_aVvi.494 Transcr ibed locus, strongly similar to NP_193130.1 adenosylhomocysteinase / S-adenosyl-L- 6655.915 6707.123 10930.89 10424.15 16 12.70042 12.71148 13.41612 13.34764 0.0026227 19.4882 0.02668185 1628 1.5976295 down 12.70595 13.38188 0.007819 0.048424 -0.675933 0.949489
1608767_at 11.66631 11.84203 10.80598 10.70451 16 3.544277 3.565845 3.433758 3.420147 0.0097636 10.04608 0.03364966 4816 1.09286 up 3.555061 3.426952 0.015251 0.009624 0.1281085 1.037383
1608768_aVvi.3954 Transcr ibed locus 239.8903 218.7942 96.59386 84.53989 16 7.906231 7.773431 6.59386 6.40156 0.0074949 11.48593 0.03126786 3978 2.535237 up 7.839831 6.49771 0.093904 0.135976 1.342121 1.206553
1608769_aVvi.1228 Transcr ibed locus 380.505 385.7058 513.5137 417.3818 16 8.571772 8.591357 9.004259 8.705224 0.2098518 1.823151 0.26226735 13283 1.208467 down 8.581564 8.854742 0.013849 0.21145 -0.273178 0.969149
1608770_aVvi.9743 Transcr ibed locus, strongly similar to NP_973692.1 phosphatidate cytidylyltransferase family 615.2231 603.546 733.8757 698.2502 16 9.264966 9.23732 9.519392 9.4476 0.0263283 6.040578 0.05274559 8286 1.1747495 down 9.251143 9.483496 0.019549 0.050764 -0.2323535 0.975499
1608771_x_at 901.6075 825.2352 756.9476 843.7471 16 9.816356 9.688662 9.56405 9.720667 0.3894697 1.090187 0.44476375 14537 1.07934 up 9.752508 9.642359 0.090293 0.110745 0.110149 1.011423
1608772_aVvi.12815 Transcr ibed locus, weakly similar to NP_199149.1 inorganic phosphate transporter (PHT1) ( 13.6114 14.00303 108.867 83.46526 16 3.766744 3.807667 6.766422 6.383104 0.0047471 14.46216 0.02932456 2677 6.9046 down 3.787206 6.574763 0.028937 0.271047 -2.7875578 0.576022
1608773_aVvi.14808 Transcr ibed locus 4.304571 4.318262 4.160319 4.134841 16 2.10587 2.110451 2.056694 2.047832 0.0078701 11.20561 0.0314613 4152 1.0395054 up 2.10816 2.052263 0.00324 0.006267 0.0558973 1.027237
1608774_aVvi.13710 Transcr ibed locus 4772.781 4266.017 5102.198 4797.999 16 12.22061 12.05867 12.3169 12.22822 0.2865864 1.439785 0.3421724 13904 1.096508 down 12.13964 12.27256 0.114509 0.06271 -0.132916 0.98917
1608775_at 7.41715 7.401012 7.120176 7.101527 16 2.890865 2.887723 2.831913 2.828129 0.0017171 24.10159 0.02493529 1139 1.0419402 up 2.889294 2.830021 0.002222 0.002675 0.0592726 1.020944
1608776_aVvi.10923 Transcr ibed locus, moderately similar to NP_566479.2 oxidoreductase, 2OG-Fe(II) oxygenas 548.3663 521.2536 565.223 550.7676 16 9.098996 9.025842 9.142676 9.1053 0.2726325 1.498952 0.32813135 13793 1.0436003 down 9.062419 9.123988 0.051728 0.026429 -0.061569 0.993252
1608777_aVvi.1332 Transcr ibed locus, strongly similar to NP_191900.1 chloroplast inner envelope membrane pro 469.3832 457.1963 176.3441 172.8911 16 8.874622 8.83667 7.462249 7.43372 2.84E-04 59.29559 0.01827131 251 2.6530676 up 8.855646 7.447985 0.026836 0.020173 1.4076613 1.188999
1608778_aVvi.11471 Transcr ibed locus 6.965917 6.914124 6.456076 6.359743 16 2.800313 2.789547 2.690658 2.668968 0.0108815 9.508008 0.03490222 5175 1.0830629 up 2.79493 2.679813 0.007613 0.015337 0.115117 1.042957
1608779_aVvi.7961 Transcr ibed locus, moderately similar to NP_196757.2 expressed protein [Arabidopsis thalian 191.2364 189.0293 187.2167 203.9515 16 7.579213 7.562466 7.548565 7.672083 0.5911657 0.633545 0.63508046 15453 1.0277469 down 7.570839 7.610324 0.011842 0.08734 -0.039485 0.994812
1608780_aVvi.15033 Transcr ibed locus 4.865284 4.904072 4.729316 4.749068 16 2.282524 2.29398 2.241632 2.247644 0.0212999 6.741952 0.04646836 7607 1.0306926 up 2.288252 2.244638 0.008101 0.004252 0.043614 1.01943
1608781_aVvi.10758 Transcr ibed locus, weakly similar to NP_194081.1 glycoside hydrolase family 28 protein / poly 450.6116 536.8721 1324.17 1237.196 16 8.815741 9.068435 10.37087 10.27286 0.0095093 10.18147 0.03339758 4724 2.602283 down 8.942087 10.32187 0.178682 0.069306 -1.379778 0.866325
1608782_aVvi.2523 Transcr ibed locus 7.590674 7.662623 6.986521 6.915703 16 2.924228 2.937838 2.804574 2.789876 0.0055564 13.35943 0.02969969 3105 1.097186 up 2.931033 2.797225 0.009624 0.010393 0.1338081 1.047836
1608783_aVvi.3584 Transcr ibed locus 5.384849 5.640227 5.345204 5.369789 16 2.428906 2.495753 2.418245 2.424866 0.3486538 1.213978 0.4047797 14299 1.0286657 up 2.462329 2.421555 0.047268 0.004681 0.0407741 1.016838
1608784_aVvi.11561 Transcr ibed locus, weakly similar to NP_191179.1 amino acid transporter family protein [Arab 9.434814 10.64214 15.89225 12.92667 16 3.237994 3.411716 3.990252 3.692279 0.0957731 2.994411 0.13690583 11613 1.4303918 down 3.324855 3.841265 0.12284 0.210699 -0.5164104 0.865562
1608785_aVvi.3823 Transcr ibed locus, moderately similar to NP_908806.1 P0487E11.18 [Oryza sativa (japonica c 8.141696 8.29072 7.508664 7.450706 16 3.025329 3.051498 2.908556 2.897377 0.0108551 9.519731 0.03490222 5162 1.0984331 up 3.038414 2.902967 0.018504 0.007905 0.135447 1.046658
1608786_aVvi.14932 Transcr ibed locus 3.886573 3.90578 3.763651 3.780939 16 1.958499 1.965611 1.912133 1.918745 0.0106747 9.601149 0.03473971 5099 1.0328394 up 1.962055 1.915439 0.005029 0.004675 0.0466159 1.024337
1608787_aVvi.1634 Transcr ibed locus, strongly similar to NP_173096.1 20S proteasome alpha subunit B (PAB1) 5182.727 5047.26 4629.23 4812.792 16 12.3395 12.30129 12.17656 12.23266 0.0762297 3.411461 0.11437552 11064 1.0835627 up 12.32039 12.20461 0.027018 0.039671 0.115783 1.009487
1608788_at 587.7522 565.7082 644.0811 594.9667 16 9.199064 9.143914 9.331099 9.216665 0.2482602 1.612108 0.302615 13619 1.0735521 down 9.17149 9.273882 0.038997 0.080917 -0.102392 0.988959
1608789_aVvi.5619 Transcr ibed locus, weakly similar to NP_191562.1 squamosa promoter-binding protein-like 1 548.2029 550.8944 442.4251 395.84 16 9.098566 9.105632 8.789289 8.628774 0.0393242 4.892816 0.06910773 9446 1.3131815 up 9.102098 8.709032 0.004996 0.113502 0.393066 1.045133
1608790_aVvi.14212 Transcr ibed locus 47.56446 58.40995 62.79418 70.42877 16 5.571812 5.868142 5.972559 6.138093 0.1868158 1.975951 0.23759127 13053 1.2616823 down 5.719977 6.055326 0.209537 0.11705 -0.3353486 0.944619
1608791_aVvi.3105 Transcr ibed locus, weakly similar to XP_467968.1 putative flavonol synthase [Oryza sativa (jap 5.058162 5.075574 4.944335 4.878055 16 2.338613 2.343571 2.305776 2.286306 0.0462981 4.484532 0.07793959 9861 1.0317197 up 2.341092 2.296041 0.003506 0.013768 0.045051 1.019621
1608792_sVvi.7808 Transcr ibed locus, strongly similar to XP_472335.1 OSJNBa0039C07.4 [Oryza sativa (japoni 2426.156 2340.496 1396.784 1386.809 16 11.24446 11.1926 10.44789 10.43755 0.0011594 29.34278 0.02313663 828 1.7121434 up 11.21853 10.44272 0.036669 0.007311 0.775804 1.074291
1608793_aVvi.7778 Transcr ibed locus, weakly similar to NP_178516.1 long-chain-fatty-acid--CoA ligase family p         132.0044 136.1204 220.9787 234.7008 16 7.044442 7.088739 7.787764 7.874679 0.0040446 15.67621 0.02864669 2335 1.6989357 down 7.06659 7.831222 0.031323 0.061459 -0.7646313 0.902361
1608794_aVvi.1216 Transcr ibed locus, moderately similar to NP_177178.1 cyclin delta-1 (CYCD1) [Arabidopsis 6.207243 4.1223 20.61823 30.07969 16 2.633953 2.043449 4.365849 4.910718 0.0291906 5.724071 0.05624683 8615 4.923152 down 2.338701 4.638283 0.417549 0.385281 -2.2995823 0.504217
1608795_aVvi.8046 Transcr ibed locus, weakly similar to NP_051117.1 ycf1 [Arabidopsis thaliana] 671.9185 765.0623 870.1265 955.3882 16 9.392142 9.579433 9.765081 9.899943 0.0952128 3.004628 0.13628091 11598 1.2716693 down 9.485788 9.832512 0.132435 0.095362 -0.346724 0.964737
1608796_sVvi.6954 Transcr ibed locus, weakly similar to NP_565739.1 expressed protein [Arabidopsis thaliana] 4007.142 4276.446 2343.9 2728.618 16 11.96836 12.0622 11.1947 11.41396 0.0269992 5.961965 0.05346375 8383 1.6368848 up 12.01528 11.30433 0.066354 0.15504 0.710953 1.062892



1608797_aVvi.15500 Transcr ibed locus 4.537311 4.575512 4.428297 4.402435 16 2.181838 2.193933 2.146752 2.138302 0.0254492 6.148203 0.05173555 8162 1.0319397 up 2.187885 2.142527 0.008553 0.005975 0.0453587 1.021171
1608798_at 3.814325 3.835302 3.700501 3.711401 16 1.931428 1.93934 1.887721 1.891964 0.0095779 10.14443 0.03347416 4749 1.0320706 up 1.935384 1.889842 0.005595 0.003 0.0455416 1.024098
1608799_aVvi.1413 Transcr ibed locus, moderately similar to NP_196538.1 pectinesterase family protein [Arabido  255.2486 370.9046 722.1348 732.0743 16 7.995759 8.534905 9.496124 9.515846 0.0441666 4.59922 0.07532144 9734 2.3630562 down 8.265331 9.505985 0.381233 0.013946 -1.240654 0.869487
1608800_sVvi.9445 Transcr ibed locus, moderately similar to NP_176440.1 protease inhibitor/seed storage/lipid tr 3.164296 3.177274 3.076331 3.091269 16 1.661885 1.66779 1.621211 1.628199 0.0127459 8.77267 0.036716 5762 1.028208 up 1.664837 1.624705 0.004175 0.004942 0.0401321 1.024701
1608801_aVvi.11468 Transcr ibed locus 6.434314 6.490764 6.25226 6.296069 16 2.685786 2.698388 2.644378 2.654451 0.0339272 5.28994 0.06233511 9035 1.0300202 up 2.692087 2.649415 0.008911 0.007123 0.0426727 1.016106
1608802_sVvi.2096 Transcr ibed locus, moderately similar to NP_199312.1 hypothetical protein [Arabidopsis thalia 1206.349 1109.503 1496.095 1445.005 16 10.23643 10.1157 10.54699 10.49686 0.0339102 5.291344 0.06231061 9034 1.2709062 down 10.17606 10.52192 0.085371 0.035445 -0.3458575 0.96713
1608803_aVvi.13456 Transcr ibed locus, weakly similar to NP_567580.1 integral membrane family protein [Arabidop 6.422439 6.794203 6.47995 6.837282 16 2.683121 2.764304 2.695983 2.773423 0.8627817 0.195909 0.8818508 16242 1.0076467 down 2.723713 2.734703 0.057405 0.054759 -0.0109898 0.995981
1608804_aVvi.620 Transcr ibed locus, strongly similar to NP_175460.1 7-dehydrocholesterol reductase / 7-DHC 2054.964 2262.564 3482.435 3317.196 16 11.0049 11.14374 11.76588 11.69575 0.0137468 8.440839 0.0376421 6062 1.5762486 down 11.07432 11.73082 0.098179 0.04959 -0.656495 0.944037
1608805_aVvi.14660 Transcr ibed locus 3.687508 3.724768 3.57763 3.590332 16 1.882646 1.897151 1.839004 1.844117 0.0243849 6.286107 0.05045342 8023 1.0340729 up 1.889898 1.841561 0.010256 0.003616 0.0483379 1.026248
1608806_aVvi.3834 Transcr ibed locus 4.559125 4.611644 4.358084 4.374915 16 2.188757 2.205281 2.123694 2.129255 0.0149293 8.09235 0.03885992 6375 1.0501131 up 2.197019 2.126474 0.011684 0.003932 0.0705446 1.033174
1608807_aVvi.2631 Transcr ibed locus, weakly similar to NP_175635.1 dynein light chain type 1 family protein [Ara 4.539131 4.569259 4.408615 4.385342 16 2.182416 2.19196 2.140325 2.132689 0.0142312 8.292879 0.03821838 6181 1.0357536 up 2.187188 2.136507 0.006749 0.0054 0.0506808 1.023721
1608808_aVvi.2011 Transcr ibed locus, weakly similar to XP_506736.1 PREDICTED OJ1115_B01.27 gene produ 163.052 144.1679 251.1783 257.2271 16 7.349188 7.171607 7.972568 8.006899 0.0150292 8.064785 0.03892679 6408 1.6578767 down 7.260397 7.989734 0.125569 0.024276 -0.7293367 0.908716
1608809_aVvi.11100 Transcr ibed locus, weakly similar to XP_473162.1 OSJNBa0004N05.26 [Oryza sativa (japonic  4.833182 4.873665 4.674385 4.698547 16 2.272973 2.285007 2.224777 2.232215 0.0190642 7.138572 0.04391946 7205 1.03562 up 2.27899 2.228496 0.008509 0.00526 0.0504947 1.022659
1608810_aVvi.15096 Transcr ibed locus 6.328754 6.442469 6.041586 6.032535 16 2.661922 2.687614 2.594927 2.592764 0.0244523 6.277115 0.05055096 8029 1.0576935 up 2.674768 2.593846 0.018167 0.001529 0.0809217 1.031198
1608811_aVvi.6872 Transcr ibed locus, weakly similar to NP_191773.1 expressed protein [Arabidopsis thaliana] 334.0243 284.9694 333.0216 347.5538 16 8.383809 8.154663 8.379472 8.441093 0.3565274 1.188824 0.4124786 14349 1.1027048 down 8.269236 8.410282 0.162031 0.043572 -0.141046 0.983229
1608812_aVvi.12356 Transcr ibed locus 6.281714 8.514142 5.828428 6.099451 16 2.651158 3.089861 2.543107 2.608679 0.3153612 1.32837 0.37111047 14107 1.2265593 up 2.87051 2.575893 0.31021 0.046367 0.2946169 1.114375
1608813_sVvi.508 Transcr ibed locus, strongly similar to NP_564011.1 ubiquitin-conjugating enzyme, putative [A 6641.043 6775.808 6188.312 6097.331 16 12.69719 12.72618 12.59533 12.57396 0.0194988 7.056213 0.04449292 7273 1.0920501 up 12.71169 12.58465 0.020494 0.015109 0.127039 1.010095
1608814_at 4.087023 4.105246 3.969087 3.958218 16 2.03105 2.037469 1.988807 1.984851 0.0062577 12.58194 0.03027978 3430 1.0334227 up 2.03426 1.986829 0.004538 0.002797 0.0474306 1.023873
1608815_at 3.258031 3.272496 3.161729 3.173813 16 1.704 1.710391 1.660714 1.666217 0.0091716 10.36986 0.03293699 4622 1.0307757 up 1.707196 1.663466 0.004519 0.003892 0.0437304 1.026289
1608816_aVvi.1052 Transcr ibed locus, weakly similar to NP_849705.1 expressed protein [Arabidopsis thaliana] 333.9847 331.6332 318.2973 319.5474 16 8.383638 8.373445 8.314231 8.319886 0.0088681 10.54825 0.03257991 4518 1.0435382 up 8.378542 8.317059 0.007208 0.003999 0.061483 1.007392
1608817_aVvi.10742 Transcr ibed locus, weakly similar to XP_472393.1 OJ000315_02.21 [Oryza sativa (japonica cu 82.01885 85.83467 150.7448 134.3048 16 6.357884 6.423489 7.235965 7.069367 0.0135244 8.511391 0.03744077 5996 1.6958165 down 6.390686 7.152666 0.04639 0.117802 -0.76198 0.893469
1608818_aVvi.15124 Transcr ibed locus 4.233579 4.267545 4.124463 4.150787 16 2.081878 2.093406 2.044206 2.053385 0.034144 5.272228 0.06260868 9053 1.0272923 up 2.087642 2.048796 0.008152 0.00649 0.0388467 1.018961
1608819_aVvi.3993 Transcr ibed locus, weakly similar to XP_473377.1 OSJNBb0103I08.18 [Oryza sativa (japonica 860.1484 837.54 771.8815 800.368 16 9.748442 9.710014 9.592236 9.64452 0.0760209 3.416727 0.11412824 11057 1.0798645 up 9.729228 9.618378 0.027172 0.036971 0.11085 1.011525
1608820_aVvi.6974 Transcr ibed locus, strongly similar to NP_198446.3 DNA-binding protein, putative [Arabidops 387.2681 387.154 24.7525 24.54093 16 8.597189 8.596764 4.629502 4.617118 2.43E-06 641.3424 0.00571505 6 15.710598 up 8.596976 4.62331 3.01E-04 0.008757 3.973666 1.859485
1608821_aVvi.10606 Transcr ibed locus 10.52149 10.10629 94.90636 119.8763 16 3.395266 3.337181 6.568433 6.905402 0.0025629 19.71518 0.0266497 1595 10.343795 down 3.366224 6.736918 0.041072 0.238273 -3.3706937 0.499668
1608822_aVvi.4055 Transcr ibed locus, weakly similar to NP_566886.2 expressed protein [Arabidopsis thaliana] 179.3262 161.7793 4.615763 4.379901 16 7.486443 7.337884 2.206569 2.130898 2.53E-04 62.90064 0.0180123 227 37.8817 up 7.412163 2.168734 0.105047 0.053507 5.2434294 3.417738
1608823_at 7.219099 7.346945 7.033546 7.084328 16 2.851819 2.877145 2.814252 2.824631 0.0812289 3.291208 0.12000026 11237 1.0317119 up 2.864482 2.819442 0.017908 0.007339 0.0450401 1.015975
1608824_aVvi.8927 Transcr ibed locus, moderately similar to NP_174530.1 expressed protein [Arabidopsis thalian 10.70816 6.481654 5.647329 5.216805 16 3.420639 2.696362 2.497569 2.383167 0.2338429 1.685994 0.28761742 13497 1.5348872 up 3.0585 2.440368 0.512141 0.080894 0.6181326 1.253295
1608825_at 5.589494 5.603773 5.278176 5.282897 16 2.482718 2.486399 2.400039 2.401329 5.40E-04 43.01035 0.0198392 451 1.05986 up 2.484558 2.400684 0.002603 9.12E-04 0.0838736 1.034937
1608826_at 4.925066 4.985817 5.745174 11.26691 16 2.300143 2.31783 2.522351 3.49402 0.2867939 1.438932 0.34234628 13907 1.6236025 down 2.308986 3.008185 0.012506 0.687074 -0.6991986 0.767568
1608827_aVvi.3789 Transcr ibed locus 3.713652 3.729658 3.595134 3.610049 16 1.892839 1.899043 1.846045 1.852018 0.008322 10.89336 0.03182728 4340 1.0330492 up 1.895941 1.849032 0.004387 0.004224 0.046909 1.025369
1608828_aVvi.6906 Transcr ibed locus, weakly similar to NP_194497.1 25.3 kDa small heat shock protein, chlorop 56.94487 73.29282 14.00104 10.77287 16 5.831494 6.1956 3.807462 3.429331 0.0117963 9.125524 0.03566651 5489 5.2603188 up 6.013547 3.618397 0.257462 0.267379 2.3951502 1.661937
1608829_aVvi.8861 Transcr ibed locus, weakly similar to NP_171856.1 protein phosphatase 2C family protein / PP    251.358 277.5799 334.4299 366.1352 16 7.9736 8.116759 8.38556 8.516233 0.0525989 4.186324 0.08582281 10174 1.3247471 down 8.045179 8.450896 0.101229 0.092399 -0.405717 0.951991
1608830_aVvi.10792 Transcr ibed locus, moderately similar to XP_481225.1 putative syntaxin of plants 52 [Oryza sa 1517.554 1474.678 1348.207 1341.645 16 10.56753 10.52618 10.39683 10.38979 0.0181464 7.322022 0.04285332 7028 1.112304 up 10.54686 10.39331 0.029237 0.004977 0.153551 1.014774
1608831_at 7.292034 7.356243 6.780241 6.5866 16 2.866321 2.878969 2.761337 2.719534 0.026213 6.054386 0.05257733 8275 1.0959715 up 2.872645 2.740435 0.008943 0.029559 0.1322103 1.048244
1608832_at 3.0971 3.112973 3.012071 3.0262 16 1.630918 1.638293 1.590756 1.597507 0.0149176 8.095589 0.03885992 6369 1.0284517 up 1.634605 1.594132 0.005215 0.004774 0.0404739 1.025389
1608833_aVvi.6809 Transcr ibed locus, moderately similar to NP_566577.1 phosphate translocator-related [Arabid 595.4212 622.7309 592.2252 573.0695 16 9.217767 9.282465 9.210002 9.162566 0.2525214 1.591324 0.30717763 13647 1.0452386 up 9.250116 9.186284 0.045749 0.033542 0.063832 1.006949
1608834_aVvi.575 Transcr ibed locus, moderately similar to NP_568293.1 translocon-associated protein beta (T    5651.333 5772.753 7432.135 7287.095 16 12.46438 12.49504 12.85956 12.83113 0.0032546 17.48587 0.02783547 1930 1.2884486 down 12.47971 12.84535 0.021685 0.020106 -0.365635 0.971536
1608835_aVvi.1001 Transcr ibed locus, moderately similar to NP_563916.1 vacuolar ATP synthase subunit C (VA 712.0454 716.5376 805.809 835.0783 16 9.475825 9.484899 9.654294 9.705768 0.0167028 7.640317 0.04105104 6754 1.1484348 down 9.480362 9.680031 0.006416 0.036397 -0.199669 0.979373
1608836_aVvi.14580 Transcr ibed locus 3.548099 3.56079 3.447171 3.461987 16 1.827046 1.832197 1.785413 1.7916 0.0094497 10.21399 0.03330535 4708 1.028909 up 1.829622 1.788507 0.003642 0.004375 0.0411153 1.022989
1608837_aVvi.7655 Transcr ibed locus, weakly similar to NP_029430.1 expressed protein [Arabidopsis thaliana] 399.141 390.2138 397.2976 382.5168 16 8.640755 8.608121 8.634076 8.579379 0.6340441 0.556116 0.67511547 15591 1.0123512 up 8.624437 8.606728 0.023076 0.038677 0.017709 1.002058
1608838_sVvi.10424 Transcr ibed locus, strongly similar to NP_179334.3 thioredoxin reductase 2 / NADPH-depen 1303.166 1325.902 2311.022 2248.857 16 10.34781 10.37276 11.17432 11.13498 8.59E-04 34.10351 0.0221369 643 1.7343137 down 10.36028 11.15465 0.017644 0.027817 -0.794365 0.928786
1608839_aVvi.11740 Transcr ibed locus 340.9267 362.3724 344.9199 278.4571 16 8.413318 8.501329 8.430118 8.121311 0.3753772 1.131156 0.43112865 14454 1.1341474 up 8.457323 8.275715 0.062234 0.218359 0.181608 1.021945
1608840_x_at 3.65308 3.651756 3.50945 3.52947 16 1.869113 1.868591 1.811245 1.819452 0.0058536 13.01298 0.03005582 3230 1.0377822 up 1.868852 1.815348 3.70E-04 0.005803 0.0535038 1.029473
1608841_aVvi.14456 Transcr ibed locus 63.12985 57.1898 103.3038 92.79011 16 5.98025 5.837686 6.69075 6.535899 0.0216041 6.692749 0.04686775 7649 1.6294174 down 5.908968 6.613324 0.100808 0.109496 -0.704356 0.893494
1608842_aVvi.8915 Transcr ibed locus, strongly similar to XP_466708.1 putative spondyloepiphyseal dysplasia [Or 672.2032 682.7265 588.8707 613.9293 16 9.392754 9.415164 9.201807 9.261929 0.0330398 5.364225 0.06126056 8953 1.1266906 up 9.403959 9.231868 0.015847 0.042512 0.172091 1.018641
1608843_aVvi.12812 Transcr ibed locus, weakly similar to NP_201050.2 expressed protein [Arabidopsis thaliana] 764.1965 756.9442 1089.49 1130.21 16 9.5778 9.564043 10.08944 10.14238 0.0025088 19.9275 0.02661356 1564 1.459005 down 9.570921 10.11591 0.009727 0.037433 -0.544985 0.946126
1608844_at 485.9453 510.3139 505.3089 563.8124 16 8.92465 8.995241 8.981022 9.139071 0.3669258 1.156585 0.42269883 14409 1.0718489 down 8.959946 9.060047 0.049915 0.111758 -0.100101 0.988951
1608845_aVvi.11158 Transcr ibed locus, weakly similar to NP_187809.2 kinesin motor protein-related [Arabidopsis 43.39704 46.74781 44.92621 47.54681 16 5.439525 5.546827 5.489485 5.571277 0.6366724 0.551512 0.6776532 15597 1.0261245 down 5.493176 5.530381 0.075874 0.057835 -0.0372055 0.993273
1608846_aVvi.1801 Transcr ibed locus 13.88363 13.73577 13.07025 13.52796 16 3.795313 3.779866 3.708214 3.757873 0.170835 2.097689 0.22039032 12868 1.0385321 up 3.78759 3.733044 0.010923 0.035114 0.0545459 1.014612
1608847_aVvi.14496 Transcr ibed locus 933.1381 905.7634 934.2262 915.454 16 9.865947 9.82299 9.867628 9.838344 0.7742895 0.327658 0.8026497 16014 1.0059205 down 9.844469 9.852985 0.030375 0.020707 -0.008516 0.999136
1608848_aVvi.15699 Transcr ibed locus 209.7469 198.925 167.1663 147.2061 16 7.712505 7.636081 7.385141 7.201694 0.0618174 3.833097 0.09700824 10578 1.3021324 up 7.674293 7.293417 0.05404 0.129717 0.380876 1.052222
1608849_aVvi.11261 Transcr ibed locus 4.31651 4.333988 4.169853 4.164988 16 2.109865 2.115695 2.059997 2.058312 0.003186 17.67419 0.02774722 1904 1.03787 up 2.11278 2.059155 0.004122 0.001191 0.0536258 1.026043
1608850_sVvi.272 Transcr ibed locus, moderately similar to NP_200104.1 pyruvate kinase, putative [Arabidopsis 665.6351 623.9802 797.8135 826.9702 16 9.378588 9.285357 9.639908 9.691691 0.0245781 6.260417 0.05069524 8048 1.2603531 down 9.331972 9.6658 0.065924 0.036617 -0.333828 0.965463
1608851_aVvi.14709 Transcr ibed locus 8.822043 8.916328 8.109791 7.823527 16 3.141113 3.15645 3.019665 2.967819 0.029083 5.735136 0.05610448 8605 1.113452 up 3.148781 2.993742 0.010845 0.03666 0.1550393 1.051788
1608852_aVvi.3488 Transcr ibed locus, weakly similar to NP_196580.1 sulfate transporter [Arabidopsis thaliana] 4.491329 4.510992 4.363782 4.313214 16 2.167142 2.173445 2.125579 2.108764 0.0273996 5.9164 0.05392682 8433 1.0375079 up 2.170294 2.117171 0.004456 0.01189 0.0531223 1.025091
1608853_aVvi.1359 Transcr ibed locus, moderately similar to NP_566528.1 expressed protein [Arabidopsis thalian 187.4109 187.7772 106.4878 92.32789 16 7.550061 7.552878 6.734544 6.528695 0.012292 8.93627 0.036215 5634 1.891919 up 7.55147 6.63162 0.001992 0.145558 0.9198505 1.138707
1608854_x_at 13.62718 13.82888 11.43734 10.80067 16 3.768416 3.789612 3.51568 3.433049 0.0190437 7.142527 0.0438843 7201 1.2351184 up 3.779014 3.474364 0.014988 0.058429 0.3046493 1.087685
1608855_x_at 4.259538 4.265265 4.087227 4.101152 16 2.090697 2.092635 2.031122 2.036029 0.0020556 22.02212 0.02556811 1332 1.0410869 up 2.091666 2.033576 0.001371 0.00347 0.0580904 1.028566
1608856_aVvi.5803 Transcr ibed locus 14.83983 14.02301 13.85414 13.87397 16 3.891403 3.809725 3.792245 3.794309 0.2958899 1.402303 0.35153595 13973 1.0405071 up 3.850564 3.793277 0.057755 0.001459 0.0572867 1.015102
1608857_aVvi.15371 Transcr ibed locus 5.27534 5.364149 5.018174 5.012323 16 2.399264 2.423349 2.327163 2.32548 0.0195866 7.039901 0.04457752 7292 1.0606773 up 2.411307 2.326321 0.017031 0.00119 0.0849858 1.036532
1608858_aVvi.14676 Transcr ibed locus 4.886535 5.031777 4.705349 4.776598 16 2.288812 2.331068 2.234302 2.255983 0.1121605 2.728645 0.15596688 11938 1.045938 up 2.30994 2.245143 0.02988 0.015331 0.0647974 1.028861
1608859_aVvi.512 Transcr ibed locus, moderately similar to NP_201251.1 expressed protein [Arabidopsis thalian 63.63919 64.04054 95.98809 99.44908 16 5.991844 6.000914 6.584784 6.635886 0.0017818 23.65882 0.02507989 1178 1.5304495 down 5.996379 6.610334 0.006413 0.036135 -0.6139554 0.907122
1608860_aVvi.4673 Transcr ibed locus 1598.143 1640.897 923.2957 1034.88 16 10.64218 10.68027 9.850649 10.01525 0.0131886 8.621262 0.03712028 5897 1.6566575 up 10.66122 9.932949 0.026933 0.116389 0.728275 1.073319
1608861_aVvi.11089 Transcr ibed locus, weakly similar to NP_195558.1 geranylgeranyl pyrophosphate synthase, pu 309.9188 304.0245 412.9109 423.2246 16 8.275746 8.248044 8.689687 8.72528 0.0025516 19.75868 0.0266497 1584 1.3618692 down 8.261895 8.707483 0.019589 0.025168 -0.445588 0.948827
1608862_aVvi.3733 Transcr ibed locus, moderately similar to NP_190278.1 deoxyuridine 5'-triphosphate nucleotid 144.6022 160.7282 1056.602 1127.503 16 7.175945 7.328479 10.04522 10.13892 9.92E-04 31.72771 0.02255868 729 7.159475 down 7.252212 10.09207 0.107857 0.066256 -2.839854 0.718605
1608863_sVvi.1701 Transcr ibed locus, moderately similar to NP_914412.1 putative aspartate aminotransferase [O 996.8267 938.5666 1092.642 1058.482 16 9.961199 9.874315 10.09361 10.04778 0.0895008 3.113921 0.12970431 11455 1.1118299 down 9.917757 10.07069 0.061436 0.032402 -0.152936 0.984814
1608864_sVvi.18 GO:000027Acidic chitinase 20114.75 22326.82 30137.75 29116.99 16 14.29597 14.44649 14.87928 14.82958 0.025867 6.096383 0.0522548 8216 1.3978426 down 14.37123 14.85443 0.106437 0.03515 -0.483202 0.967471
1608865_aVvi.2080 Transcr ibed locus, strongly similar to NP_566174.1 14-3-3 protein GF14 nu (GRF7) [Arabido 11804.27 10902.56 14037.69 13462.44 16 13.52702 13.41238 13.77702 13.71665 0.0505357 4.277961 0.08318223 10085 1.2117852 down 13.4697 13.74683 0.081064 0.042684 -0.277134 0.97984
1608866_aVvi.11433 Transcr ibed locus, weakly similar to NP_195379.1 hydrolase, alpha/beta fold family protein [Ar 87.47215 111.7356 170.9185 153.1708 16 6.450752 6.803945 7.417164 7.258997 0.0667799 3.673124 0.10310423 10752 1.6366342 down 6.627348 7.33808 0.249745 0.111841 -0.710732 0.903145
1608867_s_at 7725.543 7341.785 7108.621 7937.514 16 12.91542 12.84192 12.79535 12.95447 0.9697128 0.042853 0.9741134 16526 1.0026065 up 12.87867 12.87491 0.051975 0.112513 0.003756 1.000292
1608868_at 355.2098 413.1812 27.2423 20.26989 16 8.472528 8.690631 4.767777 4.341267 0.0035189 16.81302 0.02806597 2080 16.30291 up 8.581579 4.554522 0.154222 0.301588 4.0270574 1.884189
1608869_sVvi.7972 Transcr ibed locus, strongly similar to XP_472949.1 OJ000223_09.15 [Oryza sativa (japonica 19871.32 20355.57 22388.78 20753.5 16 14.2784 14.31314 14.45049 14.34107 0.2235813 1.742291 0.27668428 13414 1.0717808 down 14.29577 14.39578 0.024562 0.077373 -0.10001 0.993053
1608870_aVvi.2112 Transcr ibed locus, moderately similar to NP_196972.1 universal stress protein (USP) family 291.2 271.4092 131.7556 153.4894 16 8.185866 8.084326 7.04172 7.261996 0.0148751 8.107423 0.03885992 6352 1.9768964 up 8.135096 7.151858 0.0718 0.155758 0.9832377 1.13748
1608871_aVvi.3725 Transcr ibed locus, moderately similar to NP_565805.1 shikimate kinase-related [Arabidopsis 16.13665 17.13165 15.95286 15.27319 16 4.012269 4.098592 3.995743 3.932929 0.2300242 1.70656 0.2837404 13458 1.0651778 up 4.05543 3.964336 0.06104 0.044416 0.0910942 1.022978
1608872_aVvi.15650 Transcr ibed locus 3.201453 3.21582 3.109978 3.127743 16 1.678727 1.685187 1.636904 1.645122 0.0159059 7.834144 0.04000447 6600 1.0287864 up 1.681957 1.641013 0.004568 0.005811 0.0409435 1.02495
1608873_aVvi.8180 Transcr ibed locus, moderately similar to NP_187747.1 eukaryotic translation initiation factor 3 121.5382 136.9031 229.0266 220.0597 16 6.925266 7.097011 7.839371 7.781751 0.0125954 8.82593 0.03657357 5716 1.7404046 down 7.011138 7.810561 0.121442 0.040743 -0.7994226 0.897649
1608874_aVvi.15316 Transcr ibed locus 4.384666 4.403607 4.206556 4.217422 16 2.132467 2.138686 2.07264 2.076361 0.0035018 16.85438 0.02803947 2071 1.0432435 up 2.135576 2.0745 0.004397 0.002632 0.0610759 1.029441
1608875_aVvi.5722 Transcr ibed locus, weakly similar to NP_177392.1 expressed protein [Arabidopsis thaliana] 10.73278 11.94217 12.32338 16.14246 16 3.423951 3.577993 3.623326 4.012789 0.2691788 1.514187 0.32442155 13774 1.2458112 down 3.500972 3.818058 0.108924 0.275392 -0.3170855 0.916951
1608876_at 508.086 536.1423 802.4935 797.7877 16 8.988929 9.066472 9.648346 9.639861 0.0039799 15.80397 0.02854954 2313 1.5330487 down 9.0277 9.644104 0.054831 0.006 -0.616404 0.936085
1608877_aVvi.4287 Transcr ibed locus 3.686305 3.709102 3.560354 3.582685 16 1.882176 1.89107 1.832021 1.841041 0.0156156 7.908384 0.03962922 6540 1.0353309 up 1.886623 1.836531 0.006289 0.006378 0.0500919 1.027275
1608878_sVvi.766 Transcr ibed locus, weakly similar to NP_850751.1 expressed protein [Arabidopsis thaliana] 172.1982 178.6962 425.6316 426.5312 16 7.427927 7.481365 8.733461 8.736507 4.37E-04 47.84041 0.01871624 384 2.4289594 down 7.454646 8.734984 0.037787 0.002154 -1.280338 0.853424
1608879_s_at 7.471395 7.48414 7.967742 8.173618 16 2.901378 2.903837 2.994171 3.030975 0.0269948 5.962468 0.05346148 8382 1.0792027 down 2.902607 3.012573 0.001739 0.026024 -0.1099658 0.963498
1608880_aVvi.14949 Transcr ibed locus 136.5037 149.4603 195.5938 216.6199 16 7.092796 7.223619 7.611717 7.759022 0.0331882 5.351599 0.06139857 8973 1.4410917 down 7.158207 7.68537 0.092505 0.104161 -0.5271621 0.931407
1608881_at 6.359562 6.395045 8.273802 6.811109 16 2.668927 2.676955 3.04855 2.76789 0.2357429 1.675924 0.289611 13513 1.1771344 down 2.672941 2.90822 0.005676 0.198457 -0.235279 0.919099
1608882_aVvi.2578 Transcr ibed locus, weakly similar to NP_199199.1 chlorophyllase (CLH2) [Arabidopsis thalia 99.84962 86.27644 39.312 39.89376 16 6.641685 6.430895 5.296898 5.318091 0.0073492 11.60046 0.03112543 3918 2.3437123 up 6.53629 5.307495 0.149051 0.014986 1.2287954 1.231521
1608883_aVvi.3054 Transcr ibed locus, moderately similar to NP_914558.1 putative pyrophosphate-dependent pho 1621.729 1473.872 1075.665 1095.688 16 10.66332 10.5254 10.07101 10.09762 0.0184384 7.262176 0.0432096 7083 1.4240899 up 10.59436 10.08432 0.097525 0.018815 0.510041 1.050578
1608884_aVvi.15300 Transcr ibed locus 39.76728 54.47646 22.78598 37.03189 16 5.31351 5.767561 4.510075 5.210696 0.2447999 1.629326 0.29891852 13595 1.6023064 up 5.540535 4.860385 0.321063 0.495414 0.68015 1.139937
1608885_aVvi.6117 Transcr ibed locus, weakly similar to NP_850146.1 transcr iptional factor B3 family protein [Ara 108.3577 105.0136 107.29 104.2334 16 6.759658 6.714432 6.745372 6.703674 0.7233553 0.407124 0.75695837 15864 1.0087175 up 6.737045 6.724523 0.03198 0.029485 0.0125223 1.001862
1608886_at 7.783961 7.877675 7.300104 7.291457 16 2.960505 2.97777 2.867917 2.866207 0.0071452 11.76673 0.03096811 3829 1.0733161 up 2.969137 2.867062 0.012208 0.001209 0.1020752 1.035603
1608887_s_at 4.029571 4.040426 3.91246 3.926762 16 2.010626 2.014507 1.968076 1.97334 0.006048 12.80019 0.03012973 3330 1.0294392 up 2.012567 1.970708 0.002744 0.003722 0.0418587 1.02124
1608888_aVvi.7004 Transcr ibed locus, moderately similar to NP_194243.1 peptide methionine sulfoxide reductase 2794.12 2759.585 1044.725 974.5128 16 11.44818 11.43024 10.02891 9.928537 0.0012162 28.64804 0.02331889 863 2.7520096 up 11.43921 9.978722 0.012687 0.070972 1.460485 1.14636
1608889_aVvi.4054 Transcr ibed locus, weakly similar to NP_565645.1 expressed protein [Arabidopsis thaliana] 4.527584 4.551561 4.357894 4.407906 16 2.178742 2.186361 2.123631 2.140093 0.0305582 5.588576 0.05805315 8737 1.0357596 up 2.182551 2.131862 0.005388 0.011641 0.0506892 1.023777
1608890_at 4.516349 4.495108 4.321738 4.332649 16 2.175157 2.168356 2.111612 2.115249 0.0043435 15.12383 0.02915045 2472 1.0412567 up 2.171756 2.113431 0.004809 0.002572 0.0583258 1.027598
1608891_at 8.35742 8.459532 7.70972 7.585159 16 3.063058 3.080578 2.946678 2.923179 0.0112689 9.340393 0.03518368 5315 1.0995315 up 3.071818 2.934929 0.012388 0.016616 0.1368889 1.046641
1608892_aVvi.1059 Transcr ibed locus, moderately similar to NP_566875.1 lipoxygenase (LOX2) [Arabidopsis tha 961.1323 974.9594 76.87392 90.86449 16 9.908591 9.929198 6.264422 6.505645 0.0011713 29.19328 0.02316751 837 11.582391 up 9.918895 6.385034 0.014571 0.17057 3.5338614 1.55346
1608893_aVvi.12212 Transcr ibed locus, weakly similar to NP_565741.1 expressed protein [Arabidopsis thaliana] 43.58661 41.12106 49.69855 53.84799 16 5.445813 5.361805 5.635132 5.750821 0.0560283 4.045064 0.0900553 10328 1.2219341 down 5.40381 5.692976 0.059402 0.081804 -0.2891665 0.949206
1608894_at 5.570725 5.614182 5.337005 5.321561 16 2.477865 2.489076 2.41603 2.41185 0.0073215 11.62261 0.03109551 3908 1.0493752 up 2.48347 2.41394 0.007927 0.002956 0.0695304 1.028804
1608895_aVvi.2932 Transcr ibed locus 9.249243 9.865038 10.41808 10.10312 16 3.209335 3.302325 3.381017 3.336729 0.1833815 2.000897 0.23386422 13017 1.074037 down 3.25583 3.358873 0.065753 0.031316 -0.1030436 0.969322
1608896_aVvi.635 Transcr ibed locus, weakly similar to NP_174064.1 exostosin family protein [Arabidopsis thalia 334.0985 288.0891 77.22145 81.7758 16 8.38413 8.170371 6.27093 6.353602 0.0033838 17.14732 0.02783547 2013 3.904085 up 8.27725 6.312266 0.15115 0.058458 1.964984 1.311296
1608897_aVvi.5709 Transcr ibed locus, moderately similar to NP_199216.2 cellulose synthase, catalytic subunit (I 4.867757 4.886214 4.67822 4.721139 16 2.283257 2.288717 2.22596 2.239135 0.0173441 7.494053 0.04183451 6882 1.0377359 up 2.285987 2.232548 0.00386 0.009316 0.0534395 1.023937
1608898_aVvi.2633 Transcr ibed locus, weakly similar to NP_173736.1 dynein light chain type 1 family protein [Ara 626.5851 581.9974 852.0491 823.8399 16 9.291367 9.184869 9.734793 9.68622 0.0150049 8.071465 0.03892679 6397 1.3874053 down 9.238117 9.710506 0.075305 0.034346 -0.472389 0.951353
1608899_aVvi.11903 Transcr ibed locus, weakly similar to NP_564238.2 no apical meristem (NAM) family protein [A  142.1528 138.0617 231.29 231.7163 16 7.1513 7.109169 7.853559 7.856216 8.47E-04 34.33225 0.0221369 633 1.6525029 down 7.130234 7.854887 0.029791 0.001878 -0.7246528 0.907745
1608900_aVvi.9007 Transcr ibed locus, moderately similar to NP_566015.1 calcium-binding EF hand family protei 814.6865 767.1102 526.3215 497.6841 16 9.670101 9.58329 9.039801 8.959086 0.0088103 10.58326 0.03249703 4500 1.5446206 up 9.626696 8.999443 0.061385 0.057074 0.627253 1.069699
1608901_aVvi.15612 Transcr ibed locus 3.830322 3.859076 3.715216 3.729943 16 1.937466 1.948256 1.893446 1.899154 0.0167512 7.628987 0.04110915 6764 1.0328 up 1.942861 1.8963 0.00763 0.004036 0.0465609 1.024554
1608902_aVvi.11161 Transcr ibed locus 5.112069 5.093011 4.860833 4.890276 16 2.353907 2.348519 2.281204 2.289916 0.0060319 12.81745 0.03011773 3324 1.0465587 up 2.351213 2.28556 0.00381 0.006161 0.0656533 1.028725
1608903_aVvi.504 Transcr ibed locus, moderately similar to NP_188026.1 oligouridylate-binding protein, putative 1871.096 1792.91 1818.169 1770.839 16 10.86967 10.80809 10.82827 10.79022 0.4989782 0.818724 0.55017835 15056 1.0207528 up 10.83888 10.80924 0.043544 0.026908 0.029634 1.002742
1608904_at 3076.313 3272.486 3874.768 4038.631 16 11.58699 11.67617 11.91989 11.97965 0.0272975 5.927928 0.05383996 8416 1.2467675 down 11.63158 11.94977 0.063063 0.042255 -0.318193 0.973372
1608905_aVvi.15135 Transcr ibed locus 4.788558 4.811647 4.656319 4.678742 16 2.259591 2.266531 2.21919 2.226121 0.014412 8.239562 0.03839626 6230 1.028403 up 2.263061 2.222655 0.004907 0.004901 0.0404057 1.018179
1608906_aVvi.10216 Transcr ibed locus, weakly similar to NP_850218.1 ubiquitin-conjugating enzyme family protei 19.7454 17.13564 15.45198 14.33846 16 4.303444 4.098928 3.94972 3.841818 0.1183901 2.641612 0.16314672 12046 1.2357758 up 4.201186 3.895769 0.144615 0.076298 0.3054169 1.078397
1608907_sVvi.12881 Transcr ibed locus, moderately similar to NP_176053.1 galactinol synthase, putative [Arabidop 3.905541 3.921075 3.767271 3.791578 16 1.965522 1.971249 1.91352 1.922798 0.0115774 9.21293 0.03547655 5416 1.0354276 up 1.968386 1.918159 0.00405 0.006561 0.0502267 1.026185
1608908_aVvi.14334 Transcr ibed locus 65.24241 63.01128 5.465837 5.340667 16 6.027738 5.977539 2.450442 2.41702 7.14E-05 118.3561 0.0147934 79 11.867197 up 6.002638 2.433731 0.035496 0.023633 3.5689073 2.466435
1608909_aVvi.6176 Transcr ibed locus, weakly similar to NP_568370.1 ubiquitin activating enzyme, putative (ECR  259.3096 277.583 253.2244 289.0337 16 8.018532 8.116776 7.984273 8.175094 0.9209836 0.112096 0.9329693 16387 1.0083731 down 8.067654 8.079683 0.069469 0.134931 -0.012029 0.998511
1608910_at 5.672503 5.653749 5.294135 5.291856 16 2.503986 2.499208 2.404395 2.403774 6.10E-04 40.47746 0.02095991 482 1.0699271 up 2.501597 2.404084 0.003378 4.39E-04 0.0975125 1.040561
1608911_aVvi.14316 Transcr ibed locus 4.691961 4.723272 4.561175 4.589315 16 2.230191 2.239787 2.189405 2.198279 0.0243064 6.296636 0.05035997 8012 1.0289314 up 2.234989 2.193842 0.006785 0.006274 0.0411467 1.018756
1608912_aVvi.3290 Transcr ibed locus, moderately similar to NP_567897.1 paramyosin-related [Arabidopsis thalia 304.5594 301.5226 341.0385 317.0132 16 8.25058 8.236122 8.413791 8.308399 0.1572897 2.213679 0.20594032 12679 1.0850371 down 8.243351 8.361095 0.010223 0.074523 -0.117744 0.985918
1608913_aVvi.1726 Transcr ibed locus, moderately similar to NP_568599.1 protein kinase family protein [Arabidop 92.24904 83.32165 100.7669 120.4634 16 6.527462 6.38062 6.654878 6.91245 0.1562109 2.223502 0.20467314 12670 1.2566851 down 6.454041 6.783664 0.103833 0.182131 -0.3296232 0.951409
1608914_aVvi.8039 Transcr ibed locus, strongly similar to NP_187991.1 endomembrane protein 70, putative [Arab  3564.92 3608.972 5730.781 5382.779 16 11.79965 11.81737 12.48452 12.39414 0.0052869 13.69842 0.02950386 2968 1.548437 down 11.80851 12.43933 0.012529 0.063908 -0.630812 0.949289
1608915_at 114.1375 127.792 108.8297 162.0612 9 6.83463 6.997654 6.765928 7.340395 0.6913436 0.458913 0.72735655 15779 1.0996314 down 6.916142 7.053162 0.115275 0.406209 -0.1370201 0.980573
1608916_aVvi.14551 Transcr ibed locus 41.6082 47.87845 6.936657 6.963975 16 5.378796 5.581305 2.794241 2.799911 0.0014223 26.48703 0.02409896 977 6.421785 up 5.48005 2.797076 0.143195 0.00401 2.6829743 1.959207
1608917_at 7.487851 7.343763 6.885867 6.789736 16 2.904552 2.876519 2.783638 2.763356 0.0211588 6.765132 0.04625735 7593 1.0845065 up 2.890536 2.773497 0.019822 0.014342 0.1170387 1.042199
1608918_aVvi.471 Transcr ibed locus, moderately similar to NP_180026.1 zinc finger (C2H2 type) family protein 1184.325 1079.782 1141.908 1174.926 16 10.20985 10.07653 10.15723 10.19835 0.6690067 0.496056 0.7070823 15707 1.0242771 down 10.14319 10.17779 0.094275 0.029078 -0.034606 0.9966
1608919_aVvi.8578 Transcr ibed locus, weakly similar to XP_493801.1 ESTs AU029294(E30104),C73989(E30104 49.90847 48.8188 177.2652 171.959 16 5.641213 5.609365 7.469766 7.425921 2.21E-04 67.26476 0.01744732 209 3.5370696 down 5.625289 7.447844 0.02252 0.031003 -1.8225546 0.755291
1608920_aVvi.15035 Transcr ibed locus 16.06554 18.66207 18.04383 21.37883 16 4.005897 4.222037 4.173433 4.418111 0.3812898 1.113756 0.4369253 14487 1.1343023 down 4.113967 4.295772 0.152834 0.173013 -0.181805 0.957678
1608921_x_at 1054.033 1017.834 1071.367 1413.941 16 10.0417 9.991286 10.06524 10.46551 0.3425948 1.233796 0.39874926 14263 1.1882814 down 10.0165 10.26537 0.035651 0.283033 -0.248876 0.975756
1608922_aVvi.9377 Transcr ibed locus, weakly similar to NP_567618.1 cytidine/deoxycytidylate deaminase family p 64.16567 74.86013 101.573 93.25412 16 6.00373 6.226126 6.666373 6.543096 0.0612513 3.85253 0.09634236 10554 1.4042567 down 6.114928 6.604734 0.157258 0.08717 -0.4898064 0.92584
1608923_aVvi.798 Transcr ibed locus, moderately similar to NP_195175.1 cyclase-associated protein (cap1) [Ar 754.5961 820.7025 918.8801 941.8301 16 9.559561 9.680716 9.843733 9.879323 0.0621066 3.823267 0.09738446 10586 1.1821313 down 9.620138 9.861528 0.085669 0.025166 -0.24139 0.975522
1608924_aVvi.12725 Transcr ibed locus, strongly similar to NP_917975.1 unknown protein [Oryza sativa (japonica c 3132.71 2822.355 2434.107 2352.831 16 11.6132 11.46268 11.24918 11.20018 0.058302 3.958165 0.09277584 10432 1.2425114 up 11.53794 11.22468 0.106428 0.034645 0.313259 1.027908
1608925_aVvi.15212 Transcr ibed locus 30.77745 30.91827 29.6158 30.11256 16 4.943802 4.950388 4.888295 4.912293 0.0639772 3.761261 0.09967623 10655 1.0329716 up 4.947095 4.900294 0.004657 0.016969 0.0468007 1.009551
1608926_aVvi.14782 Transcr ibed locus 29.91975 37.08324 33.81401 34.14243 16 4.903026 5.212696 5.079549 5.093494 0.8703468 0.184918 0.8884134 16263 1.0200648 down 5.057861 5.086522 0.218969 0.00986 -0.0286606 0.994365
1608927_aVvi.9451 Transcr ibed locus, moderately similar to NP_195876.1 histone H2A, putative [Arabidopsis tha 398.5963 423.2764 2811.601 2883.483 16 8.638784 8.725456 11.45718 11.4936 2.83E-04 59.42285 0.01827131 250 6.9319744 down 8.68212 11.47539 0.061286 0.025753 -2.793267 0.756586
1608928_x_at 5.316443 5.349381 5.053167 5.048531 16 2.410461 2.419372 2.337188 2.335864 0.0032851 17.40421 0.02783547 1949 1.0558397 up 2.414917 2.336526 0.006301 9.36E-04 0.0783908 1.03355
1608929_aVvi.15380 Transcr ibed locus 3.397185 3.408707 3.281113 3.317541 16 1.76434 1.769225 1.714186 1.730114 0.0331168 5.357663 0.06131588 8965 1.0314204 up 1.766782 1.72215 0.003454 0.011263 0.0446325 1.025917
1608930_aVvi.11496 Transcr ibed locus, weakly similar to XP_478921.1 putative early nodulin 8 precursor [Oryza sa 4329.809 4291.098 407.8379 369.5855 16 12.08009 12.06713 8.671852 8.529764 4.22E-04 48.68045 0.01871624 367 11.102412 up 12.07361 8.600808 0.009162 0.100471 3.472801 1.403776
1608931_aVvi.9043 Transcr ibed locus 735.2499 764.0909 620.0548 646.3852 16 9.522091 9.577601 9.276252 9.33625 0.0270131 5.960362 0.05348497 8384 1.1839385 up 9.549846 9.306252 0.039251 0.042425 0.243594 1.026175
1608932_aVvi.844 Transcr ibed locus, weakly similar to NP_196793.1 UDP-glucoronosyl/UDP-glucosyl transfer 1400.196 1384.214 290.5622 322.4041 16 10.45141 10.43485 8.182703 8.332727 0.0011903 28.95843 0.02324235 847 4.548583 up 10.44313 8.257715 0.011711 0.106083 2.185417 1.264652
1608933_aVvi.3608 Transcr ibed locus, moderately similar to XP_473707.1 OSJNBa0086O06.7 [Oryza sativa (jap 12.52465 12.16992 12.08181 12.83438 16 3.646698 3.605248 3.594765 3.681942 0.8215302 0.256513 0.8452556 16135 1.0086185 down 3.625973 3.638353 0.029309 0.061643 -0.0123806 0.996597
1608934_aVvi.6619 Transcr ibed locus, moderately similar to NP_029426.1 SAND family protein [Arabidopsis thal 436.9742 428.3953 492.7981 441.0953 16 8.771404 8.742799 8.944853 8.784946 0.3156827 1.327196 0.37146246 14108 1.0775827 down 8.757101 8.8649 0.020227 0.113071 -0.107799 0.98784
1608935_aVvi.15765 Transcr ibed locus 3.60552 3.622752 3.489675 3.507844 16 1.850207 1.857086 1.803092 1.810585 0.0115991 9.204165 0.0354975 5423 1.0329769 up 1.853647 1.806839 0.004864 0.005298 0.046808 1.025906
1608936_aVvi.10270 Transcr ibed locus, moderately similar to NP_563749.1 basic helix-loop-helix (bHLH) family p 285.3654 256.8893 185.057 176.5785 16 8.156667 8.005003 7.531826 7.464166 0.0196993 7.019129 0.04470166 7315 1.4977938 up 8.080835 7.497996 0.107242 0.047843 0.5828387 1.077733
1608937_aVvi.12084 Transcr ibed locus 5.605567 5.630535 5.441774 5.39115 16 2.48686 2.493272 2.444077 2.430593 0.0194603 7.063398 0.04447685 7263 1.0372266 up 2.490066 2.437335 0.004534 0.009535 0.052731 1.021635
1608938_aVvi.14836 Transcr ibed locus 195.0288 188.1581 194.489 192.8125 16 7.607543 7.555802 7.603545 7.591054 0.6165429 0.587175 0.65914387 15528 1.0108906 down 7.581673 7.5973 0.036587 0.008832 -0.0156269 0.997943
1608939_aVvi.13444 Transcr ibed locus, weakly similar to NP_201200.2 SNF2 domain-containing protein / helicase   3.789418 3.541578 3.436379 3.458782 16 1.921976 1.824392 1.780889 1.790264 0.2157964 1.787308 0.26846802 13343 1.0626066 up 1.873184 1.785577 0.069002 0.006629 0.0876076 1.049064
1608940_at 1219.016 1240.059 461.9708 531.2382 16 10.2515 10.27619 8.851658 9.053215 0.0059408 12.91623 0.03008822 3277 2.4818413 up 10.26385 8.952436 0.01746 0.142522 1.311411 1.146486
1608941_aVvi.7691 Transcr ibed locus 9569.026 9598.98 3502.397 3766.265 16 13.22416 13.22866 11.77413 11.87892 0.0014005 26.69309 0.02397054 969 2.6388092 up 13.22641 11.82652 0.003188 0.074098 1.399887 1.118368
1608942_aVvi.7998 Transcr ibed locus, weakly similar to XP_473528.1 OSJNBa0005N02.2 [Oryza sativa (japonica 22.53792 22.38355 16.54293 15.82432 16 4.494283 4.484367 4.048143 3.984072 0.0046599 14.59783 0.02929417 2639 1.3882015 up 4.489325 4.016108 0.007012 0.045305 0.473217 1.11783
1608943_aVvi.15644 Transcr ibed locus 2.835535 2.851972 2.762733 2.774449 16 1.503621 1.51196 1.466096 1.472201 0.0174158 7.478196 0.04192128 6894 1.0271463 up 1.50779 1.469149 0.005896 0.004317 0.0386417 1.026302
1608944_aVvi.15188 Transcr ibed locus 7.731012 7.790488 7.497118 8.333201 16 2.950658 2.961714 2.906336 3.058871 0.7626905 0.345475 0.79287344 15969 1.0184801 down 2.956186 2.982604 0.007818 0.107858 -0.0264177 0.991143
1608945_aVvi.13193 GO:000597Putative xyloglucan endotransg lycosylase XET1 545.645 452.1106 311.0291 451.169 16 9.091819 8.820532 8.280906 8.817524 0.3085407 1.353613 0.364039 14070 1.3258885 up 8.956175 8.549215 0.191829 0.379446 0.40696 1.047602
1608946_at 7.759878 8.233148 7.475398 7.363048 16 2.956034 3.041444 2.90215 2.880303 0.1349041 2.439024 0.18134469 12349 1.0773689 up 2.998739 2.891227 0.060394 0.015448 0.1075122 1.037186
1608947_aVvi.3895 Transcr ibed locus, moderately similar to NP_178052.1 latex-abundant protein, putative (AMC 5.896132 5.927806 5.687415 5.695543 16 2.559769 2.567498 2.507773 2.509833 0.0052791 13.70862 0.02950386 2963 1.0387367 up 2.563633 2.508803 0.005466 0.001457 0.05483 1.021855
1608948_aVvi.2018 Transcr ibed locus, strongly similar to XP_479783.1 putative RNA-binding protein RBP37 [Or 1814.273 1716.026 1906.782 1698.181 16 10.82518 10.74486 10.89692 10.72977 0.7888047 0.305568 0.8158828 16050 1.0198328 down 10.78502 10.81335 0.056795 0.118193 -0.028333 0.99738
1608949_aVvi.2575 Transcr ibed locus 5.569489 5.758735 5.581321 5.707304 16 2.477545 2.525752 2.480607 2.512809 0.8803459 0.170441 0.89709693 16291 1.0034304 up 2.501648 2.496708 0.034087 0.022771 0.0049404 1.001979
1608950_at 176.7278 183.44 274.7167 285.8998 16 7.465385 7.519165 8.101801 8.159366 0.0037863 16.20529 0.02824424 2224 1.5565027 down 7.492275 8.130583 0.038028 0.040704 -0.6383082 0.921493
1608951_at 7.184822 7.264982 6.808105 6.840191 16 2.844952 2.860959 2.767253 2.774037 0.0109694 9.469192 0.03496172 5207 1.0587125 up 2.852956 2.770645 0.011319 0.004797 0.0823108 1.029708
1608952_aVvi.11367 Transcr ibed locus, moderately similar to NP_187329.1 thioredoxin family protein [Arabidopsis 599.0593 566.3888 404.2287 409.5735 16 9.226555 9.145649 8.659028 8.677979 0.0063817 12.4579 0.03039932 3484 1.4315709 up 9.186102 8.668503 0.057209 0.0134 0.517599 1.05971
1608953_aVvi.7933 Transcr ibed locus, moderately similar to NP_173248.1 WD-40 repeat family protein / auxin-de 9420.984 9575.733 13066.36 13148.35 16 13.20166 13.22517 13.67357 13.68259 7.33E-04 36.91038 0.02181481 557 1.3799982 down 13.21342 13.67808 0.016621 0.006381 -0.4646665 0.966028
1608954_aVvi.1054 Transcr ibed locus, moderately similar to NP_568997.1 expressed protein [Arabidopsis thalian 567.248 602.604 815.6521 792.0078 16 9.147836 9.235066 9.67181 9.629371 0.0109763 9.466137 0.03497012 5210 1.3747219 down 9.191451 9.650591 0.061681 0.030009 -0.45914 0.952424
1608955_aVvi.2827 Transcr ibed locus, weakly similar to NP_566729.1 alcohol oxidase-related [Arabidopsis thalia 284.9496 336.4953 370.221 329.335 16 8.154563 8.394443 8.532243 8.363412 0.35878 1.181747 0.41476676 14360 1.1276541 down 8.274503 8.447827 0.169621 0.119381 -0.173324 0.979483
1608956_aVvi.15687 Transcr ibed locus 4.57135 4.586522 4.390376 4.419014 16 2.19262 2.197401 2.134344 2.143724 0.0087279 10.63381 0.03235135 4477 1.0395622 up 2.19501 2.139034 0.00338 0.006633 0.0559761 1.026169
1608957_aVvi.13462 Transcr ibed locus, moderately similar to NP_564630.1 expressed protein [Arabidopsis thalian 1243.318 1189.044 866.6771 844.4111 16 10.27998 10.21559 9.759351 9.721802 0.0053563 13.60877 0.02954311 3009 1.4212968 up 10.24778 9.740576 0.045533 0.026551 0.507208 1.052072
1608958_aVvi.6375 Transcr ibed locus, weakly similar to XP_470224.1 Putative retroelement [Oryza sativa] 4.260893 4.279221 4.124933 4.161408 16 2.091156 2.097348 2.044371 2.057072 0.025344 6.161449 0.05162718 8149 1.0306332 up 2.094252 2.050721 0.004379 0.008981 0.0435308 1.021227
1608959_aVvi.14828 Transcr ibed locus 3.680527 3.710649 3.583641 3.581116 16 1.879912 1.891671 1.841426 1.840409 0.0168598 7.603743 0.04121121 6791 1.0315932 up 1.885792 1.840918 0.008315 7.19E-04 0.0448742 1.024376
1608960_aVvi.15169 Transcr ibed locus 8.217917 8.972375 7.652069 7.518557 16 3.038773 3.16549 2.93585 2.910456 0.1093759 2.769785 0.15283723 11880 1.132082 up 3.102131 2.923153 0.089603 0.017956 0.1789784 1.061228
1608961_aVvi.6671 Transcr ibed locus, moderately similar to NP_177931.1 AP2 domain-containing transcr iption f 665.1398 665.805 325.0483 400.2359 16 9.377514 9.378956 8.34451 8.644707 0.0276635 5.886916 0.05427426 8461 1.8450078 up 9.378235 8.494608 0.00102 0.212271 0.883627 1.104022
1608962_sVvi.6412 Transcr ibed locus, weakly similar to XP_476049.1 putative alliin lyase [Oryza sativa (japonica 7.220712 7.310614 6.785633 6.892511 16 2.852141 2.869993 2.762483 2.78503 0.026066 6.072132 0.05243515 8252 1.0623877 up 2.861067 2.773757 0.012623 0.015943 0.0873103 1.031477
1608963_aVvi.8652 Transcr ibed locus 442.9562 523.6227 449.2206 406.5825 16 8.79102 9.032384 8.81128 8.667404 0.3447209 1.226795 0.40083697 14276 1.1269007 up 8.911702 8.739342 0.17067 0.101736 0.17236 1.019722
1608964_aVvi.6946 Transcr ibed locus, weakly similar to XP_466493.1 unknown protein [Oryza sativa (japonica cu 181.3996 191.256 236.6931 217.0803 16 7.503027 7.579361 7.886874 7.762085 0.0606609 3.873077 0.09562211 10531 1.2169628 down 7.541194 7.824479 0.053976 0.088239 -0.283285 0.963795
1608965_x_at 12.95035 12.55778 11.11341 10.75653 16 3.694919 3.650509 3.474229 3.427141 0.0205926 6.860498 0.04558977 7498 1.166373 up 3.672714 3.450685 0.031402 0.033297 0.2220292 1.064344
1608966_aVvi.4146 Transcr ibed locus, weakly similar to XP_493879.1 putative RING-H2 finger protein [Oryza sa 1405.632 1727.004 994.8886 1035.348 16 10.457 10.75406 9.958391 10.0159 0.0549629 4.087568 0.08872952 10283 1.535154 up 10.60553 9.987146 0.210048 0.040665 0.618384 1.061918
1608967_aVvi.14797 Transcr ibed locus 4.019623 4.034063 3.894349 3.917757 16 2.00706 2.012234 1.961382 1.970028 0.0128896 8.722693 0.03682813 5809 1.0309267 up 2.009647 1.965705 0.003658 0.006113 0.0439418 1.022354
1608968_aVvi.240 Transcr ibed locus, moderately similar to NP_181435.1 GCN5-related N-acetyltransferase (G 3238.733 3081.067 3112.311 3151.609 16 11.66121 11.58921 11.60377 11.62187 0.7702576 0.333834 0.79903877 16003 1.0086265 up 11.62521 11.61282 0.050911 0.012801 0.012392 1.001067
1608969_aVvi.5266 Transcr ibed locus, moderately similar to NP_176789.1 leucine-rich repeat protein kinase, put   16.87341 13.26877 67.77856 57.01155 16 4.076679 3.729963 6.082757 5.833182 0.0106354 9.619144 0.03472738 5082 4.154425 down 3.903321 5.95797 0.245166 0.176476 -2.0546489 0.655143
1608970_s_at 75.33108 59.69389 144.4852 147.4879 16 6.235173 5.899511 7.174778 7.204453 0.0218042 6.660945 0.04715303 7676 2.1768968 down 6.067342 7.189615 0.237349 0.020984 -1.1222729 0.843904
1608971_aVvi.15114 Transcr ibed locus 4.353904 4.353946 4.188433 4.174803 16 2.12231 2.122324 2.06641 2.061708 0.0016248 24.77802 0.02492374 1080 1.0412073 up 2.122317 2.064059 9.78E-06 0.003325 0.0582573 1.028225
1608972_aVvi.1234 Transcr ibed locus, weakly similar to NP_191508.2 expressed protein [Arabidopsis thaliana] 7.28069 7.356394 7.197965 7.136324 16 2.864075 2.878999 2.847589 2.835181 0.0898397 3.107163 0.13002326 11469 1.0211197 up 2.871537 2.841385 0.010553 0.008774 0.030152 1.010612
1608973_aVvi.8664 Transcr ibed locus, weakly similar to XP_479680.1 phosphatidylinositol 3,5-kinase-like [Oryza 178.1952 153.8378 232.7683 212.5624 16 7.477315 7.265266 7.86275 7.731743 0.0759768 3.417844 0.11408889 11055 1.3434627 down 7.37129 7.797247 0.149941 0.092636 -0.4259565 0.945371
1608974_aVvi.7822 Transcr ibed locus 7.903577 7.810178 7.485837 7.490303 16 2.982506 2.965355 2.904164 2.905024 0.0149904 8.075476 0.03891484 6394 1.0492343 up 2.973931 2.904594 0.012127 6.08E-04 0.0693368 1.023871
1608975_at 5.885208 5.921942 5.622346 5.816583 16 2.557093 2.56607 2.491172 2.540172 0.2066197 1.843208 0.25877345 13255 1.0323339 up 2.561582 2.515672 0.006348 0.034648 0.0459097 1.018249
1608976_aVvi.849 Transcr ibed locus, moderately similar to NP_195948.1 ethylene-insensitive 2 (EIN2) [Arabido 249.6337 289.2609 343.5707 305.8207 16 7.963669 8.176228 8.424463 8.256542 0.1838359 1.99756 0.23430395 13025 1.2062714 down 8.069948 8.340503 0.150302 0.118738 -0.270555 0.967561
1608977_aVvi.14422 Transcr ibed locus 3.878974 3.89163 3.767025 3.784525 16 1.955675 1.960375 1.913426 1.920112 0.0096693 10.09566 0.03355114 4779 1.0290092 up 1.958025 1.916769 0.003323 0.004728 0.041256 1.021524
1608978_aVvi.9129 Transcr ibed locus, moderately similar to NP_566847.1 expressed protein [Arabidopsis thalian 630.4398 643.0125 100.8673 69.53641 16 9.300215 9.328703 6.656315 6.119697 0.0083245 10.89168 0.0318296 4341 7.6023903 up 9.314459 6.388006 0.020144 0.379446 2.9264533 1.458117
1608979_aVvi.15556 Transcr ibed locus 627.1035 640.0588 955.7041 1002.065 16 9.29256 9.322061 9.90042 9.968761 0.0035018 16.85424 0.02803947 2072 1.5446503 down 9.30731 9.93459 0.02086 0.048324 -0.62728 0.936859
1608980_aVvi.15605 Transcr ibed locus 3.959742 3.98031 3.8543 3.870833 16 1.985406 1.992881 1.946469 1.952644 0.014666 8.166298 0.03871548 6288 1.0278195 up 1.989143 1.949556 0.005285 0.004366 0.039587 1.020306
1608981_aVvi.10128 Transcr ibed locus, weakly similar to NP_191845.2 esterase/lipase/thioesterase family protein 595.7437 529.7488 353.2938 320.4297 16 9.218548 9.049165 8.464725 8.323864 0.0214712 6.71412 0.04671889 7629 1.6696678 up 9.133856 8.394295 0.119772 0.099603 0.739561 1.088103
1608982_aVvi.14661 Transcr ibed locus 9.743577 9.24292 10.65223 8.763992 16 3.284452 3.208349 3.413083 3.131588 0.8752009 0.177883 0.89233476 16280 1.0181396 down 3.2464 3.272336 0.053813 0.199047 -0.0259355 0.992074
1608983_at 4.046794 4.070618 3.886684 3.897603 16 2.016779 2.025248 1.95854 1.962587 0.0059734 12.88061 0.03011482 3291 1.042791 up 2.021014 1.960563 0.005988 0.002862 0.0604501 1.030833
1608984_at 6.849727 6.920586 6.395043 6.438559 16 2.776047 2.790894 2.676954 2.686738 0.007567 11.43044 0.03134419 4006 1.072981 up 2.78347 2.681846 0.010499 0.006918 0.1016244 1.037893
1608985_aVvi.38 Transcr ibed locus, weakly similar to NP_568707.1 expressed protein [Arabidopsis thaliana] 587.0487 565.1625 628.7725 632.6411 16 9.197336 9.142522 9.296394 9.305244 0.0421626 4.714711 0.07270852 9625 1.0949689 down 9.16993 9.300819 0.03876 0.006257 -0.1308895 0.985927
1608986_aVvi.7219 Transcr ibed locus, moderately similar to NP_567780.1 pfkB-type carbohydrate kinase family p 7.036273 7.914581 6.475094 6.588203 16 2.814812 2.984513 2.694901 2.719885 0.1542282 2.241802 0.2025549 12640 1.1425593 up 2.899662 2.707393 0.119997 0.017666 0.1922691 1.071016
1608987_at 7.052141 7.070515 6.820833 6.724727 16 2.818061 2.821815 2.769948 2.749476 0.028584 5.787217 0.05547063 8554 1.0426294 up 2.819938 2.759712 0.002654 0.014476 0.0602265 1.021823
1608988_aVvi.3450 Transcr ibed locus, moderately similar to NP_201385.2 expressed protein [Arabidopsis thalian 189.4654 170.8655 138.8973 174.1077 16 7.56579 7.416718 7.117875 7.443836 0.3612677 1.173992 0.41720688 14375 1.1570078 up 7.491254 7.280855 0.10541 0.23049 0.210399 1.028898
1608989_at 4.727933 4.756782 4.56576 4.576791 16 2.24121 2.249986 2.190855 2.194336 0.00784 11.22734 0.0314613 4133 1.0374216 up 2.245598 2.192596 0.006206 0.002462 0.0530023 1.024173
1608990_aVvi.2720 Transcr ibed locus, moderately similar to NP_564250.1 peptidyl-prolyl cis- trans isomerase PP 2112.745 2045.143 2159.659 2182.879 16 11.0449 10.99799 11.07659 11.09202 0.1258555 2.545427 0.171379 12191 1.0445327 down 11.02144 11.0843 0.033175 0.01091 -0.062858 0.994329
1608991_aVvi.7406 Transcr ibed locus, moderately similar to NP_176898.1 hexose transporter, putative [Arabidop 480.9056 466.2422 521.027 467.4421 16 8.90961 8.864936 9.025214 8.868644 0.539933 0.73279 0.588264 15237 1.0422174 down 8.887273 8.946929 0.031589 0.110712 -0.059656 0.993332
1608992_aVvi.15619 Transcr ibed locus 3.72912 3.742544 3.616667 3.630921 16 1.898835 1.904019 1.854661 1.860336 0.0075671 11.43032 0.03134419 4007 1.0309175 up 1.901427 1.857498 0.003666 0.004013 0.0439289 1.023649
1608993_aVvi.9823 Transcr ibed locus 55.62288 38.64864 74.89065 71.58213 16 5.797607 5.272346 6.226714 6.161528 0.1304023 2.490673 0.17636973 12274 1.5791458 down 5.534976 6.19412 0.371416 0.046093 -0.6591444 0.893585
1608994_s_at 6137.981 5643.326 6626.361 6673.674 16 12.58355 12.46233 12.694 12.70427 0.1013787 2.896672 0.1434858 11729 1.1299001 down 12.52294 12.69913 0.085715 0.007259 -0.176195 0.986125
1608995_aVvi.7453 Transcr ibed locus, strongly similar to NP_191311.1 alkaline alpha galactosidase, putative [Ar 6.006179 6.070226 5.798683 5.84341 16 2.586448 2.60175 2.535725 2.54681 0.0305242 5.591833 0.05801528 8734 1.0372983 up 2.594099 2.541268 0.010821 0.007838 0.0528309 1.020789
1608996_aVvi.8509 Transcr ibed locus, weakly similar to XP_467966.1 unknown protein [Oryza sativa (japonica cu 52.26187 46.99302 66.95577 82.29772 16 5.707687 5.554375 6.065136 6.362781 0.0734955 3.482148 0.11108629 10983 1.4978858 down 5.631031 6.213959 0.108408 0.210467 -0.5829277 0.906191
1608997_aVvi.9678 Transcr ibed locus 8.61007 7.871615 5.878738 6.746513 16 3.106025 2.97666 2.555507 2.754142 0.0825542 3.261102 0.12149041 11280 1.3072345 up 3.041342 2.654824 0.091475 0.140457 0.386518 1.145591
1608998_aVvi.1350 Transcr ibed locus, moderately similar to XP_467265.1 unknown protein [Oryza sativa (japonic 36.93551 31.44291 27.50096 26.89977 16 5.206936 4.974663 4.78141 4.749522 0.1090124 2.775265 0.15247041 11869 1.2529541 up 5.090799 4.765466 0.164242 0.022549 0.3253336 1.068269
1608999_at 5.432265 5.370832 5.158278 5.160295 16 2.441554 2.425146 2.36689 2.367454 0.0150404 8.061714 0.03893836 6411 1.0469395 up 2.43335 2.367172 0.011602 3.99E-04 0.0661781 1.027957
1609000_at 3279.175 3392.704 3329.529 3347.413 16 11.67912 11.72822 11.7011 11.70883 0.9631121 0.052204 0.9683616 16511 1.0009 down 11.70367 11.70497 0.034722 0.005465 -0.001298 0.999889
1609001_aVvi.6129 Transcr ibed locus, weakly similar to NP_188600.1 expressed protein [Arabidopsis thaliana] 63.4829 84.63897 43.258 29.71395 16 5.988296 6.403251 5.434895 4.893068 0.094179 3.023704 0.13506912 11575 2.0445619 up 6.195773 5.163981 0.293417 0.383129 1.0317916 1.199805
1609002_at 170.7999 198.3976 53.13257 54.0396 16 7.416163 7.632251 5.731525 5.755945 0.0037087 16.37495 0.02823081 2180 3.4353862 up 7.524207 5.743735 0.152797 0.017268 1.780472 1.309985
1609003_at 8.833808 10.19865 4.747551 4.618021 16 3.143036 3.350306 2.247183 2.207275 0.0105483 9.659427 0.034623 5057 2.0271342 up 3.246671 2.227229 0.146562 0.02822 1.0194417 1.457718
1609004_sVvi.7421 Transcr ibed locus, strongly similar to NP_181192.1 enolase [Arabidopsis thaliana] 6828.1 7018.611 7862.597 7754.409 16 12.73727 12.77697 12.94079 12.9208 0.0159838 7.814568 0.04009711 6617 1.1279285 down 12.75712 12.9308 0.028072 0.014135 -0.173676 0.986569
1609005_aVvi.2084 Transcr ibed locus, moderately similar to NP_196581.1 transporter-related [Arabidopsis thalia 149.8882 137.399 283.5181 261.5344 16 7.227743 7.102227 8.147297 8.030857 0.0084725 10.79493 0.03208511 4383 1.89749 down 7.164985 8.089077 0.088753 0.082335 -0.9240923 0.88576
1609006_at 5.026157 5.079731 4.80473 4.830388 16 2.329456 2.344752 2.264455 2.272139 0.0151226 8.03927 0.03905817 6427 1.0488487 up 2.337104 2.268297 0.010816 0.005433 0.0688066 1.030334
1609007_aVvi.6947 Transcr ibed locus, moderately similar to NP_194750.1 NADPH-cytochrome p450 reductase, 3015.678 3116.609 2364.089 2269.729 16 11.55827 11.60576 11.20707 11.1483 0.008618 10.70227 0.03220978 4441 1.3234718 up 11.58201 11.17769 0.033585 0.041553 0.404327 1.036173
1609008_aVvi.5879 Transcr ibed locus, weakly similar to NP_917841.1 putative transcr iption factor X1 [Oryza sativ 229.4463 236.1033 279.3721 281.7855 16 7.842012 7.883275 8.126044 8.138454 0.0063249 12.51425 0.03037211 3451 1.2054783 down 7.862643 8.132249 0.029177 0.008775 -0.2696058 0.966847
1609009_aVvi.10151 Transcr ibed locus 673.1343 646.8716 521.507 493.4526 16 9.394751 9.337336 9.026543 8.946768 0.0163684 7.71993 0.04061058 6687 1.3007898 up 9.366043 8.986655 0.040599 0.056409 0.379388 1.042217
1609010_aVvi.6717 Transcr ibed locus, moderately similar to XP_483423.1 putative 70 kDa peptidylprolyl isomeras 2889.267 2807.818 2118.753 2182.251 16 11.49649 11.45523 11.049 11.0916 0.0053029 13.67766 0.02950386 2980 1.3246026 up 11.47586 11.0703 0.029171 0.030124 0.40556 1.036635
1609011_aVvi.4486 Transcr ibed locus, weakly similar to XP_326282.1 hypothetical protein [Neurospora crassa] 5.110943 5.15397 4.938067 4.96063 16 2.35359 2.365684 2.303947 2.310524 0.0168216 7.612591 0.04117028 6782 1.0369898 up 2.359637 2.307235 0.008552 0.004651 0.0524018 1.022712
1609012_aVvi.6702 Transcr ibed locus, moderately similar to NP_917065.1 P0431H09.18 [Oryza sativa (japonica 854.7609 839.1461 751.6707 728.1317 16 9.739377 9.712778 9.553957 9.508056 0.0179928 7.354071 0.04268484 6996 1.1447815 up 9.726078 9.531006 0.018808 0.032457 0.195072 1.020467
1609013_aVvi.15539 Transcr ibed locus 278.0793 316.3319 423.364 426.4255 16 8.119352 8.305295 8.725755 8.73615 0.0307565 5.569675 0.05830317 8757 1.4325923 down 8.212324 8.730952 0.131481 0.00735 -0.518628 0.940599
1609014_aVvi.12767 Transcr ibed locus, weakly similar to NP_918758.1 B1045D11.23 [Oryza sativa (japonica cultiv 18.32027 20.24804 26.86931 31.68561 16 4.195369 4.33971 4.747888 4.985756 0.0498913 4.307712 0.08234366 10058 1.5149627 down 4.26754 4.866822 0.102065 0.168198 -0.5992825 0.876864
1609015_aVvi.11030 Transcr ibed locus 3.571627 3.583765 3.463918 3.495284 16 1.836581 1.841476 1.792405 1.80541 0.0287015 5.774826 0.05558182 8572 1.0282004 up 1.839029 1.798907 0.003461 0.009196 0.0401214 1.022303
1609016_at 17.14283 16.69748 14.71276 14.53792 16 4.099534 4.061558 3.878996 3.861749 0.0097022 10.07827 0.03358614 4793 1.1568273 up 4.080546 3.870372 0.026853 0.012195 0.2101737 1.054303
1609017_sVvi.2256 Transcr ibed locus, moderately similar to NP_566488.1 expressed protein [Arabidopsis thalian 1845.474 1665.665 1512.739 1463.599 16 10.84978 10.70188 10.56295 10.51531 0.0929481 3.046812 0.13360386 11549 1.1782975 up 10.77583 10.53913 0.104576 0.033688 0.236704 1.02246
1609018_at 895.3469 841.7227 586.2351 742.6178 16 9.806303 9.717201 9.195335 9.536476 0.1538429 2.245396 0.20219284 12631 1.3157144 up 9.761752 9.365906 0.063004 0.241223 0.395846 1.042265
1609019_at 112.9898 141.2817 107.256 88.69705 16 6.820049 7.142431 6.744914 6.470814 0.219657 1.764722 0.2724705 13383 1.2953805 up 6.98124 6.607864 0.227958 0.193818 0.3733759 1.056505
1609020_aVvi.1219 Transcr ibed locus, weakly similar to NP_172940.1 expressed protein [Arabidopsis thaliana] 3.175416 3.190438 3.110857 3.10133 16 1.666946 1.673755 1.637312 1.632887 0.0130086 8.681919 0.03692745 5847 1.0247347 up 1.67035 1.6351 0.004815 0.003129 0.0352505 1.021559
1609021_aVvi.12802 Transcr ibed locus, weakly similar to NP_200786.1 myb family transcr iption factor (MYB59) [A 15.28615 12.43369 10.11616 8.734513 16 3.934153 3.636182 3.33859 3.126727 0.0942503 3.022378 0.13512333 11579 1.4666342 up 3.785168 3.232658 0.210697 0.14981 0.5525091 1.170915
1609022_aVvi.8378 Transcr ibed locus, weakly similar to NP_197443.2 zinc finger protein, putative / regulator of c 59.90013 51.1862 78.11422 85.5881 16 5.904487 5.677683 6.287513 6.419338 0.0503333 4.287247 0.08292475 10076 1.4766631 down 5.791085 6.353426 0.160375 0.093214 -0.5623408 0.91149
1609023_aVvi.5854 Transcr ibed locus 4.960663 4.985194 4.745812 4.762009 16 2.310533 2.31765 2.246655 2.25157 0.0044 15.02575 0.02920871 2497 1.0460694 up 2.314091 2.249113 0.005032 0.003476 0.0649786 1.028891
1609024_sVvi.2386 Transcr ibed locus, strongly similar to NP_200514.1 lactoylglutathione lyase family protein / g     165.2467 142.2201 30.10162 30.67914 16 7.368478 7.151981 4.911769 4.939186 0.002177 21.39755 0.02580234 1398 5.044639 up 7.260229 4.925478 0.153086 0.019387 2.334751 1.474015
1609025_aVvi.15291 Transcr ibed locus 5.770737 5.759955 5.508784 5.543455 16 2.528756 2.526058 2.461734 2.470785 0.0059121 12.9478 0.03008822 3257 1.043295 up 2.527407 2.46626 0.001908 0.0064 0.0611472 1.024793
1609026_aVvi.5848 Transcr ibed locus 1533.172 1309.517 1307.335 1355.67 16 10.5823 10.35482 10.35241 10.40479 0.5214558 0.770746 0.57113135 15157 1.0643407 up 10.46856 10.3786 0.160856 0.037036 0.08996 1.008668
1609027_aVvi.14809 Transcr ibed locus 3.958379 3.968788 3.824923 3.847549 16 1.98491 1.988699 1.935431 1.94394 0.0096287 10.11726 0.03354779 4764 1.0331997 up 1.986804 1.939685 0.002679 0.006017 0.0471191 1.024292
1609028_at 9.584217 9.202339 8.828974 7.172164 11 3.260661 3.202001 3.142246 2.842408 0.2581479 1.564561 0.31298992 13692 1.1801771 up 3.231331 2.992327 0.041479 0.212017 0.2390034 1.079872
1609029_aVvi.5938 Transcr ibed locus, weakly similar to NP_194100.1 disease resistance-responsive family prote      5.484808 5.493843 5.20178 5.311374 16 2.455441 2.457816 2.379005 2.409085 0.053492 4.148268 0.0869042 10218 1.0443338 up 2.456628 2.394045 0.001679 0.021269 0.0625829 1.026141
1609030_aVvi.457 Transcr ibed locus, moderately similar to NP_850684.1 ubiquitin-conjugating enzyme family p 4946.662 4672.113 4229.899 3958.735 16 12.27224 12.18986 12.04641 11.95082 0.0664249 3.683989 0.10267197 10738 1.1748164 up 12.23105 11.99862 0.058252 0.067588 0.2324355 1.019372
1609031_aVvi.15145 Transcr ibed locus 6.109222 6.146937 5.793135 5.790143 16 2.610989 2.619868 2.534344 2.533599 0.0029781 18.28348 0.02754448 1794 1.0580858 up 2.615428 2.533972 0.006279 5.27E-04 0.0814567 1.032146
1609032_aVvi.1369 Transcr ibed locus, moderately similar to NP_567436.1 expressed protein [Arabidopsis thalian 8091.241 7256.725 6240.244 6502.237 16 12.98214 12.8251 12.60739 12.66672 0.0864826 3.175787 0.12610081 11385 1.2029445 up 12.90362 12.63705 0.111045 0.041955 0.2665705 1.021094
1609033_aVvi.5164 Transcr ibed locus 262.0517 225.4323 159.2053 180.9133 16 8.033708 7.816551 7.314745 7.499154 0.067956 3.637718 0.10452851 10792 1.4321468 up 7.925129 7.40695 0.153553 0.130397 0.5181795 1.069959
1609034_aVvi.5520 Transcr ibed locus, weakly similar to XP_482515.1 myosin-like protein [Oryza sativa (japonica 190.0756 192.6905 286.8814 345.3244 16 7.570429 7.590141 8.16431 8.431808 0.0331827 5.352064 0.06139857 8971 1.644643 down 7.580285 8.298059 0.013938 0.18915 -0.717774 0.913501
1609035_aVvi.670 Transcr ibed locus, weakly similar to NP_565942.1 zinc finger (C3HC4-type RING finger) fam 646.5676 601.3807 518.3145 563.7267 16 9.336658 9.232135 9.017684 9.138852 0.1233919 2.576264 0.16863291 12147 1.153588 up 9.284396 9.078268 0.073909 0.085679 0.206128 1.022706
1609036_aVvi.14509 Transcr ibed locus 4.743068 4.757136 4.59561 4.619524 16 2.245821 2.250093 2.200256 2.207744 0.0094799 10.1975 0.03336547 4716 1.0309372 up 2.247957 2.204 0.003021 0.005295 0.0439566 1.019944
1609037_aVvi.4015 Transcr ibed locus, weakly similar to XP_466939.1 ABA-responsive protein-like [Oryza sativa ( 8.586452 9.151934 7.867846 7.341086 16 3.102062 3.194077 2.975969 2.875994 0.0822019 3.269036 0.12106063 11272 1.1664208 up 3.148069 2.925981 0.065064 0.070693 0.2220884 1.075902
1609038_aVvi.7913 Transcr ibed locus, weakly similar to NP_194681.1 expressed protein [Arabidopsis thaliana] 392.5357 406.9699 430.1194 433.0848 16 8.61668 8.668778 8.748593 8.758506 0.052762 4.179304 0.08599052 10184 1.0798424 down 8.642729 8.75355 0.036839 0.007009 -0.110821 0.98734
1609039_sVvi.3027 Transcr ibed locus, moderately similar to NP_195394.1 aminopeptidase P [Arabidopsis thalian 2606.995 2755.317 2511.108 2374.352 16 11.34817 11.428 11.29411 11.21332 0.1416271 2.3662 0.18849848 12472 1.0976162 up 11.38809 11.25371 0.056448 0.057128 0.134373 1.01194
1609040_aVvi.15046 Transcr ibed locus 5.077886 5.099228 4.923205 4.95544 16 2.344228 2.350279 2.299598 2.309013 0.0165565 7.67485 0.04087307 6724 1.0302167 up 2.347253 2.304306 0.004279 0.006658 0.0429477 1.018638
1609041_aVvi.4458 Transcr ibed locus, weakly similar to NP_563865.1 far-red impaired responsive protein, putativ 361.9262 365.3028 247.5167 259.0053 16 8.499552 8.512949 7.951382 8.016838 0.0040685 15.62983 0.02864669 2351 1.4360844 up 8.50625 7.98411 0.009473 0.046285 0.52214 1.065397
1609042_aVvi.14928 Transcr ibed locus 4.656422 4.673174 4.515539 4.561233 16 2.219222 2.224403 2.174898 2.189424 0.0358 5.142186 0.06471717 9182 1.0278654 up 2.221812 2.182161 0.003664 0.010271 0.0396513 1.018171
1609043_at 4.084907 4.124947 3.953352 3.966069 16 2.030303 2.044376 1.983076 1.98771 0.0197366 7.012301 0.0447256 7324 1.0366625 up 2.037339 1.985393 0.009951 0.003276 0.0519462 1.026164
1609044_aVvi.7049 GO:000976Chlorophyll a/b-binding protein (Lhca1) mRNA, partial cds; nuclear gene for chloroplast prod 899.2421 781.4048 17.76184 14.01742 16 9.812566 9.609926 4.150709 3.809149 0.0011983 28.86241 0.02324235 853 53.124943 up 9.711247 3.979929 0.143288 0.241519 5.7313175 2.440055
1609045_aVvi.10311 Transcr ibed locus, moderately similar to NP_565107.1 isoflavone reductase, putative [Arabido 147.592 143.7233 620.795 507.4955 16 7.205471 7.167151 9.277973 8.987251 0.005627 13.27462 0.02979867 3133 3.8538527 down 7.186311 9.132612 0.027097 0.205571 -1.946301 0.786885
1609046_aVvi.5493 Transcr ibed locus, weakly similar to XP_473638.1 OSJNBa0064M23.11 [Oryza sativa (japoni 4.622409 4.651731 4.494335 4.454657 16 2.208645 2.217768 2.168108 2.155314 0.0224937 6.554588 0.04799341 7779 1.0363387 up 2.213206 2.161711 0.006451 0.009046 0.0514956 1.023822
1609047_at 351.4708 334.3998 326.0744 358.3017 16 8.457261 8.38543 8.349057 8.485031 0.9604726 0.055944 0.96600026 16506 1.0029864 up 8.421346 8.417044 0.050792 0.096148 0.004302 1.000511
1609048_aVvi.15339 Transcr ibed locus 6.678369 6.712655 6.37025 6.992527 16 2.739496 2.746883 2.67135 2.805814 0.9516688 0.068431 0.95894665 16475 1.0031989 up 2.74319 2.738582 0.005224 0.09508 0.0046076 1.001682
1609049_aVvi.14657 Transcr ibed locus 6.088535 6.134482 5.721014 5.710846 16 2.606095 2.616942 2.516271 2.513704 0.0033165 17.32128 0.02783547 1967 1.0691994 up 2.611518 2.514988 0.00767 0.001815 0.0965309 1.038382
1609050_aVvi.14810 Transcr ibed locus 5.140359 5.194539 5.125787 4.91393 16 2.361869 2.376996 2.357774 2.296877 0.3116223 1.342124 0.3673877 14081 1.0296165 up 2.369432 2.327325 0.010696 0.04306 0.0421071 1.018092
1609051_aVvi.2817 Transcr ibed locus, moderately similar to NP_199584.1 SEC14 cytosolic factor, putative / polyp 4.072573 4.092092 3.968594 3.979306 16 2.025941 2.032839 1.988628 1.992517 0.0102438 9.804201 0.03420515 4971 1.0272713 up 2.02939 1.990572 0.004878 0.00275 0.0388173 1.019501
1609052_aVvi.15066 Transcr ibed locus 253.3776 245.3242 250.7428 264.6691 16 7.985145 7.938546 7.970065 8.048046 0.4077908 1.039373 0.4633276 14611 1.0332646 down 7.961845 8.009055 0.03295 0.055141 -0.0472096 0.994105
1609053_aVvi.14869 Transcr ibed locus 15518.63 15797.56 272.0537 337.5553 16 13.92171 13.94741 8.087748 8.39898 7.52E-04 36.44795 0.02202738 565 51.66804 up 13.93457 8.243364 0.018173 0.220075 5.691201 1.690398
1609054_sVvi.11353 Transcr ibed locus, weakly similar to XP_470452.1 putative heat shock transcr iption factor [Ory    577.856 583.5367 493.5407 462.8793 16 9.174566 9.18868 8.947025 8.854492 0.0266615 6.001165 0.05311623 8332 1.2149229 up 9.181623 8.900759 0.00998 0.065431 0.280864 1.031555
1609055_aVvi.14827 Transcr ibed locus 3.994382 4.011967 3.844408 3.922894 16 1.997972 2.00431 1.942762 1.971919 0.0990711 2.935952 0.14073576 11686 1.0308262 up 2.001141 1.95734 0.004481 0.020617 0.043801 1.022378
1609056_aVvi.12453 Transcr ibed locus 5.481046 5.502702 5.313836 5.289962 16 2.454451 2.46014 2.409754 2.403257 0.0071488 11.76375 0.03096811 3831 1.0358322 up 2.457296 2.406506 0.004023 0.004594 0.0507904 1.021105
1609057_aVvi.12332 Transcr ibed locus, weakly similar to NP_567022.1 adaptin family protein [Arabidopsis thaliana 169.2207 169.6292 114.5353 115.0361 16 7.402762 7.406241 6.839648 6.845943 4.10E-05 156.1997 0.01326001 46 1.4760137 up 7.404501 6.842795 0.00246 0.004451 0.561706 1.082087
1609058_aVvi.14302 Transcr ibed locus 540.0535 561.8079 582.2498 595.0112 16 9.076959 9.133933 9.185494 9.216773 0.0985824 2.944439 0.14014944 11677 1.0685748 down 9.105446 9.201134 0.040287 0.022117 -0.095688 0.9896
1609059_aVvi.7752 Transcr ibed locus, moderately similar to NP_196166.1 eukaryotic translation initiation factor 2 2486.697 2642.772 2632.178 2757.461 16 11.28002 11.36784 11.36204 11.42913 0.3241399 1.296841 0.3802014 14153 1.0509238 down 11.32393 11.39558 0.062099 0.047435 -0.071658 0.993712
1609060_sVvi.7478 Transcr ibed locus, moderately similar to NP_171656.1 heavy-metal-associated domain-conta 4631.603 4638.941 1874.462 1668.621 16 12.1773 12.17958 10.87226 10.70444 0.0036246 16.56479 0.02818367 2132 2.620945 up 12.17844 10.78835 0.001614 0.118667 1.390087 1.128851
1609061_at 8.229096 8.459924 7.615459 7.604491 16 3.040734 3.080645 2.928931 2.926852 0.0219009 6.645732 0.04730047 7685 1.0964183 up 3.060689 2.927891 0.028221 0.00147 0.1327981 1.045356
1609062_aVvi.13589 Transcr ibed locus 131.6827 107.4632 100.8806 88.25432 16 7.040922 6.747699 6.656505 6.463595 0.1971177 1.904673 0.24857946 13164 1.260731 up 6.894311 6.56005 0.20734 0.136408 0.3342605 1.050954
1609063_aVvi.220 Transcr ibed locus, weakly similar to NP_916440.1 putative dehydration-responsive protein RD 7.363489 7.438839 7.198839 9.303856 16 2.88039 2.895078 2.847764 3.217829 0.5154461 0.783371 0.5654818 15132 1.1057789 down 2.887734 3.032796 0.010386 0.261675 -0.1450629 0.952169
1609064_sVvi.1074 Transcr ibed locus, strongly similar to NP_915397.1 putative protein kinase AFC1 [Oryza sativ   211.9345 201.9161 282.6201 259.7378 16 7.727475 7.657612 8.14272 8.020912 0.0310248 5.544381 0.05862456 8783 1.3097326 down 7.692544 8.081816 0.0494 0.086131 -0.3892725 0.951834
1609065_aVvi.10275 Transcr ibed locus 5.192817 5.192785 4.969101 4.97549 16 2.376517 2.376509 2.312985 2.314839 2.19E-04 67.54084 0.01744732 205 1.0443469 up 2.376513 2.313912 6.24E-06 0.001311 0.062601 1.027054
1609066_aVvi.8800 Transcr ibed locus, strongly similar to XP_468775.1 expressed protein [Oryza sativa (japonica 347.3007 341.8983 480.7911 425.9308 16 8.440042 8.417423 8.909266 8.734475 0.0467505 4.461178 0.07847845 9889 1.3132476 down 8.428732 8.821871 0.015994 0.123596 -0.393139 0.955436
1609067_aVvi.15234 Transcr ibed locus 4.231621 4.371415 4.113946 4.124855 16 2.08121 2.1281 2.040523 2.044343 0.1181228 2.645213 0.16285287 12041 1.0440727 up 2.104655 2.042433 0.033156 0.002701 0.0622223 1.030465
1609068_at 5471.851 6238.342 4532.869 4954.998 16 12.41781 12.60695 12.14621 12.27467 0.1184159 2.641265 0.16314672 12048 1.2328026 up 12.51238 12.21044 0.133738 0.090835 0.301942 1.024728
1609069_aVvi.8321 Transcr ibed locus 165.7486 196.8846 164.1216 164.779 16 7.372853 7.621207 7.358621 7.364389 0.389152 1.091092 0.4446151 14530 1.0984926 up 7.49703 7.361505 0.175613 0.004078 0.1355254 1.01841
1609070_aVvi.4997 Transcr ibed locus, moderately similar to XP_468401.1 unknown protein [Oryza sativa (japonic 1755.502 1707.669 2043.559 1852.678 16 10.77767 10.73781 10.99687 10.8554 0.1490279 2.291377 0.19687764 12566 1.1238054 down 10.75774 10.92613 0.028182 0.100036 -0.168392 0.984588
1609071_x_Vvi.8848 Transcr ibed locus 4.079176 4.093424 3.931242 3.949768 16 2.028278 2.033308 1.974985 1.981768 0.0064261 12.41436 0.0304118 3507 1.0370003 up 2.030793 1.978376 0.003557 0.004796 0.0524163 1.026495
1609072_aVvi.10904 Transcr ibed locus 5.898019 5.924894 5.562663 5.574863 16 2.560231 2.566789 2.475776 2.478936 0.0017807 23.66623 0.02507989 1177 1.0615366 up 2.56351 2.477356 0.004638 0.002235 0.086154 1.034777
1609073_aVvi.15627 Transcr ibed locus 3.396948 3.419755 3.300053 3.324116 16 1.764239 1.773893 1.722489 1.732971 0.0284464 5.801816 0.05533945 8533 1.0290664 up 1.769066 1.72773 0.006826 0.007411 0.0413362 1.023925
1609074_aVvi.10914 Transcr ibed locus, moderately similar to NP_200064.3 scarecrow-like transcr iption factor 8 (  1299.488 1283.656 512.6804 514.2274 16 10.34373 10.32604 9.001916 9.006263 4.68E-05 146.1579 0.01326001 56 2.515413 up 10.33489 9.004089 0.012504 0.003074 1.330796 1.147799
1609075_aVvi.10515 Transcr ibed locus, moderately similar to NP_850524.1 importin alpha-1 subunit, putative (IMP 1686.027 1669.801 2302.397 2397.99 16 10.71941 10.70546 11.16892 11.22761 0.0038323 16.10717 0.02827726 2249 1.4003898 down 10.71244 11.19827 0.009865 0.041499 -0.485828 0.956616
1609076_aVvi.15851 Transcr ibed locus 4.720628 4.762674 4.549377 4.537459 16 2.238979 2.251772 2.185669 2.181885 0.0115245 9.234436 0.03544051 5396 1.0436214 up 2.245375 2.183777 0.009046 0.002676 0.0615985 1.028207
1609077_aVvi.4127 Transcr ibed locus, strongly similar to NP_565176.1 14-3-3 protein GF14 omega (GRF2) [Ar 1551.236 1491.289 2315.965 2633.527 16 10.5992 10.54234 11.1774 11.36278 0.018684 7.212929 0.04346867 7135 1.6237348 down 10.57077 11.27009 0.040205 0.131085 -0.699316 0.937949
1609078_aVvi.2098 Transcr ibed locus, weakly similar to NP_200612.1 fip1 motif-containing protein [Arabidopsis t 79.36306 74.24142 54.21874 54.84653 16 6.310396 6.214152 5.76072 5.777329 0.0096597 10.10076 0.03355114 4773 1.4076122 up 6.262274 5.769024 0.068054 0.011744 0.49325 1.0855
1609079_aVvi.607 Transcr ibed locus, strongly similar to NP_566976.1 pyruvate kinase, putative [Arabidopsis tha 181.5109 184.3064 229.1657 192.2365 16 7.503912 7.525962 7.840247 7.586738 0.2590017 1.560565 0.31387243 13698 1.1475484 down 7.514937 7.713492 0.015592 0.179258 -0.198555 0.974259
1609080_at 181.1391 164.9745 220.1892 244.7954 16 7.500954 7.366099 7.7826 7.935433 0.0528597 4.175112 0.08610454 10191 1.3430284 down 7.433527 7.859016 0.095356 0.108069 -0.4254899 0.94586
1609081_at 596.1281 650.6696 546.074 623.0347 16 9.219479 9.345781 9.092953 9.283169 0.4945829 0.828356 0.5460937 15035 1.0677465 up 9.28263 9.188061 0.08931 0.134503 0.094569 1.010293
1609082_aVvi.2109 Transcr ibed locus, moderately similar to NP_568751.1 polyadenylate-binding protein, putative 2622.731 2658.086 3042.674 2956.811 16 11.35685 11.37617 11.57112 11.52983 0.0150105 8.069939 0.03892679 6400 1.1359985 down 11.36651 11.55047 0.01366 0.029201 -0.183961 0.984073
1609083_aVvi.11465 Transcr ibed locus, weakly similar to NP_922075.1 putative zinc finger protein [Oryza sativa (j 530.348 501.1187 519.5 461.0397 16 9.050796 8.969008 9.02098 8.848747 0.5136734 0.787123 0.5637233 15127 1.0533887 up 9.009902 8.934864 0.057832 0.121787 0.075038 1.008398
1609084_aVvi.14575 Transcr ibed locus 74.37347 62.41925 59.20387 72.75301 16 6.216716 5.96392 5.88762 6.184935 0.8078198 0.276946 0.8334218 16091 1.0381683 up 6.090318 6.036277 0.178754 0.210234 0.0540404 1.008953
1609085_aVvi.9321 Transcr ibed locus, weakly similar to NP_563804.2 expressed protein [Arabidopsis thaliana] 161.0859 178.6617 212.055 221.8969 16 7.331686 7.481086 7.728295 7.793746 0.0490282 4.348448 0.08125843 10016 1.2786614 down 7.406386 7.76102 0.105642 0.046281 -0.354634 0.954306
1609086_sVvi.8094 Transcr ibed locus, weakly similar to NP_564123.1 high mobility group protein beta1 (HMGbe 7455.084 7472.125 8394.184 8152.893 16 12.86401 12.8673 13.03517 12.9931 0.0196087 7.035815 0.04458894 7300 1.1084007 down 12.86566 13.01414 0.002329 0.029754 -0.148479 0.988591
1609087_aVvi.1586 Transcr ibed locus, weakly similar to XP_467865.1 putative UDP-glucose glucosyltransferase 15.38451 15.44871 26.54323 34.43951 16 3.943407 3.949415 4.730272 5.105993 0.0354111 5.171917 0.06425789 9148 1.9611802 down 3.946411 4.918133 0.004248 0.265675 -0.9717223 0.80242
1609088_aVvi.14497 Transcr ibed locus 227.4354 240.6979 229.0759 195.746 16 7.829313 7.911079 7.839682 7.612839 0.3549397 1.193843 0.41084212 14342 1.1049156 up 7.870196 7.72626 0.057818 0.160402 0.1439363 1.018629
1609089_at 2.754278 2.768289 2.679742 2.693787 16 1.461674 1.468995 1.422094 1.429636 0.0172692 7.51073 0.04171432 6872 1.0277358 up 1.465334 1.425865 0.005176 0.005333 0.0394695 1.027681
1609090_at 6.266911 6.332735 5.909936 5.876445 16 2.647754 2.662829 2.563143 2.554944 0.007853 11.21795 0.0314613 4137 1.0689902 up 2.655292 2.559043 0.010659 0.005798 0.0962486 1.037611
1609091_aVvi.14871 Transcr ibed locus 4.806229 4.753034 4.60152 4.616135 16 2.264906 2.248849 2.202111 2.206685 0.0243818 6.286521 0.05045342 8021 1.0370454 up 2.256877 2.204398 0.011354 0.003235 0.052479 1.023806
1609092_aVvi.11330 Transcr ibed locus, weakly similar to NP_172943.1 high-mobility-group protein / HMG-I/Y pro 4.371829 4.384686 25.44716 38.30167 16 2.128237 2.132474 4.669433 5.259336 0.0106593 9.608212 0.03473971 5090 7.1306257 down 2.130355 4.964384 0.002996 0.417124 -2.8340286 0.429128
1609093_aVvi.7804 Transcr ibed locus, moderately similar to NP_171625.1 ozone-responsive stress- related prote 6939.295 6517.836 7056.507 6782.31 16 12.76057 12.67018 12.78474 12.72756 0.5254591 0.762414 0.5749849 15171 1.0286651 down 12.71538 12.75615 0.06392 0.040431 -0.040773 0.996804
1609094_aVvi.2583 Transcr ibed locus, moderately similar to NP_567794.1 expressed protein [Arabidopsis thalian 226.8995 246.7607 121.5709 104.0992 16 7.82591 7.946969 6.925654 6.701815 0.0137794 8.430635 0.03764673 6074 2.1033738 up 7.886439 6.813734 0.085602 0.158278 1.0727053 1.157433
1609095_aVvi.9989 Transcr ibed locus, moderately similar to NP_849370.1 serine/threonine protein kinase (MHK 411.0134 394.8952 308.9498 274.8691 16 8.683042 8.625326 8.271229 8.102601 0.0345012 5.243401 0.06309643 9077 1.3824909 up 8.654184 8.186914 0.040811 0.119238 0.46727 1.057075
1609096_aVvi.14763 Transcr ibed locus 642.5544 618.0778 865.4708 925.5799 16 9.327675 9.271645 9.757341 9.854214 0.0120031 9.045162 0.03586577 5555 1.4202234 down 9.29966 9.805778 0.039619 0.068499 -0.506118 0.948386
1609097_aVvi.10528 Transcr ibed locus, weakly similar to XP_466885.1 unknown protein [Oryza sativa (japonica cu 490.8776 475.4499 482.977 501.2273 16 8.939219 8.893149 8.915811 8.969321 0.5328261 0.74724 0.58170444 15206 1.0184544 down 8.916184 8.942566 0.032576 0.037838 -0.026382 0.99705
1609098_aVvi.8401 Transcr ibed locus, moderately similar to XP_468182.1 putative initiation factor 3g [Oryza sativ 1318.821 1265.258 1745.083 1854.879 16 10.36503 10.30522 10.76908 10.85711 0.0121696 8.981926 0.03602742 5606 1.3927827 down 10.33513 10.8131 0.042297 0.062246 -0.47797 0.955797
1609099_aVvi.1546 Transcr ibed locus, weakly similar to NP_913139.1 cytochrome P450-like protein [Oryza sativa  9.580126 9.591436 9.291159 9.201856 16 3.260045 3.261747 3.215859 3.201925 0.017732 7.409437 0.04230189 6958 1.0367041 up 3.260896 3.208892 0.001204 0.009853 0.0520041 1.016206
1609100_s_at 511.5271 464.091 474.8835 505.1787 16 8.998667 8.858264 8.89143 8.98065 0.935739 0.091066 0.9450748 16437 1.0052644 down 8.928465 8.93604 0.09928 0.063088 -0.007575 0.999152
1609101_aVvi.1585 Transcr ibed locus, weakly similar to NP_916357.1 putative purple acid phosphatase [Oryza sa 1139.397 1171.595 1143.671 1063.305 16 10.15406 10.19426 10.15946 10.05434 0.3544953 1.195252 0.4104136 14339 1.0477234 up 10.17416 10.1069 0.028428 0.074328 0.067258 1.006655
1609102_x_at 2000.238 2202.085 1502.962 1542.91 16 10.96596 11.10465 10.55359 10.59144 0.0232876 6.437951 0.04896068 7894 1.3782041 up 11.03531 10.57252 0.098075 0.026761 0.4627895 1.043773
1609103_aVvi.3981 Transcr ibed locus, weakly similar to NP_566676.1 zinc finger (GATA type) family protein [Ara 6.335585 6.381257 5.944664 5.852226 16 2.663478 2.673841 2.571595 2.548986 0.0129138 8.714361 0.03683402 5818 1.0780088 up 2.668659 2.56029 0.007327 0.015987 0.1083689 1.042327
1609104_aVvi.14987 Transcr ibed locus 5.438526 5.407701 5.194586 5.192743 16 2.443216 2.435015 2.377009 2.376497 0.0043113 15.18058 0.02909599 2459 1.0441744 up 2.439116 2.376753 0.005798 3.62E-04 0.0623626 1.026239
1609105_x_at 4319.757 4098.573 3663.145 4019.912 16 12.07674 12.00091 11.83887 11.97295 0.2265385 1.725726 0.27993992 13434 1.0965052 up 12.03882 11.90591 0.053618 0.09481 0.132912 1.011164
1609106_aVvi.15316 Transcr ibed locus 4.991285 5.120747 4.808274 4.807438 16 2.319411 2.356354 2.265519 2.265268 0.059225 3.924285 0.09387566 10473 1.0515293 up 2.337883 2.265394 0.026123 1.77E-04 0.0724891 1.031998
1609107_aVvi.10947 Transcr ibed locus, weakly similar to NP_188592.1 zinc finger (C2H2 type) protein 2 (AZF2) [ 2106.25 2799.26 306.4924 375.9844 16 11.04046 11.45083 8.259707 8.554529 0.0078292 11.23514 0.0314613 4128 7.152897 up 11.24565 8.407118 0.290175 0.20847 2.8385275 1.337634
1609108_aVvi.11463 Transcr ibed locus 4.22496 4.248582 4.108041 4.129551 16 2.078938 2.086982 2.038451 2.045985 0.0178077 7.393249 0.0423982 6972 1.0286427 up 2.08296 2.042218 0.005688 0.005328 0.040742 1.01995
1609109_aVvi.11698 Transcr ibed locus, weakly similar to NP_195905.1 hydroxyproline-rich glycoprotein family pro  82.00906 77.9791 121.0421 123.5879 16 6.357711 6.285016 6.919365 6.949393 0.0040903 15.58788 0.0286663 2367 1.5294534 down 6.321363 6.93438 0.051403 0.021233 -0.6130162 0.911598
1609110_aVvi.10407 Transcr ibed locus 899.782 900.6568 921.8259 867.4033 16 9.813432 9.814834 9.848351 9.760559 0.8459808 0.220446 0.86659914 16206 1.0067308 up 9.814133 9.804455 9.91E-04 0.062078 0.009678 1.000987
1609111_aVvi.6802 Transcr ibed locus, strongly similar to NP_187956.1 chaperonin, putative [Arabidopsis thalian 4134.085 4264.421 4713.298 4626.413 16 12.01335 12.05813 12.20252 12.17568 0.0277754 5.874534 0.05443594 8470 1.112154 down 12.03574 12.1891 0.031665 0.018981 -0.153356 0.987419
1609112_sVvi.4563 Transcr ibed locus, moderately similar to NP_200925.1 40S ribosomal protein S19 (RPS19C) 3195.525 3111.185 3736.833 4550.555 16 11.64184 11.60325 11.8676 12.15183 0.1141855 2.699621 0.15825972 11977 1.3078253 down 11.62254 12.00971 0.027286 0.200978 -0.38717 0.967762
1609113_sVvi.2064 Transcr ibed locus, weakly similar to NP_563744.1 expressed protein [Arabidopsis thaliana] 149.4098 161.0425 10.4911 17.42687 16 7.223131 7.331298 3.391094 4.123241 0.0108715 9.512424 0.03490222 5167 11.472013 up 7.277215 3.757168 0.076485 0.517706 3.5200467 1.936888
1609114_at 60.01225 62.21464 60.25086 61.1786 16 5.907185 5.959182 5.91291 5.934955 0.7743186 0.327614 0.8026497 16015 1.0064334 up 5.933184 5.923932 0.036768 0.015588 0.0092517 1.001562
1609115_aVvi.3106 Transcr ibed locus, weakly similar to NP_850669.1 bromo-adjacent homology (BAH) domain-c 320.9624 351.2279 407.1473 349.3634 16 8.326261 8.456264 8.669407 8.448585 0.3206781 1.309149 0.3765932 14136 1.1232929 down 8.391262 8.558996 0.091926 0.156145 -0.167734 0.980403
1609116_aVvi.6837 Transcr ibed locus, weakly similar to NP_563946.1 RNA recognition motif (RRM)-containing 22.96295 25.41984 5.89551 5.006763 16 4.521236 4.667883 2.559617 2.323878 0.004132 15.50854 0.0288036 2380 4.4469385 up 4.59456 2.441747 0.103695 0.166692 2.1528125 1.881669
1609117_aVvi.7994 Transcr ibed locus, weakly similar to NP_850789.1 no apical meristem (NAM) family protein [A 1100.788 921.0755 89.20145 99.43942 16 10.10432 9.847176 6.478995 6.635747 0.0019347 22.70175 0.02532748 1265 10.691389 up 9.975748 6.557371 0.181829 0.11084 3.4183773 1.521303
1609118_aVvi.9723 Transcr ibed locus, moderately similar to NP_175081.1 aldehyde dehydrogenase, putative (AL 304.1989 286.173 303.3526 317.8952 16 8.248871 8.160744 8.244852 8.312408 0.3150129 1.329643 0.37076592 14104 1.0525013 down 8.204807 8.278629 0.062315 0.047769 -0.073822 0.991083
1609119_aVvi.14850 Transcr ibed locus 18.79522 17.15154 28.79457 30.66423 16 4.232294 4.100267 4.847725 4.938485 0.0119305 9.073154 0.03581035 5530 1.6549921 down 4.16628 4.893105 0.093358 0.064177 -0.7268243 0.851459
1609120_aVvi.8545 Transcr ibed locus 25.36881 25.57352 22.67677 22.21136 16 4.664984 4.676579 4.503143 4.473226 0.007631 11.38182 0.03135112 4034 1.1349244 up 4.670781 4.488185 0.008199 0.021155 0.182596 1.040684
1609121_aVvi.14490 Transcr ibed locus 3.66725 3.682672 3.545911 3.569871 16 1.874698 1.880753 1.826156 1.835872 0.014685 8.1609 0.03872927 6294 1.032908 up 1.877726 1.831014 0.004281 0.00687 0.0467117 1.025511
1609122_aVvi.14985 Transcr ibed locus 311.588 254.6676 437.9644 386.3949 16 8.283496 7.992472 8.77467 8.593932 0.0858366 3.189429 0.12535712 11367 1.4603529 down 8.137984 8.684301 0.205785 0.127801 -0.546317 0.937091
1609123_aVvi.335 Transcr ibed locus, moderately similar to NP_910043.1 Ras-related GTP-binding protein [Ory 2425.21 2457.261 2947.019 3076.209 16 11.24389 11.26284 11.52504 11.58694 0.0112455 9.350264 0.03516623 5308 1.2333863 down 11.25337 11.55599 0.013394 0.043768 -0.302624 0.973812
1609124_sVvi.15434 Transcr ibed locus 1461.602 1502.739 1638.572 1590.255 16 10.51334 10.55338 10.67822 10.63504 0.052593 4.186578 0.08582281 10172 1.0892051 down 10.53336 10.65663 0.028315 0.030534 -0.123275 0.988432
1609125_aVvi.10044 Transcr ibed locus, moderately similar to XP_464969.1 putative 60S ribosomal protein L27 [Or 4277.139 4027.282 5635.724 5445.906 16 12.06243 11.97559 12.46039 12.41096 0.0140753 8.339656 0.03806811 6137 1.334834 down 12.01901 12.43567 0.061406 0.034952 -0.41666 0.966495
1609126_aVvi.1927 Transcr ibed locus, weakly similar to NP_195586.1 expressed protein [Arabidopsis thaliana] 120.5919 102.2773 167.3229 175.7796 16 6.913989 6.676343 7.38649 7.457623 0.0369873 5.054278 0.06621702 9272 1.5442337 down 6.795166 7.422057 0.168041 0.050298 -0.6268912 0.915537
1609127_aVvi.14630 Transcr ibed locus 4.407145 4.425592 4.233179 4.243067 16 2.139844 2.14587 2.081742 2.085107 0.0033549 17.22129 0.02783547 1991 1.0420561 up 2.142858 2.083425 0.004261 0.00238 0.059433 1.028527
1609128_aVvi.10124 Transcr ibed locus 14.71106 22.7185 20.88628 28.75459 16 3.878829 4.505796 4.384484 4.84572 0.3908111 1.086376 0.4460808 14544 1.3405166 down 4.192313 4.615102 0.443332 0.326143 -0.4227893 0.90839
1609129_s_at 8.167699 8.244695 7.918334 7.944867 16 3.02993 3.043466 2.985197 2.990023 0.0207615 6.831645 0.04576843 7530 1.0346106 up 3.036698 2.98761 0.009572 0.003413 0.049088 1.016431
1609130_aVvi.159 Transcr ibed locus, weakly similar to NP_915299.1 putative DNA-binding protein ABF1 [Oryza 1219.154 1277.878 1013.668 1124.403 16 10.25167 10.31953 9.98537 10.13494 0.1110343 2.745107 0.15476385 11910 1.1691369 up 10.2856 10.06016 0.047991 0.105764 0.225444 1.02241
1609131_aVvi.12369 Transcr ibed locus, weakly similar to NP_197965.1 leucine-rich repeat family protein / protein 14.62404 14.2343 9.365475 10.94981 16 3.870271 3.8313 3.227352 3.452834 0.0467033 4.463597 0.07842306 9886 1.4247333 up 3.850785 3.340093 0.027557 0.15944 0.5106919 1.152898
1609132_at 4.794272 4.839774 4.586489 4.595017 16 2.261312 2.27494 2.19739 2.20007 0.0098665 9.992785 0.03376691 4850 1.0492768 up 2.268126 2.19873 0.009636 0.001895 0.0693953 1.031562
1609133_aVvi.8605 Transcr ibed locus 395.6394 388.8177 409.2374 409.7005 16 8.628042 8.60295 8.676794 8.678426 0.0386131 4.940422 0.0681756 9402 1.0439949 down 8.615496 8.67761 0.017743 0.001154 -0.062114 0.992842
1609134_aVvi.3058 Transcr ibed locus, moderately similar to NP_192251.2 expressed protein [Arabidopsis thalian 907.4834 876.5247 928.7375 952.0538 16 9.825727 9.775651 9.859127 9.894899 0.131279 2.480421 0.17726672 12294 1.0543278 down 9.80069 9.877013 0.035409 0.025295 -0.076323 0.992273
1609135_aVvi.8942 Transcr ibed locus 1293.307 1276.972 1890.56 1663.69 16 10.33685 10.31851 10.8846 10.70017 0.0375409 5.0147 0.06684312 9323 1.3800337 down 10.32768 10.79238 0.012967 0.13041 -0.464703 0.956942
1609136_aVvi.11233 Transcr ibed locus, weakly similar to NP_567960.1 expressed protein [Arabidopsis thaliana] 86.19421 82.82785 130.445 125.9168 16 6.429519 6.372044 7.027298 6.976327 0.0040594 15.64754 0.02864669 2346 1.5167994 down 6.400782 7.001812 0.040641 0.036042 -0.6010304 0.914161
1609137_at 47.71024 44.45171 41.6367 40.01867 16 5.576227 5.474167 5.379784 5.322601 0.0968647 2.974749 0.13813794 11639 1.1281857 up 5.525197 5.351193 0.072168 0.040434 0.1740045 1.032517
1609138_aVvi.3132 Transcr ibed locus, weakly similar to NP_192835.1 expressed protein [Arabidopsis thaliana] 641.801 642.5358 814.3785 832.6639 16 9.325982 9.327633 9.669556 9.701591 0.0019926 22.36876 0.02550569 1296 1.2823291 down 9.326807 9.685574 0.001167 0.022652 -0.358767 0.962959
1609139_at 316.1011 300.6423 329.3437 329.6841 16 8.304242 8.231904 8.36345 8.364941 0.1172524 2.657019 0.16184103 12027 1.0688962 down 8.268073 8.364195 0.051151 0.001054 -0.096122 0.988508
1609140_aVvi.1018 Transcr ibed locus, weakly similar to NP_683570.1 alanyl-tRNA synthetase-related [Arabidops 723.1035 753.8821 765.7474 793.4404 16 9.498058 9.558195 9.580725 9.631978 0.1862524 1.980001 0.23707451 13042 1.0557184 down 9.528127 9.606352 0.042523 0.036242 -0.078225 0.991857
1609141_aVvi.3511 Transcr ibed locus, weakly similar to NP_850369.1 bZIP transcr iption factor family protein [Ara 366.604 363.7455 496.3656 473.6061 16 8.518079 8.506785 8.955259 8.887544 0.0069709 11.91446 0.03083708 3752 1.3277375 down 8.512432 8.921402 0.007986 0.047882 -0.40897 0.954159
1609142_at 3.174828 3.194169 3.084889 3.100411 16 1.666678 1.675441 1.625219 1.63246 0.0176439 7.428402 0.04221037 6938 1.0296973 up 1.671059 1.628839 0.006196 0.00512 0.0422204 1.025921
1609143_aVvi.9500 Transcr ibed locus, weakly similar to NP_189978.1 ribonuclease III family protein [Arabidopsis 104.4279 110.2735 201.4759 211.3872 16 6.706364 6.784943 7.654463 7.723744 0.0030682 18.01177 0.02768036 1834 1.9231229 down 6.745653 7.689104 0.055564 0.048989 -0.943451 0.8773
1609144_aVvi.12426 Transcr ibed locus 4.933787 4.963196 4.707945 4.717146 16 2.302696 2.31127 2.235097 2.237914 0.0040745 15.61828 0.02864669 2357 1.0500635 up 2.306983 2.236506 0.006063 0.001992 0.0704765 1.031512
1609145_at 4.376389 4.394224 4.222408 4.203044 16 2.129741 2.135608 2.078066 2.071435 0.0057913 13.08332 0.03002726 3201 1.040967 up 2.132675 2.07475 0.004149 0.004689 0.0579243 1.027919
1609146_aVvi.11964 Transcr ibed locus, weakly similar to NP_177907.1 eukaryotic translation initiation factor 5, put 1213.966 1235.2 1369.706 1322.368 16 10.24551 10.27053 10.41965 10.36891 0.0404977 4.816958 0.0706614 9514 1.0990516 down 10.25802 10.39428 0.01769 0.035881 -0.1362595 0.986891
1609147_aVvi.14791 Transcr ibed locus 416.8235 378.8851 248.5477 207.9082 16 8.703293 8.565617 7.957378 7.699803 0.0313034 5.518456 0.05892088 8819 1.7481928 up 8.634455 7.82859 0.097352 0.182133 0.8058646 1.102939
1609148_aVvi.9796 Transcr ibed locus, moderately similar to NP_565771.1 squamosa promoter-binding protein-l 6.661537 6.690384 6.45 6.280141 16 2.735855 2.742089 2.689299 2.650797 0.0715702 3.534239 0.10880037 10920 1.0489342 up 2.738972 2.670048 0.004408 0.027225 0.0689242 1.025814
1609149_aVvi.11232 Transcr ibed locus, weakly similar to NP_564904.1 leucine-rich repeat family protein / protein    28.76263 46.8845 135.8266 125.9058 16 4.846124 5.551039 7.085622 6.976201 0.0358658 5.137199 0.06479972 9188 3.5611167 down 5.198582 7.030911 0.498451 0.077373 -1.8323297 0.739389
1609150_x_at 8.714538 8.83008 7.994581 7.73676 16 3.123424 3.142427 2.999023 2.95173 0.0251797 6.182307 0.05140212 8129 1.1153907 up 3.132925 2.975376 0.013437 0.033441 0.1575492 1.052951
1609151_aVvi.14779 Transcr ibed locus 503.2455 489.4331 249.0477 233.8009 16 8.975119 8.934968 7.960278 7.869137 0.0022833 20.89171 0.02610696 1451 2.0567074 up 8.955044 7.914707 0.028391 0.064447 1.040337 1.131444
1609152_sVvi.8036 Transcr ibed locus, weakly similar to NP_915980.1 P0454H12.16 [Oryza sativa (japonica cultiv 1203.521 1219.73 1305.565 1287.447 16 10.23305 10.25235 10.35046 10.3303 0.0198049 6.999819 0.04478365 7341 1.0700529 down 10.2427 10.34038 0.013647 0.014256 -0.097682 0.990553
1609153_at 462.9937 419.6207 209.1767 199.7308 16 8.854849 8.712942 7.708578 7.641913 0.0049627 14.14223 0.02943507 2793 2.1564379 up 8.783896 7.675245 0.100343 0.047139 1.1086502 1.144445
1609154_aVvi.13040 Transcr ibed locus 5.496216 5.538673 5.241956 5.296644 16 2.458439 2.46954 2.390105 2.405079 0.0191391 7.124186 0.04399702 7221 1.0470986 up 2.46399 2.397592 0.00785 0.010588 0.0663975 1.027693
1609155_aVvi.7210 Transcr ibed locus, moderately similar to NP_187624.1 SOUL heme-binding family protein [Ar 39.07311 32.91015 9.865505 9.695227 16 5.288104 5.040461 3.302393 3.277275 0.0043796 15.06101 0.02920871 2482 3.6666143 up 5.164282 3.289834 0.17511 0.017761 1.8744485 1.56977
1609156_aVvi.7047 GO:000815Clone M4670 terpenoid synthetase 5.803526 5.874718 5.630111 5.681553 16 2.53693 2.55452 2.493163 2.506285 0.0524606 4.1923 0.08571515 10160 1.0323988 up 2.545725 2.499724 0.012438 0.009279 0.0460005 1.018402
1609157_aVvi.14863 Transcr ibed locus 5.519876 5.551634 5.251289 5.281559 16 2.464636 2.472913 2.392672 2.400964 0.0065624 12.28348 0.03054478 3565 1.0511413 up 2.468774 2.396818 0.005853 0.005863 0.0719566 1.030022
1609158_aVvi.253 Transcr ibed locus, weakly similar to NP_567498.1 expressed protein [Arabidopsis thaliana] 515.8242 549.2167 539.8915 553.4992 16 9.010736 9.101232 9.076526 9.112437 0.5119284 0.790828 0.56214267 15118 1.0270439 down 9.055984 9.094481 0.06399 0.025393 -0.038497 0.995767
1609159_aVvi.8913 Transcr ibed locus, weakly similar to NP_172395.1 nicotianamine synthase, putative [Arabidop  4.565366 4.46281 5.632154 4.473719 16 2.190731 2.157952 2.493687 2.161475 0.4554945 0.918081 0.50894773 14857 1.1120635 down 2.174341 2.327581 0.023178 0.234909 -0.1532393 0.934164
1609160_aVvi.542 Transcr ibed locus, moderately similar to XP_463959.1 putative Lil3 protein [Oryza sativa (japo 1559.907 1578.391 1501.947 1377.049 16 10.60724 10.62424 10.55262 10.42736 0.1849119 1.989703 0.23551269 13034 1.0910752 up 10.61574 10.48999 0.012017 0.088568 0.125751 1.011988
1609161_at 54.76621 48.28626 76.87245 90.71503 16 5.775214 5.593541 6.264394 6.503269 0.0430722 4.661313 0.07388765 9677 1.623891 down 5.684377 6.383832 0.128462 0.16891 -0.699455 0.890433
1609162_aVvi.14950 Transcr ibed locus 3.275607 3.292304 3.180201 3.193517 16 1.711762 1.719097 1.669118 1.675146 0.0118091 9.120514 0.03566651 5495 1.0304666 up 1.71543 1.672132 0.005187 0.004263 0.0432977 1.025894
1609163_aVvi.7696 Transcr ibed locus 737.9816 753.786 770.1502 826.3362 16 9.527441 9.558011 9.588996 9.690585 0.208762 1.829868 0.26110193 13273 1.0695945 down 9.542727 9.639791 0.021616 0.071834 -0.0970645 0.989931
1609164_aVvi.14656 Transcr ibed locus 13.52298 12.62807 11.47587 10.89112 16 3.757341 3.658562 3.520532 3.445081 0.0684659 3.622642 0.10514993 10809 1.168895 up 3.707952 3.482806 0.069848 0.053352 0.2251453 1.064645
1609165_aVvi.7043 Transcr ibed locus, moderately similar to NP_566732.1 dienelactone hydrolase family protein [ 4.836246 4.851071 4.693461 4.673697 16 2.273888 2.278303 2.230652 2.224564 0.0059613 12.89381 0.03011482 3285 1.0341799 up 2.276095 2.227608 0.003122 0.004305 0.0484872 1.021766
1609166_aVvi.12730 Transcr ibed locus, weakly similar to NP_917788.1 putative cytochrome P450 [Oryza sativa (ja 3.65776 3.671618 3.542197 3.554946 16 1.87096 1.876416 1.824644 1.829828 0.0064973 12.3455 0.03048215 3536 1.0327221 up 1.873688 1.827236 0.003858 0.003665 0.046452 1.025422
1609167_aVvi.1430 Transcr ibed locus, moderately similar to NP_178343.1 glutathione S-transferase, putative [Ar 677.1379 698.2207 682.6182 588.6971 16 9.403306 9.447539 9.414935 9.201382 0.394706 1.075393 0.449877 14565 1.0846757 up 9.425423 9.308159 0.031278 0.151005 0.117264 1.012598
1609168_aVvi.7963 Transcr ibed locus, moderately similar to NP_190652.1 stress- responsive protein, putative [Ar 4637.635 4743.662 4752.192 4035.25 16 12.17917 12.21179 12.21438 11.97844 0.4929799 0.83189 0.5446136 15027 1.0710825 up 12.19548 12.09641 0.023061 0.166832 0.099069 1.00819
1609169_aVvi.8315 Transcr ibed locus 271.4585 277.2577 285.851 274.663 16 8.084588 8.115084 8.15912 8.101519 0.4483207 0.935419 0.50205874 14824 1.0213542 down 8.099836 8.13032 0.021564 0.04073 -0.030484 0.996251
1609170_aVvi.2819 Transcr ibed locus, strongly similar to NP_568179.1 40S ribosomal protein S4 (RPS4B) [Arab 915.5139 985.7747 2330.69 2330.683 16 9.838438 9.945114 11.18654 11.18654 0.0016927 24.27466 0.02493529 1121 2.4533663 down 9.891776 11.18654 0.075431 3.44E-06 -1.294763 0.884257
1609171_aVvi.7827 Transcr ibed locus, weakly similar to NP_180470.1 scarecrow transcr iption factor family prote 592.2733 721.5803 170.7961 215.3309 16 9.210119 9.495016 7.416132 7.750411 0.0150589 8.056646 0.0389664 6415 3.4088771 up 9.352568 7.583271 0.201453 0.236371 1.769297 1.233316
1609172_aVvi.1428 Transcr ibed locus, strongly similar to NP_175697.1 no apical meristem (NAM) family protein 2405.925 2317.478 1008.178 1075.471 16 11.23238 11.17834 9.977535 10.07075 0.0020737 21.92582 0.02559611 1344 2.2676773 up 11.20536 10.02414 0.038209 0.065914 1.1812155 1.117837
1609173_aVvi.10745 Transcr ibed locus 7.025231 7.040471 6.622527 6.451792 16 2.812546 2.815672 2.727382 2.6897 0.0306066 5.583946 0.05809866 8745 1.0759178 up 2.814109 2.708541 0.002211 0.026645 0.1055678 1.038976
1609174_aVvi.3174 Transcr ibed locus, moderately similar to NP_189177.1 formin homology 2 domain-containing      268.0653 297.6614 1086.783 1028.349 16 8.066441 8.217528 10.08585 10.00611 0.0020066 22.29027 0.02553182 1302 3.7424848 down 8.141985 10.04598 0.106835 0.056381 -1.903996 0.810472
1609175_aVvi.9780 Transcr ibed locus, weakly similar to NP_566864.1 expressed protein [Arabidopsis thaliana] 23.6168 65.8584 233.8718 322.0797 16 4.561742 6.041296 7.869574 8.331274 0.0688401 3.61168 0.10562696 10819 6.9591203 down 5.301519 8.100424 1.046203 0.326471 -2.798905 0.654474
1609176_aVvi.11359 Transcr ibed locus, weakly similar to XP_467439.1 unknown protein [Oryza sativa (japonica cu 7.819029 6.598872 22.99934 14.75198 16 2.96699 2.72222 4.523521 3.882837 0.0582061 3.961733 0.09264978 10429 2.5643158 down 2.844605 4.203178 0.173079 0.453032 -1.3585739 0.676775
1609177_aVvi.8821 Transcr ibed locus, strongly similar to NP_176309.1 SNF2 domain-containing protein / helica 555.0149 573.3275 573.0607 534.9117 16 9.116383 9.163216 9.162544 9.063157 0.67228 0.490557 0.7100898 15717 1.0188551 up 9.139799 9.11285 0.033116 0.070277 0.026949 1.002957
1609178_at 4.227782 4.242176 4.058503 4.070408 16 2.079901 2.084804 2.020948 2.025173 0.0029663 18.3199 0.02750406 1789 1.0419544 up 2.082353 2.023061 0.003467 0.002988 0.059292 1.029308
1609179_at 10.43516 10.54347 9.901683 9.929321 16 3.383381 3.398279 3.307674 3.311695 0.0089196 10.51734 0.03263196 4537 1.0578573 up 3.39083 3.309685 0.010534 0.002843 0.0811451 1.024517
1609180_aVvi.15116 Transcr ibed locus 118.0031 120.5758 130.3435 125.005 16 6.882681 6.913796 7.026175 6.965842 0.1023495 2.880523 0.1446379 11747 1.0701185 down 6.898238 6.996009 0.022002 0.042662 -0.097771 0.986025
1609181_aVvi.14242 Transcr ibed locus 90.7637 86.75192 58.39493 40.32146 16 6.504043 6.438823 5.867772 5.333476 0.0836995 3.235637 0.12277599 11317 1.8286881 up 6.471433 5.600624 0.046117 0.377804 0.870809 1.155484
1609182_aVvi.6445 Transcr ibed locus 7.012921 7.122579 7.82124 6.820875 16 2.810015 2.8324 2.967398 2.769957 0.6799253 0.477789 0.7170703 15741 1.0334507 down 2.821208 2.868677 0.015828 0.139612 -0.0474696 0.983452
1609183_aVvi.3253 Transcr ibed locus, strongly similar to NP_197502.1 Ras-related GTP-binding nuclear protei 2.72179 2.734242 2.652819 2.667078 16 1.444556 1.451141 1.407526 1.41526 0.0188612 7.177999 0.04372152 7161 1.0255908 up 1.447848 1.411393 0.004656 0.005469 0.0364553 1.025829
1609184_aVvi.1193 Transcr ibed locus, moderately similar to NP_188087.1 cytochrome P450, putative [Arabidopsi  4.344142 4.402092 4.167566 4.177769 16 2.119071 2.138189 2.059205 2.062733 0.0200206 6.960861 0.04502603 7381 1.0480164 up 2.12863 2.060969 0.013518 0.002494 0.0676613 1.03283
1609185_aVvi.3311 Transcr ibed locus, weakly similar to NP_563810.2 bZIP family transcr iption factor [Arabidops 1668.766 1618.288 1475.346 1505.176 16 10.70457 10.66025 10.52684 10.55572 0.0333669 5.336507 0.06161927 8989 1.1027703 up 10.68241 10.54128 0.031334 0.020421 0.141132 1.013389
1609186_aVvi.14632 Transcr ibed locus 6.431026 6.546532 6.108036 6.095549 16 2.685049 2.710731 2.610709 2.607756 0.0206008 6.859086 0.04559425 7500 1.0633801 up 2.69789 2.609232 0.01816 0.002088 0.0886574 1.033978
1609187_aVvi.8972 Transcr ibed locus, weakly similar to XP_482149.1 putative transformer-SR ribonucleoprotein 1044.492 1070.552 1241.042 1205.916 16 10.02859 10.06414 10.27734 10.23591 0.0164366 7.7035 0.04070085 6703 1.1568985 down 10.04636 10.25662 0.02514 0.02929 -0.210262 0.9795
1609188_aVvi.2626 Transcr ibed locus, weakly similar to NP_200260.1 calcium-binding EF-hand protein, putative 1196.077 1693.876 626.8428 891.1464 16 10.22409 10.72611 9.29196 9.799519 0.1212592 2.603665 0.16619706 12112 1.9044365 up 10.4751 9.545739 0.35498 0.358898 0.929364 1.097359
1609189_at 3.646461 3.66411 3.52548 3.536099 16 1.866497 1.873463 1.81782 1.822159 0.00667 12.18302 0.03065775 3611 1.0352582 up 1.86998 1.819989 0.004926 0.003068 0.0499905 1.027467
1609190_aVvi.299 Transcr ibed locus, weakly similar to NP_182278.1 zinc finger (C3HC4-type RING finger) fam 1311.702 2044.462 921.7747 1190.583 16 10.35722 10.99751 9.84827 10.21745 0.223271 1.744046 0.2763752 13411 1.5632002 up 10.67736 10.03286 0.452747 0.261051 0.644502 1.064239
1609191_sVvi.7461 Transcr ibed locus, strongly similar to NP_568486.1 shaggy-related protein kinase alpha / AS 2153.125 1909.746 2305.261 2289.877 16 11.07222 10.89917 11.17071 11.16106 0.1731249 2.079317 0.22292869 12892 1.1330354 down 10.98569 11.16588 0.122365 0.00683 -0.180193 0.983862
1609192_aVvi.6032 Transcr ibed locus, moderately similar to XP_473316.1 OSJNBb0020O11.7 [Oryza sativa (jap 123.3833 120.5169 86.56491 83.94199 16 6.947003 6.913092 6.43571 6.39132 0.0029111 18.49346 0.02725936 1772 1.4305133 up 6.930048 6.413515 0.023979 0.031389 0.516533 1.080538
1609193_aVvi.10344 Transcr ibed locus, weakly similar to NP_568563.1 expressed protein [Arabidopsis thaliana] 6.784393 7.011834 6.866855 7.346275 16 2.76222 2.809792 2.77965 2.877013 0.5164876 0.781173 0.5663998 15138 1.0297724 down 2.786006 2.828331 0.033639 0.068846 -0.0423255 0.985035
1609194_aVvi.9671 Transcr ibed locus 12.24198 12.36161 11.86953 11.92003 16 3.613765 3.627795 3.569191 3.575316 0.0239884 6.339788 0.04994958 7971 1.0342079 up 3.62078 3.572254 0.00992 0.004332 0.0485263 1.013584
1609195_aVvi.11704 Transcr ibed locus, moderately similar to NP_565908.1 ACT domain-containing protein [Arab 145.699 156.2468 82.3018 63.69498 16 7.186847 7.287683 6.362853 5.993108 0.0312012 5.527931 0.05882213 8805 2.0838974 up 7.237265 6.17798 0.071302 0.261449 1.0592842 1.171461
1609196_aVvi.1766 Transcr ibed locus 86.16557 102.2061 89.58849 90.09126 16 6.42904 6.675338 6.485241 6.493315 0.6604232 0.510573 0.6989002 15687 1.044571 up 6.552189 6.489278 0.17416 0.005709 0.0629107 1.009695
1609197_aVvi.7594 Transcr ibed locus, strongly similar to NP_567786.1 expressed protein [Arabidopsis thaliana] 6.316219 6.286608 9.789667 6.289937 16 2.659061 2.652282 3.29126 2.653045 0.425852 0.991715 0.48091686 14700 1.2452894 down 2.655672 2.972153 0.004794 0.451286 -0.3164811 0.893518
1609198_at 6.796825 6.912499 6.96735 6.644256 15 2.764861 2.789207 2.80061 2.732108 0.7966769 0.293677 0.82346094 16061 1.007427 up 2.777034 2.766359 0.017215 0.048439 0.0106751 1.003859
1609199_at 7.479156 7.527777 6.911043 8.356625 16 2.902876 2.912224 2.788904 3.06292 0.9057099 0.133943 0.9199508 16344 1.0128089 down 2.90755 2.925912 0.00661 0.193759 -0.0183621 0.993724
1609200_at 492.6069 549.1826 540.0367 503.1358 16 8.944293 9.101142 9.076914 8.974804 0.9762681 0.03357 0.9800461 16537 1.0021799 down 9.022717 9.025859 0.110909 0.072203 -0.003142 0.999652
1609201_aVvi.9495 Transcr ibed locus, moderately similar to NP_190171.1 kinesin motor protein-related [Arabido 9.768935 10.0791 17.48335 21.16959 16 3.288201 3.333294 4.12791 4.403921 0.0207673 6.83066 0.04577515 7531 1.9388051 down 3.310748 4.265915 0.031885 0.19517 -0.9551678 0.776093
1609202_aVvi.3483 Transcr ibed locus, weakly similar to NP_187538.1 glutathione S-transferase, putative [Arabid 146.3876 143.5255 249.9968 314.95 16 7.193649 7.165163 7.965766 8.298979 0.029436 5.699079 0.05654895 8641 1.9358481 down 7.179406 8.132372 0.020142 0.235617 -0.952966 0.882818
1609203_at 121.0152 112.1561 31.53164 32.02655 16 6.919045 6.809365 4.978728 5.001196 8.91E-04 33.48122 0.02230815 662 3.6660903 up 6.864205 4.989963 0.077556 0.015887 1.8742424 1.375602
1609204_at 15.03873 10.47589 23.98296 23.78704 16 3.910611 3.389001 4.583938 4.572104 0.0707118 3.558124 0.10789052 10880 1.9029201 down 3.649806 4.578021 0.368834 0.008368 -0.928215 0.797245
1609205_aVvi.12675 Transcr ibed locus 5.16148 5.452761 4.827134 4.838274 16 2.367785 2.446987 2.271167 2.274493 0.0768953 3.394805 0.11514982 11085 1.0977553 up 2.407386 2.27283 0.056004 0.002352 0.1345565 1.059202
1609206_aVvi.3202 Transcr ibed locus, weakly similar to NP_567408.1 myb family transcr iption factor [Arabidopsis 38.39013 38.8298 37.66154 42.52786 16 5.262663 5.279092 5.23502 5.410337 0.6158831 0.58836 0.65856564 15525 1.0365579 down 5.270878 5.322679 0.011617 0.123967 -0.0518006 0.990268
1609207_aVvi.1709 Transcr ibed locus, moderately similar to XP_479799.1 putative glycine-rich protein [Oryza sa 1892.84 1936.534 1162.185 1141.681 16 10.88634 10.91926 10.18262 10.15694 8.10E-04 35.11033 0.0221369 603 1.662108 up 10.9028 10.16979 0.023281 0.018158 0.733014 1.072078
1609208_aVvi.12007 Transcr ibed locus, moderately similar to NP_916862.1 putative 1,3-beta-glucan synthase [Ory 300.8868 348.0228 657.2382 551.6851 16 8.233077 8.443038 9.360272 9.107701 0.0319945 5.455591 0.05986398 8872 1.8608081 down 8.338058 9.233987 0.148465 0.178595 -0.8959295 0.902975
1609209_aVvi.5440 Transcr ibed locus, weakly similar to NP_568037.1 expressed protein [Arabidopsis thaliana] 93.7563 91.81066 88.71661 87.01059 16 6.550844 6.52059 6.471132 6.443119 0.0624331 3.812252 0.09780275 10597 1.0559868 up 6.535717 6.457125 0.021392 0.019808 0.078592 1.012171
1609210_aVvi.10300 Transcr ibed locus, weakly similar to NP_568521.1 expressed protein [Arabidopsis thaliana] 507.3379 512.0034 494.9479 591.86 16 8.986803 9.00001 8.951133 9.209112 0.57113 0.671393 0.6165887 15377 1.0619498 down 8.993406 9.080122 0.009338 0.182419 -0.086716 0.99045
1609211_aVvi.7964 Transcr ibed locus, weakly similar to NP_565256.1 octicosapeptide/Phox/Bem1p (PB1) domain 2791.571 2948.935 2353.03 1964.458 16 11.44686 11.52598 11.2003 10.93992 0.0922821 3.059498 0.13288811 11528 1.3345093 up 11.48642 11.07011 0.055944 0.184122 0.41631 1.037607
1609212_aVvi.14641 Transcr ibed locus 4.440694 4.460315 4.252078 4.276442 16 2.150785 2.157146 2.088168 2.096411 0.0070489 11.84771 0.03087745 3789 1.0436776 up 2.153966 2.092289 0.004497 0.005829 0.0616761 1.029478
1609213_aVvi.12204 Transcr ibed locus 6.559723 6.622644 6.147772 6.121904 16 2.713635 2.727407 2.620064 2.613981 0.0052487 13.7486 0.02950386 2945 1.074376 up 2.720521 2.617022 0.009738 0.004302 0.103499 1.039548
1609214_aVvi.6713 Transcr ibed locus, moderately similar to NP_189208.1 serine/threonine protein phosphatase        861.7043 919.4786 875.104 878.749 16 9.751049 9.844672 9.773311 9.779307 0.6910176 0.459449 0.7270596 15778 1.0150509 up 9.797861 9.776309 0.066202 0.00424 0.021552 1.002205
1609215_at 5.01082 5.144686 4.827562 4.869637 16 2.325047 2.363083 2.271295 2.283814 0.0799095 3.321893 0.11853617 11191 1.0471808 up 2.344065 2.277555 0.026896 0.008853 0.0665105 1.029203
1609216_at 3.694854 3.66679 3.54497 3.569867 16 1.885518 1.874518 1.825774 1.83587 0.0222631 6.589606 0.04767663 7751 1.0346879 up 1.880018 1.830822 0.007778 0.00714 0.0491956 1.026871
1609217_aVvi.9375 Transcr ibed locus 3.839377 3.874746 3.722045 3.738844 16 1.940872 1.954102 1.896095 1.902592 0.0226384 6.532876 0.04817878 7800 1.0339333 up 1.947487 1.899344 0.009355 0.004594 0.0481431 1.025347
1609218_aVvi.15791 Transcr ibed locus 3700.763 4260.119 2580.603 2443.84 16 11.85361 12.05668 11.33349 11.25493 0.0260758 6.070938 0.05243685 8254 1.5811001 up 11.95514 11.29421 0.143592 0.055549 0.660929 1.058519
1609219_aVvi.15496 Transcr ibed locus 560.4592 562.6694 449.3792 414.5162 16 9.130466 9.136144 8.81179 8.695285 0.0227814 6.511622 0.04833441 7824 1.3011321 up 9.133305 8.753537 0.004015 0.082381 0.379768 1.043385
1609220_sVvi.10046 Transcr ibed locus, strongly similar to NP_194645.1 SNF7 family protein [Arabidopsis thalian 3552.927 3417.758 3144.024 3026.67 16 11.79479 11.73883 11.6184 11.56352 0.0462424 4.487426 0.07790127 9854 1.129635 up 11.76681 11.59096 0.039567 0.038806 0.175856 1.015172
1609221_aVvi.4964 Transcr ibed locus, strongly similar to NP_194499.2 vacuolar protein sorting-associated prote 973.4679 895.6932 810.5653 899.901 16 9.92699 9.806861 9.662785 9.813622 0.3135282 1.335088 0.36934614 14092 1.0933249 up 9.866925 9.738203 0.084944 0.106659 0.128722 1.013218
1609222_aVvi.1921 Transcr ibed locus, weakly similar to NP_192763.1 22.0 kDa ER small heat shock protein (HS 402.9181 354.619 82.21034 106.018 16 8.654343 8.470126 6.361248 6.728165 0.0101949 9.828058 0.03408981 4964 4.048896 up 8.562235 6.544706 0.130261 0.259449 2.0175287 1.308269
1609223_aVvi.14364 Transcr ibed locus 6.819224 6.827367 6.297948 6.264604 16 2.769608 2.771329 2.654882 2.647223 0.0010785 30.42485 0.02260868 791 1.086295 up 2.770469 2.651053 0.001218 0.005416 0.119416 1.045045
1609224_at 4.814137 4.761755 4.501185 4.417648 16 2.267277 2.251493 2.170305 2.143278 0.022485 6.555899 0.04799341 7777 1.0737019 up 2.259385 2.156792 0.011161 0.019111 0.1025933 1.047568
1609225_aVvi.12982 Transcr ibed locus 492.7554 480.0093 553.351 511.595 16 8.944728 8.906919 9.112051 8.998858 0.1619283 2.172469 0.2109821 12741 1.0940139 down 8.925823 9.055454 0.026735 0.080039 -0.129631 0.985685
1609226_aVvi.4594 Transcr ibed locus, moderately similar to XP_472371.1 OSJNBb0012E08.10 [Oryza sativa (jap 801.8959 852.559 719.8319 768.1591 16 9.647271 9.735656 9.491516 9.585261 0.1406786 2.37618 0.18750373 12455 1.1119365 up 9.691463 9.538389 0.062497 0.066288 0.153074 1.016048
1609227_aVvi.9543 Transcr ibed locus, weakly similar to NP_915198.1 P0035F12.11 [Oryza sativa (japonica cultiv 12.37181 11.46886 11.94756 12.70347 16 3.628985 3.51965 3.578644 3.667151 0.5611426 0.690705 0.60738623 15337 1.0342466 down 3.574318 3.622898 0.077311 0.062584 -0.0485801 0.986591
1609228_aVvi.236 Transcr ibed locus, moderately similar to NP_565511.1 expressed protein [Arabidopsis thalian 53.18784 54.1834 44.80793 45.85823 16 5.733025 5.759779 5.485682 5.519109 0.0076095 11.39811 0.03135112 4023 1.1842767 up 5.746402 5.502396 0.018918 0.023636 0.2440064 1.044345
1609229_aVvi.9469 Transcr ibed locus, moderately similar to XP_469746.1 putative hydrogenase [Oryza sativa] 324.9623 326.3625 313.2642 311.6146 16 8.344129 8.350331 8.291236 8.283619 0.0066777 12.17597 0.03067327 3612 1.0423228 up 8.34723 8.287428 0.004386 0.005386 0.059802 1.007216
1609230_at 4.262758 4.145532 3.96483 3.979178 16 2.091787 2.051557 1.987259 1.99247 0.0563288 4.033288 0.090407 10343 1.058343 up 2.071672 1.989865 0.028447 0.003685 0.0818074 1.041112
1609231_aVvi.10365 Transcr ibed locus, moderately similar to NP_177873.1 L-ascorbate peroxidase, thylakoid-bou 4139.527 3979.42 3235.273 4320.603 16 12.01525 11.95834 11.65967 12.07702 0.6304469 0.562443 0.67154366 15585 1.0855695 up 11.9868 11.86835 0.040239 0.295107 0.118452 1.00998
1609232_aVvi.1114 Transcr ibed locus, moderately similar to NP_565895.1 haloacid dehalogenase-like hydrolase 2461.991 2263.671 299.4635 329.2183 16 11.26561 11.14445 8.226236 8.362901 9.83E-04 31.87106 0.02255868 720 7.518576 up 11.20503 8.294569 0.085674 0.096636 2.91046 1.350887
1609233_aVvi.6675 Transcr ibed locus, weakly similar to XP_467508.1 putative small blue copper protein Bcp1 [Or 1280.873 1393.153 582.4708 623.8491 16 10.32291 10.44414 9.186042 9.285053 0.0046153 14.66866 0.02926091 2612 2.2160292 up 10.38353 9.235548 0.085719 0.070012 1.147977 1.1243
1609234_aVvi.9892 Transcr ibed locus, weakly similar to XP_473952.1 OSJNBa0053K19.18 [Oryza sativa (japonic  2798.956 2838.008 1026.625 945.195 16 11.45067 11.47066 10.00369 9.884468 0.0015847 25.09043 0.02483053 1056 2.8611362 up 11.46067 9.94408 0.014135 0.084305 1.516589 1.152512
1609235_aVvi.4033 Transcr ibed locus, weakly similar to NP_175687.2 expressed protein [Arabidopsis thaliana] 348.0279 314.1945 454.5051 429.0125 16 8.443059 8.295514 8.828153 8.744876 0.0388377 4.925249 0.06848472 9414 1.3353591 down 8.369287 8.786514 0.10433 0.058886 -0.417227 0.952515
1609236_aVvi.3551 Transcr ibed locus 8.455932 8.283837 12.62132 11.68138 16 3.079964 3.050299 3.65779 3.546139 0.0113801 9.29384 0.03534092 5345 1.4507846 down 3.065131 3.601965 0.020976 0.078949 -0.5368333 0.850961
1609237_at 521.5593 528.692 575.9561 589.1721 16 9.026688 9.046284 9.169815 9.202545 0.0158507 7.848097 0.03990803 6593 1.1093345 down 9.036486 9.18618 0.013857 0.023144 -0.149694 0.983704
1609238_aVvi.15384 Transcr ibed locus 3.14923 3.162251 3.061629 3.076689 16 1.654999 1.660952 1.614299 1.621379 0.0130181 8.678662 0.03693219 5851 1.0282111 up 1.657975 1.617839 0.004209 0.005006 0.0401364 1.024809
1609239_at 13.92977 12.76291 49.99287 33.97814 16 3.800099 3.673886 5.643651 5.086535 0.0294239 5.700298 0.05654546 8638 3.0910573 down 3.736992 5.365093 0.089246 0.39394 -1.6281004 0.696538
1609240_aVvi.15323 Transcr ibed locus 5.249593 5.324469 5.101484 5.077968 16 2.392206 2.412638 2.350917 2.344251 0.0363218 5.103031 0.06536034 9225 1.038742 up 2.402422 2.347584 0.014448 0.004714 0.0548373 1.023359
1609241_aVvi.11470 Transcr ibed locus, weakly similar to NP_177751.1 expressed protein [Arabidopsis thaliana] 8.002398 8.096974 7.735464 7.75869 16 3.000432 3.017383 2.951488 2.955813 0.024153 6.317343 0.05017127 7991 1.0390443 up 3.008908 2.953651 0.011986 0.003059 0.0552571 1.018708
1609242_aVvi.15604 Transcr ibed locus 4.660168 4.686432 4.50516 4.542726 16 2.220382 2.22849 2.171578 2.183558 0.0229976 6.479863 0.04862306 7851 1.0330194 up 2.224436 2.177568 0.005733 0.008471 0.0468674 1.021523
1609243_aVvi.7581 Transcr ibed locus, weakly similar to NP_477042.1 CG9012-PA, isoform A [Drosophila melan 1525.05 1381.132 2230.226 2155.55 16 10.57464 10.43164 11.12297 11.07384 0.0157515 7.873362 0.03982136 6566 1.5107545 down 10.50314 11.09841 0.10112 0.034743 -0.595269 0.946364
1609244_aVvi.4184 Transcr ibed locus 5.053252 5.072992 4.825923 4.87365 16 2.337212 2.342837 2.270805 2.285003 0.0147747 8.135546 0.03877961 6320 1.0439992 up 2.340025 2.277904 0.003977 0.010039 0.0621207 1.027271
1609245_aVvi.14329 Transcr ibed locus 232.431 228.4907 323.7824 367.8306 16 7.860659 7.835992 8.338881 8.522898 0.0244645 6.275491 0.05056312 8031 1.4975077 down 7.848326 8.430889 0.017442 0.13012 -0.5825633 0.930901
1609246_s_at 54.62802 76.01116 38.85938 45.35339 9 5.771569 6.248139 5.280191 5.503139 0.1431954 2.349899 0.19029291 12492 1.534948 up 6.009854 5.391665 0.336986 0.157648 0.6181898 1.114657
1609247_aVvi.15225 Transcr ibed locus 4.183939 4.200326 4.050057 4.060051 16 2.064862 2.070501 2.017942 2.021498 0.0047955 14.38856 0.02932456 2708 1.033803 up 2.067681 2.01972 0.003988 0.002514 0.0479613 1.023747
1609248_aVvi.15400 Transcr ibed locus 48.79969 57.00309 12.11807 12.19755 16 5.6088 5.832968 3.599088 3.60852 0.0027961 18.87161 0.0270467 1712 4.338151 up 5.720884 3.603804 0.158511 0.006669 2.1170803 1.587457
1609249_at 5.009163 5.024343 4.745266 4.745508 16 2.32457 2.328935 2.246489 2.246563 7.40E-04 36.7521 0.02185218 560 1.057184 up 2.326752 2.246526 0.003087 5.21E-05 0.0802264 1.035711
1609250_aVvi.113 GO:000651Zinc finger protein (SINA1p) 171.0126 170.5822 228.049 213.3737 16 7.417958 7.414323 7.833201 7.737238 0.0165071 7.686624 0.04080474 6715 1.2915277 down 7.416141 7.785219 0.00257 0.067856 -0.3690784 0.952592
1609251_aVvi.14995 Transcr ibed locus 8.637735 8.666221 8.990761 8.38211 16 3.110653 3.115403 3.168443 3.067313 0.9324026 0.095816 0.9424999 16423 1.0033677 down 3.113028 3.117878 0.003359 0.07151 -0.0048504 0.998444
1609252_aVvi.10024 Transcr ibed locus, weakly similar to NP_850218.1 ubiquitin-conjugating enzyme family protei 39.45559 36.26224 108.1722 83.15411 16 5.302158 5.180396 6.757186 6.377716 0.0218395 6.655388 0.04721078 7679 2.5073688 down 5.241277 6.567451 0.086099 0.268326 -1.3261743 0.798069
1609253_aVvi.5791 Transcr ibed locus 101.3187 95.73045 108.1969 115.962 16 6.662757 6.580906 6.757515 6.857508 0.1027558 2.873829 0.14510094 11756 1.1373528 down 6.621831 6.807511 0.057877 0.070706 -0.1856799 0.972724
1609254_aVvi.15191 Transcr ibed locus 7.605596 7.692063 7.002056 7.049768 16 2.927062 2.943371 2.807779 2.817576 0.0059725 12.88159 0.03011482 3290 1.0886489 up 2.935216 2.812677 0.011532 0.006928 0.1225389 1.043567
1609255_aVvi.15683 Transcr ibed locus 5.65163 5.365594 5.095772 5.067434 16 2.498667 2.423738 2.349301 2.341255 0.0913967 3.076565 0.13183045 11509 1.0836693 up 2.461203 2.345278 0.052983 0.005689 0.1159246 1.049429
1609256_s_at 10.40744 10.69329 9.228397 8.828852 16 3.379543 3.418633 3.20608 3.142226 0.026597 6.008745 0.0530596 8321 1.1687247 up 3.399088 3.174153 0.027641 0.045152 0.2249351 1.070865
1609257_aVvi.8777 Transcr ibed locus 5228.932 5447.833 7049.435 6840.515 16 12.3523 12.41147 12.78329 12.73989 0.0092078 10.34918 0.03301695 4629 1.301077 down 12.38188 12.76159 0.041837 0.030691 -0.379706 0.970246
1609258_aVvi.3533 Transcr ibed locus, moderately similar to NP_181777.2 copper amine oxidase, putative [Arabid 418.1402 409.6103 272.544 258.2057 16 8.707843 8.678108 8.090345 8.012377 0.004202 15.37794 0.0288901 2409 1.5600744 up 8.692976 8.051361 0.021026 0.055132 0.641615 1.07969
1609259_aVvi.12076 Transcr ibed locus, moderately similar to NP_198937.1 glutathione S-transferase (GST10) [A  1341.53 1284.792 1013.49 1183.084 16 10.38966 10.32732 9.985116 10.20834 0.1524072 2.258896 0.20063953 12610 1.198945 up 10.35849 10.09673 0.044084 0.157841 0.261766 1.025926
1609260_at 350.0981 341.2457 372.8518 387.4346 10 8.451615 8.414667 8.542459 8.597809 0.0542421 4.117014 0.08782205 10253 1.0996096 down 8.433142 8.570133 0.026126 0.039139 -0.136991 0.984015
1609261_sVvi.3386 Transcr ibed locus 28.36684 27.1217 53.50053 67.52671 16 4.826133 4.761376 5.741481 6.077387 0.0227066 6.522711 0.04826316 7809 2.1669707 down 4.793755 5.909434 0.04579 0.237521 -1.1156797 0.811204
1609262_at 138.2188 157.6402 150.7219 173.9231 16 7.11081 7.300491 7.235745 7.442306 0.441902 0.951185 0.49567133 14800 1.0968565 down 7.205651 7.339026 0.134125 0.14606 -0.1333745 0.981827
1609263_aVvi.15538 Transcr ibed locus 5.542835 5.318718 4.948915 4.690634 16 2.470624 2.411079 2.307113 2.229783 0.0716188 3.532901 0.10884429 10923 1.1269344 up 2.440851 2.268448 0.042105 0.05468 0.1724036 1.076001
1609264_aVvi.11133 Transcr ibed locus, weakly similar to NP_186924.1 protein phosphatase 2C family protein / PP    304.9581 295.2877 298.6115 299.9251 16 8.252467 8.205977 8.222126 8.228458 0.8823632 0.167527 0.8988767 16296 1.0027279 up 8.229222 8.225292 0.032873 0.004478 0.00393 1.000478
1609265_aVvi.8464 Transcr ibed locus, moderately similar to NP_922691.1 putative transcr iption factor [Oryza sat 176.988 235.2018 380.4872 378.5154 16 7.467507 7.877756 8.571704 8.564208 0.0487031 4.364065 0.08084614 10000 1.8600285 down 7.672631 8.567956 0.290089 0.0053 -0.8953247 0.895503
1609266_aVvi.1816 Transcr ibed locus, weakly similar to NP_567043.2 glutaredoxin family protein [Arabidopsis tha 751.6011 846.1282 528.5302 585.5557 16 9.553823 9.724732 9.045842 9.193663 0.0441839 4.598258 0.07534318 9735 1.4334837 up 9.639278 9.119753 0.120851 0.104525 0.519525 1.056967
1609267_at 847.8005 914.0638 4.498708 4.252618 16 9.727581 9.836151 2.169511 2.088351 7.84E-05 112.9151 0.01479526 87 201.26256 up 9.781866 2.128931 0.076771 0.057389 7.652935 4.594731
1609268_aVvi.7958 GO:000611Catalase (GCat) 1290.198 1343.417 205.2346 193.6228 16 10.33338 10.39169 7.68113 7.597105 3.52E-04 53.25529 0.01862789 313 6.6043487 up 10.36253 7.639117 0.041234 0.059415 2.7234168 1.356509
1609269_aVvi.14952 Transcr ibed locus 783.4871 767.7149 578.7689 541.3922 16 9.613766 9.584427 9.176844 9.08053 0.0112594 9.344372 0.03517874 5312 1.3855026 up 9.599096 9.128687 0.020746 0.068104 0.470409 1.051531
1609270_aVvi.9140 Transcr ibed locus, weakly similar to NP_172704.1 ACT domain-containing protein (ACR8) [A 203.2923 187.4597 879.1923 945.9919 16 7.667412 7.550437 9.780035 9.885684 0.0012535 28.21846 0.02340858 888 4.6716595 down 7.608924 9.832859 0.082714 0.074705 -2.223935 0.773826
1609271_aVvi.9137 Transcr ibed locus, weakly similar to NP_565931.1 expressed protein [Arabidopsis thaliana] 332.4367 303.7461 594.2235 592.2788 16 8.376936 8.246722 9.214862 9.210133 0.0051916 13.82457 0.029498 2920 1.8669317 down 8.311829 9.212498 0.092075 0.003344 -0.900669 0.902234
1609272_aVvi.4044 Transcr ibed locus 336.4315 234.7699 63.57426 75.3257 16 8.394169 7.875104 5.990371 6.23507 0.0195493 7.046821 0.04453952 7285 4.0612264 up 8.134636 6.112721 0.367034 0.173028 2.0219155 1.330772
1609273_at 4.952461 4.955104 4.757629 4.789965 16 2.308146 2.308915 2.250243 2.260015 0.0083189 10.89542 0.03182728 4338 1.0377086 up 2.30853 2.255129 5.44E-04 0.00691 0.0534014 1.02368
1609274_aVvi.11165 Transcr ibed locus 15.92809 15.96311 15.28774 15.32938 16 3.993501 3.99667 3.934303 3.938227 0.0018329 23.32593 0.02514309 1209 1.0416138 up 3.995086 3.936265 0.00224 0.002775 0.0588205 1.014943
1609275_aVvi.6409 Transcr ibed locus, moderately similar to NP_199768.1 transg lutaminase-like family protein [A 247.4694 253.209 240.2178 242.6392 16 7.951107 7.984184 7.908199 7.922669 0.1016423 2.892264 0.1437732 11736 1.0368533 up 7.967646 7.915434 0.023389 0.010232 0.0522116 1.006596
1609276_aVvi.10955 Transcr ibed locus 4.947421 5.00964 4.754622 4.756946 16 2.306677 2.324707 2.249331 2.250036 0.0181733 7.316436 0.04285752 7038 1.0468167 up 2.315692 2.249683 0.012749 4.99E-04 0.0660087 1.029341
1609277_at 66.58303 67.07844 59.56186 60.58735 16 6.057083 6.067777 5.896317 5.920944 0.0075329 11.45659 0.03129107 3995 1.1124955 up 6.06243 5.90863 0.007562 0.017414 0.1537996 1.02603
1609278_aVvi.872 Transcr ibed locus, weakly similar to NP_201042.2 invertase/pectin methylesterase inhibitor fa 12.4305 10.38322 82.57285 86.26202 16 3.635813 3.376182 6.367596 6.430654 0.0021253 21.6569 0.02580234 1363 7.428791 down 3.505997 6.399125 0.183586 0.044589 -2.8931274 0.547887
1609279_aVvi.2924 Transcr ibed locus 5.754253 5.810351 5.491361 5.47436 16 2.524629 2.538625 2.457164 2.45269 0.0090513 10.43954 0.03281701 4578 1.054603 up 2.531627 2.454927 0.009897 0.003163 0.0767 1.031243
1609280_aVvi.5098 Transcr ibed locus, moderately similar to NP_566156.2 yrdC family protein [Arabidopsis thalia 584.9224 569.3186 431.8176 443.2462 16 9.192102 9.153092 8.754278 8.791965 0.0045773 14.72994 0.02926091 2587 1.3190287 up 9.172597 8.773121 0.027584 0.026648 0.399476 1.045534
1609281_sVvi.7391 GO:000681Lipid transfer protein isoform 1 54.10712 42.0608 58.3842 53.08549 16 5.757747 5.394404 5.867506 5.730246 0.3699995 1.147259 0.4258098 14425 1.1669965 down 5.576076 5.798876 0.256922 0.097058 -0.2228004 0.961579
1609282_at 6.401392 6.50687 6.145906 6.154491 16 2.678386 2.701964 2.619626 2.62164 0.027749 5.877445 0.05440994 8466 1.0493834 up 2.690175 2.620633 0.016672 0.001424 0.069542 1.026536
1609283_at 13.42288 12.57277 12.44899 16.78355 16 3.746622 3.652231 3.637957 4.068976 0.5572978 0.698224 0.6038938 15320 1.112681 down 3.699426 3.853467 0.066745 0.304777 -0.1540401 0.960026
1609284_at 4.821614 4.84823 4.605735 4.613639 16 2.269516 2.277458 2.203431 2.205905 0.0036327 16.54634 0.02818367 2138 1.0488576 up 2.273487 2.204668 0.005616 0.001749 0.0688187 1.031215
1609285_aVvi.11571 Transcr ibed locus, weakly similar to NP_200309.1 integral membrane family protein [Arabidop 165.7462 151.7613 477.4346 480.8801 16 7.372832 7.24566 8.899159 8.909534 0.0015958 25.00257 0.02483053 1066 3.0211554 down 7.309246 8.904346 0.089925 0.007336 -1.5951 0.820863
1609286_aVvi.10568 Transcr ibed locus, weakly similar to NP_197955.1 zinc finger (GATA type) family protein [Ara 3.766276 3.785414 3.647234 3.6585 16 1.913139 1.920451 1.866803 1.871252 0.0079322 11.16114 0.03158027 4169 1.0336639 up 1.916795 1.869028 0.00517 0.003146 0.0477672 1.025557
1609287_x_at 8.239641 8.385439 11.87006 12.37488 16 3.042582 3.067886 3.569255 3.629343 0.0035709 16.68957 0.02809704 2102 1.458075 down 3.055234 3.599299 0.017893 0.042488 -0.544065 0.848841
1609288_at 990.8948 1004.6 958.2668 1177.326 12 9.952588 9.972405 9.904284 10.2013 0.6057677 0.606662 0.64879394 15500 1.064587 down 9.962497 10.05279 0.014013 0.210021 -0.090294 0.991018
1609289_aVvi.12822 Transcr ibed locus, weakly similar to NP_565622.1 ania-6a type cyclin (RCY1) [Arabidopsis th 234.1873 225.9521 250.0256 265.0995 16 7.87152 7.819874 7.965931 8.05039 0.0816234 3.282175 0.12041149 11253 1.1191971 down 7.845696 8.008161 0.036519 0.059721 -0.1624646 0.979713
1609290_at 7.959831 7.64267 7.039383 7.243261 16 2.992738 2.934077 2.815449 2.856639 0.0708684 3.553736 0.10804385 10888 1.0922952 up 2.963407 2.836044 0.04148 0.029126 0.1273627 1.044909
1609291_aVvi.8654 Transcr ibed locus, moderately similar to NP_178516.1 long-chain-fatty-acid--CoA ligase fam 782.9228 772.1014 727.4101 648.6567 16 9.612726 9.592647 9.506625 9.341311 0.1649605 2.146394 0.21424489 12781 1.1318773 up 9.602686 9.423968 0.014198 0.116894 0.178718 1.018964
1609292_aVvi.6516 Transcr ibed locus, weakly similar to NP_194589.2 calmodulin-binding protein [Arabidopsis th 531.7589 467.3763 725.5161 622.5053 16 9.054628 8.868441 9.502864 9.281942 0.0964232 2.982662 0.13765746 11628 1.3480445 down 8.961535 9.392403 0.131655 0.156215 -0.4308685 0.954126
1609293_aVvi.9148 Transcr ibed locus, strongly similar to NP_567089.1 methionyl aminopeptidase, putative / meth 1444.918 1455.914 1599.747 1484.242 16 10.49677 10.50771 10.64363 10.53551 0.2492486 1.607247 0.30364606 13626 1.0624007 down 10.50224 10.58957 0.007734 0.07645 -0.087328 0.991753
1609294_aVvi.2205 Transcr ibed locus, weakly similar to NP_564389.1 expressed protein [Arabidopsis thaliana] 388.6617 427.9739 352.0365 274.2482 16 8.602371 8.741379 8.459581 8.099339 0.1791461 2.032543 0.22935425 12966 1.3125888 up 8.671875 8.27946 0.098293 0.25473 0.392415 1.047396
1609295_aVvi.2402 Transcr ibed locus, moderately similar to NP_182191.1 homeobox-leucine zipper protein 7 (H 142.846 94.78285 10.26255 8.082586 16 7.158317 6.566554 3.359317 3.014817 0.008566 10.73514 0.03218032 4417 12.776035 up 6.862435 3.187067 0.41844 0.243598 3.6753683 2.153213
1609296_aVvi.5195 Transcr ibed locus 6.941409 7.01362 6.558498 6.613556 16 2.795229 2.810159 2.713366 2.725426 0.0130146 8.679867 0.03692844 5850 1.0594372 up 2.802694 2.719396 0.010558 0.008528 0.0832979 1.030631
1609297_at 6.34945 6.402553 6.016825 6.024939 16 2.666632 2.678647 2.589002 2.590947 0.0053765 13.58295 0.02956287 3015 1.0589724 up 2.672639 2.589974 0.008496 0.001375 0.082665 1.031917
1609298_aVvi.15648 Transcr ibed locus 3.381738 3.399416 3.26571 3.279144 16 1.757765 1.765287 1.707397 1.713319 0.0086392 10.68896 0.03225271 4446 1.0361031 up 1.761526 1.710358 0.005319 0.004188 0.0511677 1.029916
1609299_aVvi.7070 Transcr ibed locus 251.9627 294.0973 225.1256 215.4236 16 7.977067 8.20015 7.814586 7.751032 0.1187591 2.636659 0.1635265 12056 1.2361026 up 8.088608 7.782809 0.157744 0.044939 0.3057987 1.039292
1609300_at 10182.19 10113.79 9786.185 9868.941 12 13.31376 13.30404 13.25653 13.26868 0.0271073 5.949562 0.05362227 8391 1.0326084 up 13.3089 13.26261 0.006876 0.008591 0.046293 1.00349
1609301_aVvi.2092 Transcr ibed locus, moderately similar to NP_188029.1 (S)-2-hydroxy-acid oxidase, peroxisom 756.9081 730.8558 779.7407 655.1561 16 9.563974 9.513443 9.606851 9.355695 0.697769 0.448388 0.7332802 15797 1.0406147 up 9.538709 9.481273 0.035731 0.177594 0.057436 1.006058
1609302_aVvi.6321 Transcr ibed locus, strongly similar to NP_174683.1 somatic embryogenesis receptor-like kin 304.5872 268.688 630.7332 640.0837 16 8.250711 8.069788 9.300886 9.322117 0.0062012 12.63967 0.03025465 3401 2.2210653 down 8.16025 9.311502 0.127932 0.015012 -1.1512515 0.876362
1609303_aVvi.7348 Transcr ibed locus, weakly similar to NP_197995.1 expressed protein [Arabidopsis thaliana] 4.226377 4.268216 4.105445 4.137142 16 2.079422 2.093633 2.037539 2.048635 0.0404707 4.818667 0.07063653 9511 1.0305688 up 2.086527 2.043087 0.010049 0.007846 0.0434408 1.021262
1609304_at 129.793 137.168 205.112 359.7687 16 7.020068 7.0998 7.680268 8.490926 0.1280804 2.518294 0.17386681 12229 2.0358953 down 7.059934 8.085597 0.056379 0.573222 -1.0256633 0.873149
1609305_aVvi.7921 Transcr ibed locus, moderately similar to NP_566960.1 protein tyrosine phosphatase/kinase in 258.4049 252.5517 487.4855 483.0204 16 8.01349 7.980434 8.929215 8.91594 3.70E-04 51.96968 0.01871624 324 1.8994949 down 7.996962 8.922578 0.023374 0.009387 -0.925616 0.896261
1609306_aVvi.15070 Transcr ibed locus 4.876586 4.930291 4.682464 4.686584 16 2.285872 2.301673 2.227268 2.228537 0.0141719 8.310585 0.03815766 6163 1.046716 up 2.293772 2.227902 0.011173 8.97E-04 0.06587 1.029566
1609307_aVvi.1251 Transcr ibed locus, moderately similar to NP_175579.1 4-coumarate--CoA ligase 1 / 4-couma 1886.565 2243.926 1683.21 1538.487 16 10.88155 11.13181 10.717 10.5873 0.128313 2.515497 0.1740686 12237 1.2785692 up 11.00668 10.65215 0.176963 0.091714 0.354531 1.033283
1609308_aVvi.6264 Transcr ibed locus, weakly similar to NP_567206.1 helicase domain-containing protein / IBR d 96.19794 97.05871 79.49416 67.2076 16 6.587934 6.600786 6.312777 6.070552 0.0799774 3.320295 0.11861576 11193 1.3219749 up 6.594359 6.191665 0.009088 0.171279 0.4026947 1.065038
1609309_at 10.01982 10.07929 10.28327 10.8501 16 3.324785 3.333321 3.362228 3.439636 0.2061845 1.84594 0.25834534 13249 1.0510846 down 3.329053 3.400932 0.006036 0.054736 -0.0718788 0.978865
1609310_aVvi.6890 Transcr ibed locus, strongly similar to NP_178073.1 phosphoglycerate kinase, putative [Arabid 558.526 556.7518 407.7325 397.2269 16 9.125481 9.120891 8.671479 8.63382 0.0016213 24.80532 0.02492374 1077 1.3856254 up 9.123186 8.652649 0.003246 0.026629 0.470537 1.054381
1609311_at 287.8294 281.2101 288.6235 249.3204 16 8.16907 8.135505 8.173045 7.961857 0.5106919 0.793461 0.56100756 15112 1.0605671 up 8.152288 8.067452 0.023734 0.149333 0.084836 1.010516
1609312_aVvi.9775 Transcr ibed locus 153.8917 133.13 137.9415 144.4545 16 7.265772 7.056692 7.107912 7.174471 0.8718987 0.182667 0.8896357 16270 1.0139879 up 7.161232 7.141192 0.147842 0.047065 0.0200405 1.002806
1609313_aVvi.10801 Transcr ibed locus 256.5431 286.5864 339.2924 325.8949 16 8.003058 8.162827 8.406385 8.348263 0.0742199 3.463056 0.11193427 11007 1.2263596 down 8.082942 8.377324 0.112974 0.041099 -0.294382 0.96486
1609314_aVvi.10291 Transcr ibed locus 64.42851 63.33341 46.5674 39.36972 16 6.009628 5.984894 5.541248 5.299015 0.0417347 4.740417 0.07221251 9594 1.4918778 up 5.997261 5.420132 0.017489 0.171285 0.5771293 1.106479
1609315_aVvi.8411 Transcr ibed locus, weakly similar to NP_191431.1 zinc finger (C3HC4-type RING finger) fam 4.498953 4.533295 4.330394 4.354482 16 2.169589 2.18056 2.114498 2.122501 0.014099 8.332495 0.03810385 6142 1.0399938 up 2.175075 2.1185 0.007757 0.005659 0.0565748 1.026705
1609316_aVvi.501 Transcr ibed locus, moderately similar to NP_195697.3 expressed protein [Arabidopsis thalian 549.0551 528.7997 485.4323 453.4062 16 9.100807 9.046577 8.923126 8.82466 0.0708313 3.554772 0.10802332 10885 1.148538 up 9.073692 8.873894 0.038346 0.069626 0.199798 1.022515
1609317_aVvi.85 GO:000016Putative ethylene receptor (ETR1) 319.9224 309.5277 279.9735 295.3061 16 8.321578 8.273925 8.129147 8.206067 0.1025879 2.876591 0.14492548 11751 1.0944037 up 8.297751 8.167606 0.033696 0.054391 0.130145 1.015934
1609318_aVvi.7907 Transcr ibed locus, moderately similar to NP_177217.1 60S ribosomal protein L27A (RPL27aC 3764.814 3917.578 5231.985 5784.954 16 11.87836 11.93575 12.35314 12.49809 0.0218557 6.652839 0.04723609 7680 1.432525 down 11.90706 12.42562 0.040576 0.102492 -0.51856 0.958267
1609319_aVvi.2569 Transcr ibed locus, moderately similar to NP_566564.1 universal stress protein (USP) family  8327.404 8172.123 7506.552 7363.813 16 13.02365 12.9965 12.87394 12.84624 0.016313 7.733358 0.04056537 6675 1.1095597 up 13.01007 12.86009 0.019203 0.019585 0.149988 1.011663
1609320_x_at 5039.196 4296.746 10.55574 9.475215 9 12.29898 12.06903 3.399956 3.244159 2.46E-04 63.81048 0.0180123 220 465.277 up 12.184 3.322057 0.162599 0.110165 8.861946 3.667608
1609321_aVvi.2627 Transcr ibed locus, weakly similar to NP_177313.1 peroxidase 12 (PER12) (P12) (PRXR6) [A 16453.31 17230.58 6718.585 6259.951 16 14.00609 14.07268 12.71394 12.61194 0.0019525 22.5981 0.02540308 1274 2.596283 up 14.03939 12.66294 0.047088 0.07213 1.376448 1.108699
1609322_aVvi.4488 Transcr ibed locus, moderately similar to NP_566191.1 NADH-ubiquinone oxidoreductase-re 2213.037 2130.568 2092.674 2137.672 16 11.11181 11.05702 11.03113 11.06183 0.3504385 1.208218 0.40642545 14314 1.0266461 up 11.08442 11.04648 0.038742 0.021703 0.037939 1.003434
1609323_aVvi.12551 Transcr ibed locus, weakly similar to NP_918653.1 P0520B06.19 [Oryza sativa (japonica cultiv 96.16535 112.0976 187.0235 167.4255 16 6.587445 6.808611 7.547075 7.387376 0.0300349 5.639341 0.05741395 8684 1.7043215 down 6.698028 7.467226 0.156388 0.112925 -0.7691976 0.89699
1609324_at 642.4559 650.3647 393.7822 322.8113 13 9.327454 9.345105 8.621254 8.334547 0.026873 5.976533 0.0533503 8361 1.8129994 up 9.336279 8.477901 0.012482 0.202732 0.8583785 1.101249
1609325_aVvi.12360 Transcr ibed locus, moderately similar to NP_565656.1 aldo/keto reductase family protein [Ara 384.4314 357.8087 98.83874 86.08595 16 8.586582 8.483045 6.627005 6.427706 0.0031145 17.87676 0.02771931 1862 4.020731 up 8.534813 6.527355 0.073212 0.140926 2.007458 1.307545
1609326_aVvi.15109 Transcr ibed locus 4.873769 4.906943 4.721648 4.760963 16 2.285038 2.294825 2.239291 2.251254 0.0286636 5.778815 0.05554726 8566 1.0314394 up 2.289931 2.245272 0.00692 0.008459 0.0446591 1.01989
1609327_at 4.999082 5.038653 4.807263 4.848335 16 2.321663 2.333038 2.265216 2.277489 0.0216045 6.692685 0.04686775 7650 1.0395778 up 2.327351 2.271353 0.008043 0.008679 0.0559978 1.024654
1609328_aVvi.1763 Transcr ibed locus, weakly similar to NP_921988.1 hypothetical protein [Oryza sativa (japonica 112.3429 159.7645 171.1486 194.3299 16 6.811765 7.319803 7.419105 7.602364 0.241172 1.647719 0.29528704 13558 1.3612671 down 7.065785 7.510735 0.359237 0.129583 -0.4449501 0.940758
1609329_aVvi.4718 Transcr ibed locus 5.85411 5.961236 5.634415 5.700545 16 2.54945 2.575611 2.494266 2.5111 0.0613956 3.847552 0.09653337 10557 1.0423558 up 2.562531 2.502683 0.018499 0.011903 0.0598478 1.023913
1609330_aVvi.13050 GO:001674Glutathione S-transferase (GST1) 4978.124 4708.581 3256.61 3028.149 16 12.28139 12.20108 11.66916 11.56422 0.0110068 9.452795 0.03499837 5220 1.5417225 up 12.24123 11.61669 0.056787 0.0742 0.624543 1.053763
1609331_sVvi.4321 Transcr ibed locus 97.95978 78.51109 124.2945 111.4943 16 6.614118 6.294824 6.957618 6.800826 0.1395512 2.388165 0.18633017 12433 1.3423411 down 6.454471 6.879222 0.225775 0.110868 -0.4247514 0.938256
1609332_aVvi.12594 Transcr ibed locus 4.379824 4.375577 4.193524 4.209305 16 2.130873 2.129473 2.068163 2.073582 0.0022193 21.1919 0.02589414 1420 1.0419606 up 2.130173 2.070873 9.89E-04 0.003832 0.0593007 1.028636
1609333_aVvi.5210 Transcr ibed locus 5.894709 5.954819 5.547845 5.550067 16 2.559421 2.574058 2.471927 2.472505 0.0059505 12.90559 0.03010136 3280 1.0677123 up 2.566739 2.472216 0.01035 4.08E-04 0.0945229 1.038234
1609334_aVvi.13898 Transcr ibed locus, strongly similar to NP_176504.1 replication factor C 40 kDa, putative [Ara  174.6275 176.8629 266.6911 246.0349 16 7.448136 7.466487 8.059026 7.942719 0.0115285 9.232804 0.03544051 5399 1.4575658 down 7.457312 8.000873 0.012976 0.082241 -0.5435614 0.932062
1609335_aVvi.9228 GO:001597Putative oxygen evolving enhancer protein (PsbP2) 181.8674 166.6071 44.00214 35.32629 16 7.506743 7.380306 5.459502 5.14267 0.0062785 12.56088 0.03032741 3436 4.4150763 up 7.443524 5.301086 0.089405 0.224034 2.1424384 1.404151
1609336_sVvi.16 GO:000646Putative serine/threonine kinase GDBrPK (GDBrPK) 5492.424 5039.263 2924.345 2798.919 16 12.42323 12.299 11.5139 11.45065 0.0062315 12.60864 0.03025465 3415 1.8388919 up 12.36111 11.48228 0.087844 0.04472 0.878837 1.076539
1609337_aVvi.6976 Transcr ibed locus, strongly similar to NP_191429.1 60S ribosomal protein L11 (RPL11B) [Ar 10802.47 10348.58 13278.93 13601.46 16 13.39907 13.33715 13.69685 13.73148 0.0103463 9.754766 0.03434873 4999 1.2710793 down 13.36811 13.71416 0.04379 0.024483 -0.346054 0.974767
1609338_aVvi.2076 Transcr ibed locus, moderately similar to NP_194495.3 pelota (PEL1) [Arabidopsis thaliana] 590.7531 570.5936 494.2456 499.5906 16 9.206411 9.15632 8.949084 8.964602 0.0133653 8.562943 0.03725499 5955 1.1683905 up 9.181366 8.956843 0.03542 0.010973 0.224523 1.025067
1609339_aVvi.3015 Transcr ibed locus, moderately similar to NP_566709.1 hydroxyproline-rich glycoprotein family  4373.334 4436.698 3855.61 3973.522 16 12.09452 12.11527 11.91274 11.9562 0.0193866 7.077218 0.04436741 7253 1.1253873 up 12.1049 11.93447 0.014675 0.030731 0.170422 1.01428
1609340_aVvi.11393 Transcr ibed locus, weakly similar to NP_189092.1 expressed protein [Arabidopsis thaliana] 353.3786 364.7794 333.7133 330.1437 16 8.465071 8.51088 8.382465 8.36695 0.0426858 4.683794 0.07339156 9655 1.0816756 up 8.487976 8.374708 0.032392 0.010971 0.113268 1.013525
1609341_s_at 1232.002 1210.783 1161.277 1678.31 16 10.26679 10.24173 10.1815 10.71279 0.5436547 0.725295 0.5917752 15251 1.1430498 down 10.25426 10.44715 0.017723 0.375684 -0.192888 0.981537
1609342_aVvi.8494 Transcr ibed locus, weakly similar to NP_566183.1 zinc finger (CCCH-type) family protein [Ar 1151.609 1021.847 1141.53 1176.223 16 10.16944 9.996964 10.15675 10.19995 0.3965201 1.07032 0.45178962 14570 1.0681772 down 10.0832 10.17835 0.121956 0.030542 -0.0951505 0.990652
1609343_aVvi.9295 Transcr ibed locus, weakly similar to XP_464359.1 unknown protein [Oryza sativa (japonica cu 279.6959 275.1544 536.9371 506.4329 16 8.127715 8.104097 9.068609 8.984227 0.0023074 20.78203 0.02616672 1460 1.8797137 down 8.115906 9.026419 0.0167 0.059667 -0.910513 0.899128
1609344_aVvi.5260 Transcr ibed locus, moderately similar to XP_469392.1 unknown protein [Oryza sativa (japonic  84.45515 96.81018 157.0844 178.6625 16 6.400114 6.597086 7.295396 7.481093 0.0223736 6.572767 0.04784207 7763 1.8527197 down 6.4986 7.388245 0.139281 0.131308 -0.8896446 0.879586
1609345_sVvi.3190 GO:000610(clone pGME1) malate dehydrogenase 1920.846 1894.047 2012.78 1737.734 16 10.90753 10.88726 10.97497 10.76299 0.8146066 0.266811 0.8393805 16111 1.0198867 up 10.89739 10.86898 0.014333 0.149894 0.028409 1.002614
1609346_aVvi.4053 Transcr ibed locus 7.469628 7.544804 7.28447 7.257676 16 2.901036 2.915484 2.864824 2.859508 0.0267712 5.988354 0.0532473 8346 1.0324658 up 2.90826 2.862166 0.010216 0.003759 0.0460939 1.016105
1609347_aVvi.10017 Transcr ibed locus, weakly similar to NP_201446.2 phosphatidic acid phosphatase-related / PA 7.132811 7.375713 6.148115 6.185951 16 2.834471 2.882783 2.620144 2.628995 0.0108303 9.530803 0.03489026 5151 1.1761377 up 2.858627 2.62457 0.034162 0.006259 0.2340569 1.089179
1609348_aVvi.11679 Transcr ibed locus, moderately similar to XP_470956.1 OSJNBa0068L06.9 [Oryza sativa (japo 700.6652 664.1311 784.5267 894.805 16 9.452581 9.375324 9.615679 9.805429 0.1014529 2.895429 0.14355417 11732 1.2282475 down 9.413953 9.710554 0.054629 0.134174 -0.296601 0.969456
1609349_s_at 205.2992 206.6953 1036.815 1313.839 13 7.681584 7.691362 10.01794 10.35957 0.0046314 14.6431 0.02926091 2622 5.6658173 down 7.686473 10.18876 0.006914 0.241569 -2.502284 0.754407
1609350_aVvi.7361 Transcr ibed locus, moderately similar to NP_197725.1 expressed protein [Arabidopsis thalian 295.7747 286.2333 282.5368 229.4722 16 8.208355 8.161048 8.142295 7.842176 0.3327355 1.266955 0.38890985 14203 1.1427159 up 8.184702 7.992235 0.033451 0.212216 0.192467 1.024082
1609351_aVvi.5895 Transcr ibed locus, weakly similar to NP_197510.1 expressed protein [Arabidopsis thaliana] 759.4526 725.9076 659.3687 625.376 16 9.568816 9.503642 9.364942 9.28858 0.0529099 4.172965 0.0861778 10192 1.1562617 up 9.536229 9.326761 0.046085 0.053996 0.209468 1.022459
1609352_aVvi.15131 Transcr ibed locus 6.565227 5.420185 5.580659 5.618443 16 2.714845 2.438342 2.480436 2.49017 0.577142 0.659914 0.62194675 15405 1.0653226 up 2.576593 2.485303 0.195517 0.006883 0.0912904 1.036732
1609353_at 4.168716 4.191994 4.018748 4.067416 16 2.059603 2.067637 2.006746 2.024113 0.0372271 5.037027 0.06645635 9299 1.033967 up 2.06362 2.01543 0.005681 0.01228 0.0481901 1.023911
1609354_aVvi.4967 Transcr ibed locus, moderately similar to NP_196709.1 expressed protein [Arabidopsis thalian 402.7596 362.8984 555.4894 582.522 16 8.653775 8.503422 9.117616 9.186169 0.0201446 6.938743 0.04519432 7399 1.4879166 down 8.578598 9.151892 0.106316 0.048474 -0.573294 0.937358
1609355_aVvi.8873 Transcr ibed locus, weakly similar to NP_179744.1 dehydrin family protein [Arabidopsis thalian 5.800486 5.811284 5.512242 5.525615 16 2.536174 2.538857 2.462639 2.466135 9.07E-04 33.19085 0.02238427 669 1.0519954 up 2.537515 2.464387 0.001897 0.002472 0.0731284 1.029674
1609356_aVvi.15467 Transcr ibed locus 7.011082 5.780901 6.702004 7.425376 16 2.809637 2.531294 2.744593 2.892464 0.4466362 0.939533 0.50034106 14819 1.1080805 down 2.670466 2.818528 0.196818 0.104561 -0.1480627 0.947468
1609357_aVvi.7007 Transcr ibed locus, strongly similar to NP_916591.1 putative H+-transporting ATP synthase [ 1611.732 1476.902 1943.028 2019.935 16 10.6544 10.52836 10.92409 10.98009 0.0346588 5.230821 0.06328011 9092 1.284062 down 10.59138 10.95209 0.089122 0.039599 -0.360715 0.967064
1609358_aVvi.6162 Transcr ibed locus, weakly similar to XP_470876.1 putative leucine-rich repeat transmembrane 117.754 140.8053 164.7003 207.2846 16 6.879632 7.137557 7.363699 7.69547 0.1313563 2.479522 0.17735666 12295 1.43494 down 7.008595 7.529585 0.182381 0.234597 -0.5209905 0.930808
1609359_aVvi.2398 Transcr ibed locus, moderately similar to NP_173218.2 suppressor of forked protein family pro      7.361627 7.358071 6.978093 6.943116 16 2.880025 2.879328 2.802833 2.795583 0.0020417 22.0974 0.02553182 1325 1.0573609 up 2.879676 2.799208 4.93E-04 0.005126 0.0804678 1.028747
1609360_sVvi.651 Transcr ibed locus, moderately similar to NP_908816.1 putative protein disulfide isomerase [O 6501.515 7273.586 8468.433 7791.651 16 12.66656 12.82845 13.04788 12.92771 0.139973 2.383665 0.18681823 12438 1.1812307 down 12.74751 12.9878 0.114474 0.08497 -0.240291 0.981499
1609361_sVvi.7429 Transcr ibed locus, moderately similar to NP_187652.1 serine carboxypeptidase III, putative [A 11411.81 10915.43 5609.039 5483.203 16 13.47824 13.41408 12.45354 12.4208 0.0012715 28.01703 0.02354478 892 2.0125034 up 13.44616 12.43717 0.045367 0.023147 1.008991 1.081127
1609362_aVvi.14910 Transcr ibed locus 472.1762 445.5543 499.4942 453.5819 16 8.883182 8.799458 8.964324 8.825219 0.5779132 0.65845 0.62257576 15410 1.0377446 down 8.84132 8.894772 0.059202 0.098362 -0.053452 0.993991
1609363_aVvi.15572 Transcr ibed locus 3.387297 3.386303 3.288207 3.321497 16 1.760135 1.759711 1.717301 1.731834 0.03977 4.863612 0.06969737 9472 1.0248092 up 1.759923 1.724567 2.99E-04 0.010276 0.0353553 1.020501
1609364_aVvi.23 Transcr ibed locus, weakly similar to NP_565942.1 zinc finger (C3HC4-type RING finger) fam   620.0523 578.2011 524.8155 487.1769 16 9.276246 9.175427 9.035666 8.928302 0.0803571 3.311402 0.11902409 11207 1.1841506 up 9.225837 8.981984 0.07129 0.075918 0.243853 1.027149
1609365_aVvi.3463 Transcr ibed locus, moderately similar to XP_469859.1 putative methyltransferase [Oryza sativ 169.791 211.933 296.7541 267.9188 16 7.407616 7.727464 8.213124 8.065652 0.0831758 3.247217 0.12212659 11306 1.4864262 down 7.56754 8.139388 0.226166 0.104279 -0.571848 0.929743
1609366_at 4.669469 4.708956 4.501053 4.511094 16 2.223259 2.235407 2.170263 2.173477 0.0117464 9.145251 0.0356449 5470 1.0406343 up 2.229333 2.17187 0.00859 0.002273 0.0574632 1.026458
1609367_aVvi.3512 Transcr ibed locus, weakly similar to NP_568564.1 expressed protein [Arabidopsis thaliana] 511.3749 557.1907 745.069 672.3174 16 8.998238 9.122027 9.54123 9.392999 0.0519461 4.214744 0.0850418 10140 1.3259088 down 9.060133 9.467114 0.087533 0.104816 -0.406981 0.957011
1609368_sVvi.845 Transcr ibed locus, weakly similar to NP_564203.1 F-box family protein [Arabidopsis thaliana] 1249.989 1124.487 1174.675 1183.31 16 10.2877 10.13505 10.19805 10.20861 0.9258343 0.105176 0.9371807 16400 1.0055934 up 10.21138 10.20333 0.107938 0.007472 0.008047 1.000789
1609369_aVvi.2072 Transcr ibed locus, moderately similar to NP_187210.1 60S ribosomal protein L18 (RPL18B) [ 4734.407 4415.241 6209.395 6170.241 16 12.20897 12.10828 12.60024 12.59111 0.0131161 8.645547 0.0370392 5878 1.3538349 down 12.15862 12.59567 0.0712 0.006453 -0.4370515 0.965301
1609370_aVvi.7989 Transcr ibed locus, moderately similar to NP_850361.1 amino acid transporter family protein [A343.1937 310.6321 313.2265 285.8357 16 8.422879 8.279063 8.291062 8.159042 0.3260849 1.289995 0.38221282 14163 1.0912029 up 8.350971 8.225052 0.101693 0.093352 0.125919 1.015309
1609371_aVvi.9815 Transcr ibed locus 5.006937 5.062386 4.828147 4.851601 16 2.323928 2.339818 2.27147 2.278461 0.0224817 6.556401 0.04799317 7775 1.0402337 up 2.331873 2.274965 0.011236 0.004943 0.0569077 1.025015
1609372_aVvi.619 Transcr ibed locus, weakly similar to NP_910065.1 putative reductase [Oryza sativa (japonica 4302.351 4647.222 2454.938 1953.986 16 12.07091 12.18215 11.26147 10.9322 0.0273196 5.925429 0.05386055 8420 2.0415907 up 12.12653 11.09684 0.078661 0.232827 1.029694 1.092792
1609373_aVvi.13108 Transcr ibed locus, strongly similar to NP_051104.1 ribosomal protein S7 [Arabidopsis thalian 4832.455 5657.815 5089.078 4710.822 16 12.23854 12.46603 12.31319 12.20176 0.5321856 0.748551 0.58109784 15203 1.0679237 up 12.35228 12.25748 0.160859 0.07879 0.094808 1.007735
1609374_aVvi.15341 Transcr ibed locus 4.505886 4.532957 4.378912 4.372655 16 2.171811 2.180452 2.130573 2.12851 0.0089685 10.48826 0.03271188 4550 1.0328214 up 2.176132 2.129541 0.00611 0.001459 0.0465907 1.021878
1609375_s_at 6489.48 5758.457 6161.812 6414.803 16 12.66389 12.49147 12.58914 12.64719 0.6997984 0.445078 0.73527324 15800 1.0284605 down 12.57768 12.61816 0.12192 0.041048 -0.040486 0.996791
1609376_at 255.514 314.5318 2061.242 2148.576 16 7.997258 8.297062 11.0093 11.06917 0.002782 18.91955 0.0270467 1698 7.423362 down 8.14716 11.03923 0.211994 0.042332 -2.892072 0.738019
1609377_aVvi.449 Transcr ibed locus, strongly similar to NP_191429.1 60S ribosomal protein L11 (RPL11B) [Ar 7800.17 8571.4 10794.91 11103.42 16 12.92929 13.06532 13.39806 13.43872 0.0272612 5.932044 0.05379668 8411 1.3389362 down 12.9973 13.41839 0.096185 0.028747 -0.421087 0.968619
1609378_at 7.154493 7.218552 6.892011 6.661316 16 2.83885 2.851709 2.784925 2.735807 0.0789436 3.344821 0.11744968 11158 1.0606241 up 2.84528 2.760366 0.009093 0.034731 0.0849135 1.030762
1609379_aVvi.11615 Transcr ibed locus 15.17486 10.20845 7.307442 4.045322 16 3.923611 3.351692 2.869366 2.016254 0.1454713 2.326677 0.192762 12528 2.2891958 up 3.637651 2.442811 0.404408 0.603241 1.1948409 1.489125
1609380_x_at 62.25811 62.76401 75.13096 86.37985 16 5.960189 5.971866 6.231336 6.432623 0.0682156 3.630023 0.10482365 10803 1.2887322 down 5.966027 6.33198 0.008256 0.142331 -0.3659525 0.942206
1609381_aVvi.2938 Transcr ibed locus, weakly similar to XP_468355.1 F-box family protein-like [Oryza sativa (japo 751.0707 823.1943 78.38519 89.56832 16 9.552805 9.685089 6.292509 6.484917 0.0013037 27.66854 0.02357308 914 9.384203 up 9.618947 6.388713 0.093539 0.136053 3.230234 1.505616
1609382_aVvi.15636 Transcr ibed locus 4.18653 4.205513 4.051268 4.051153 16 2.065755 2.072282 2.018374 2.018333 0.0041235 15.52468 0.02877584 2378 1.0357425 up 2.069018 2.018353 0.004615 2.90E-05 0.0506654 1.025102
1609383_aVvi.6484 Transcr ibed locus 4.555903 4.543339 4.378407 4.396106 16 2.187737 2.183753 2.130406 2.136226 0.0044942 14.86646 0.02926091 2543 1.0370096 up 2.185745 2.133316 0.002817 0.004116 0.0524292 1.024576
1609384_aVvi.14944 Transcr ibed locus 3.083806 3.094029 2.990534 3.009885 16 1.624712 1.629487 1.580403 1.589709 0.0151215 8.039567 0.03905817 6426 1.029571 up 1.627099 1.585056 0.003376 0.00658 0.0420435 1.026525
1609385_aVvi.15456 Transcr ibed locus 89.36798 74.70195 55.6274 54.83285 16 6.481686 6.223074 5.797724 5.776969 0.0488761 4.355733 0.08105656 10009 1.4794219 up 6.35238 5.787346 0.182866 0.014676 0.5650336 1.097633
1609386_aVvi.273 Transcr ibed locus, weakly similar to XP_466661.1 putative iron-stress related protein [Oryza s 2626.059 2571.05 2636.622 2596.435 16 11.35868 11.32814 11.36448 11.34232 0.6495667 0.529142 0.6894768 15640 1.0069437 down 11.34341 11.3534 0.021596 0.015669 -0.009983 0.999121
1609387_aVvi.1456 Transcr ibed locus, moderately similar to NP_200311.1 potassi um channel tetramerisation dom527.7363 458.4635 447.0959 424.8557 16 9.043674 8.840663 8.804441 8.730829 0.2473783 1.616467 0.3017393 13610 1.1285989 up 8.942168 8.767635 0.14355 0.052051 0.174533 1.019907
1609388_at 4.701133 4.709754 4.563726 4.573928 16 2.233008 2.235652 2.190212 2.193434 0.0023939 20.40154 0.02621088 1515 1.0299019 up 2.23433 2.191823 0.001869 0.002278 0.042507 1.019393
1609389_at 4.703807 4.727641 4.507468 4.516179 10 2.233829 2.24112 2.172317 2.175103 0.003725 16.33891 0.02823139 2183 1.0451897 up 2.237475 2.17371 0.005156 0.00197 0.0637648 1.029335
1609390_aVvi.8400 Transcr ibed locus, strongly similar to NP_563789.1 sterol 4-alpha-methyl-oxidase 2 (SMO2) 642.8102 671.5051 988.4578 997.1595 16 9.328249 9.391254 9.949036 9.96168 0.0028976 18.53688 0.02722713 1765 1.511108 down 9.359752 9.955359 0.044552 0.008941 -0.5956065 0.940172
1609391_s_at 9.333789 23.98824 59.07172 63.46001 16 3.222463 4.584255 5.884395 5.987775 0.0967498 2.976803 0.13803422 11635 4.0917735 down 3.903359 5.936085 0.962933 0.073101 -2.032726 0.657565
1609392_sVvi.6899 Transcr ibed locus, strongly similar to NP_922522.1 putative ubiquitin-conjugating enzyme [O 5638.724 5352.194 3921.869 4195.977 16 12.46115 12.38592 11.93733 12.03479 0.0192337 7.106116 0.0441352 7234 1.3542331 up 12.42353 11.98606 0.053201 0.068919 0.437476 1.036499



1609393_aVvi.10893 Transcr ibed locus 7.580495 7.652155 7.246257 7.392403 16 2.922292 2.935866 2.857236 2.886043 0.0689868 3.607409 0.10578352 10826 1.0406171 up 2.929079 2.87164 0.009598 0.02037 0.0574393 1.020002
1609394_aVvi.2350 Transcr ibed locus, moderately similar to NP_195409.1 CBS domain-containing protein [Arab 1182.617 1148.649 841.3194 808.8028 16 10.20777 10.16572 9.71651 9.659644 0.0049905 14.10251 0.02943507 2805 1.4129082 up 10.18675 9.688077 0.029729 0.04021 0.498668 1.051472
1609395_aVvi.8146 Transcr ibed locus, weakly similar to NP_199566.1 cysteine protease inhibitor, putative / cystat   207.2434 202.9917 218.9118 217.2592 16 7.695182 7.665277 7.774205 7.763273 0.0308629 5.5596 0.05843158 8768 1.0632715 down 7.680229 7.768739 0.021146 0.00773 -0.08851 0.988607
1609396_aVvi.9583 Transcr ibed locus, moderately similar to NP_180777.1 expressed protein [Arabidopsis thalian 73.46592 63.37089 97.8821 72.89317 16 6.199003 5.985748 6.612973 6.187712 0.324748 1.294695 0.38078022 14158 1.2379618 down 6.092376 6.400343 0.150794 0.300705 -0.3079667 0.951883
1609397_aVvi.2038 Transcr ibed locus, moderately similar to XP_475368.1 'GTP cyclohydrolase II/3,4-dihydroxy-2 1175.139 1269.527 656.5755 680.1904 16 10.19862 10.31008 9.358817 9.409795 0.0049247 14.19718 0.02943507 2772 1.8277123 up 10.25435 9.384306 0.078815 0.036047 0.870039 1.092712
1609398_aVvi.8747 Transcr ibed locus, strongly similar to NP_912523.1 Putative beta tubulin [Oryza sativa (japon 1590.054 1690.15 4126.222 4407.414 16 10.63486 10.72294 12.01061 12.10572 0.002201 21.28022 0.02587843 1411 2.6013544 down 10.6789 12.05816 0.062279 0.067254 -1.379263 0.885616
1609399_aVvi.3359 Transcr ibed locus, weakly similar to NP_849605.1 transformer serine/arginine-rich ribonucle 1825.791 1782.074 1913.457 1892.071 16 10.83431 10.79934 10.90197 10.88575 0.0572567 3.997493 0.09148064 10390 1.0548471 down 10.81682 10.89386 0.024724 0.011466 -0.077034 0.992929
1609400_aVvi.15319 Transcr ibed locus 3.915626 3.947594 3.789644 3.799384 16 1.969243 1.980974 1.922062 1.925765 0.0141294 8.323343 0.03812385 6152 1.0361226 up 1.975108 1.923914 0.008295 0.002619 0.0511947 1.02661
1609401_aVvi.339 Transcr ibed locus, weakly similar to NP_175264.2 expressed protein [Arabidopsis thaliana] 10.17683 10.85854 75.64375 62.12988 16 3.347216 3.440759 6.241149 5.957215 0.0030391 18.09826 0.02766167 1823 6.52146 down 3.393987 6.099182 0.066145 0.200771 -2.7051948 0.556466
1609402_aVvi.8859 Transcr ibed locus, moderately similar to NP_566865.2 sucrose synthase, putative / sucrose-U 7951.3 7972.658 5375.085 4695.079 16 12.95698 12.96085 12.39207 12.19693 0.0209 6.808238 0.04594575 7551 1.5849165 up 12.95891 12.2945 0.002737 0.137984 0.664407 1.054041
1609403_at 205.8314 225.7988 178.862 170.7436 16 7.685319 7.818894 7.482703 7.415688 0.0558051 4.05387 0.08973135 10324 1.2336309 up 7.752107 7.449196 0.094451 0.047387 0.3029107 1.040664
1609404_aVvi.15703 Transcr ibed locus 5.472709 5.500836 5.208653 5.224561 16 2.452255 2.459651 2.38091 2.38531 0.0034712 16.92894 0.02799703 2057 1.0517874 up 2.455953 2.38311 0.00523 0.003111 0.0728431 1.030566
1609405_at 221.7783 226.7462 277.4009 298.4819 16 7.792974 7.824935 8.115829 8.221499 0.0227481 6.51656 0.04830648 7817 1.2831677 down 7.808954 8.168664 0.0226 0.074721 -0.3597098 0.955965
1609406_at 14.84148 12.3498 8.149532 13.65082 16 3.891563 3.626416 3.026717 3.770916 0.4581213 0.911804 0.51127523 14875 1.2835796 up 3.758989 3.398817 0.187488 0.526228 0.3601727 1.10597
1609407_aVvi.5729 Transcr ibed locus 37.05101 45.55142 29.62532 30.74601 16 5.211441 5.509424 4.888759 4.942328 0.0989014 2.938893 0.14053075 11683 1.3612099 up 5.360433 4.915543 0.210706 0.037879 0.4448896 1.090507
1609408_aVvi.14708 Transcr ibed locus 5.386347 5.343911 5.145541 5.160984 16 2.429307 2.417896 2.363323 2.367646 0.0108428 9.525234 0.03489617 5157 1.0411061 up 2.423602 2.365485 0.008069 0.003057 0.0581171 1.024569
1609409_aVvi.8639 Transcr ibed locus 10.3579 10.95157 9.496449 9.854437 16 3.37266 3.453065 3.247388 3.300774 0.1026312 2.875877 0.144962 11753 1.100975 up 3.412863 3.274081 0.056855 0.037749 0.1387817 1.042388
1609410_sVvi.12906 Transcr ibed locus, weakly similar to NP_850746.1 heterotrimeric G protein protein gamma su   1391.24 1424.143 1299.413 1331.772 16 10.44216 10.47588 10.34364 10.37913 0.0574908 3.988593 0.09178411 10398 1.0700139 up 10.45902 10.36139 0.023845 0.025093 0.09763 1.009422
1609411_aVvi.13768 Transcr ibed locus 3.907406 3.878686 3.816776 3.828658 16 1.966211 1.955568 1.932355 1.936839 0.0450046 4.553181 0.07637531 9781 1.0183921 up 1.96089 1.934597 0.007526 0.003171 0.0262931 1.013591
1609412_aVvi.15045 Transcr ibed locus 316.9204 330.5607 341.4249 316.0244 16 8.307977 8.368772 8.415424 8.303892 0.7694227 0.335116 0.79837215 15999 1.0148624 down 8.338374 8.359658 0.042988 0.078865 -0.021284 0.997454
1609413_aVvi.4972 Transcr ibed locus 5.140703 5.156117 5.001509 4.999757 16 2.361966 2.366285 2.322363 2.321858 0.0026678 19.32199 0.02679435 1652 1.0295506 up 2.364125 2.322111 0.003054 3.57E-04 0.0420146 1.018093
1609414_aVvi.2743 Transcr ibed locus, strongly similar to NP_567785.1 rhodanese-like domain-containing protei 27.41407 26.88961 25.44769 26.91345 16 4.776845 4.748977 4.669463 4.750256 0.3402758 1.241492 0.3965784 14244 1.0374573 up 4.762911 4.709859 0.019706 0.057129 0.053052 1.011264
1609415_aVvi.6702 Transcr ibed locus, moderately similar to NP_917065.1 P0431H09.18 [Oryza sativa (japonica 265.9531 262.6516 231.9297 253.7162 16 8.055028 8.037006 7.857544 7.987072 0.1990381 1.891936 0.2506014 13185 1.0895325 up 8.046017 7.922308 0.012743 0.09159 0.1237095 1.015615
1609416_aVvi.4171 Transcr ibed locus 17.78672 17.97689 16.102 16.42787 16 4.152728 4.168071 4.009168 4.038074 0.0140111 8.359157 0.03797861 6123 1.0994476 up 4.160399 4.023621 0.010849 0.02044 0.1367788 1.033994
1609417_aVvi.15192 Transcr ibed locus 4.02183 4.035362 3.886698 3.916615 16 2.007852 2.012698 1.958545 1.969607 0.0166587 7.65067 0.04102171 6741 1.0325408 up 2.010275 1.964076 0.003427 0.007822 0.046199 1.023522
1609418_s_at 8.622217 9.602707 9.804415 9.310703 16 3.108059 3.263441 3.293432 3.21889 0.4997101 0.817128 0.55087566 15059 1.0500156 down 3.18575 3.256161 0.109872 0.052709 -0.0704107 0.978376
1609419_at 4.423426 4.471307 4.309948 4.328572 16 2.145164 2.160697 2.107671 2.113891 0.0372102 5.038234 0.06644771 9296 1.0296468 up 2.15293 2.110781 0.010983 0.004399 0.0421496 1.019969
1609420_aVvi.15696 Transcr ibed locus 4.578925 4.600911 4.839429 4.533801 16 2.195009 2.20192 2.274837 2.180721 0.5977917 0.621276 0.6413272 15474 1.0205271 down 2.198464 2.227779 0.004887 0.06655 -0.0293146 0.986841
1609421_aVvi.6673 Transcr ibed locus, moderately similar to NP_567801.1 NADH dehydrogenase-related [Arabid 90.16466 96.35548 222.4084 171.6097 16 6.49449 6.590295 7.797067 7.422987 0.0311833 5.529586 0.05882213 8800 2.095994 down 6.542393 7.610027 0.067744 0.264515 -1.0676346 0.859707
1609422_aVvi.7229 Transcr ibed locus 1764.392 1977.176 1450.818 1634.9 16 10.78496 10.94923 10.50265 10.67499 0.1443964 2.337581 0.19162828 12509 1.2127404 up 10.86709 10.58882 0.116157 0.12186 0.2782705 1.02628
1609423_aVvi.15069 Transcr ibed locus 3.589218 3.592004 3.464252 3.479071 16 1.84367 1.844789 1.792544 1.798702 0.0041201 15.53104 0.02877584 2375 1.0342654 up 1.844229 1.795623 7.92E-04 0.004355 0.0486064 1.027069
1609424_aVvi.8763 Transcr ibed locus, moderately similar to NP_916323.1 putative casein kinase [Oryza sativa (ja 1722.778 1798.875 1995.173 1766.54 16 10.75052 10.81288 10.9623 10.78671 0.4241466 0.996119 0.47931945 14690 1.0664408 down 10.7817 10.8745 0.044094 0.124159 -0.092804 0.991466
1609425_aVvi.1436 Transcr ibed locus, weakly similar to NP_177261.1 heavy-metal-associated domain-containing     4.950281 4.952239 4.769204 4.791282 16 2.30751 2.308081 2.253748 2.260412 0.0043191 15.16681 0.02910788 2461 1.0357784 up 2.307796 2.25708 4.03E-04 0.004712 0.0507155 1.02247
1609426_at 275.8831 257.4397 447.0622 465.8174 16 8.107913 8.008091 8.804332 8.863621 0.00555 13.36714 0.02968837 3101 1.7123461 down 8.058002 8.833977 0.070585 0.041924 -0.775975 0.91216
1609427_aVvi.51 Transcr ibed locus, moderately similar to NP_179875.2 GCN5-related N-acetyltransferase (G 800.2877 808.575 738.3544 735.4055 16 9.644375 9.659238 9.52817 9.522396 0.003947 15.86999 0.02848929 2293 1.0916595 up 9.651806 9.525283 0.01051 0.004083 0.126523 1.013283
1609428_aVvi.10051 Transcr ibed locus, moderately similar to NP_178080.2 leucine-rich repeat transmembrane pr 1605.712 1742.127 2620.491 2294.241 16 10.649 10.76663 11.35562 11.1638 0.0391354 4.905334 0.06887794 9432 1.4660112 down 10.70782 11.25971 0.083182 0.135637 -0.551896 0.950985
1609429_aVvi.14900 Transcr ibed locus 6426.249 5337.814 1766.642 1710.491 16 12.64976 12.38203 10.78679 10.74019 0.0059584 12.89698 0.03011482 3283 3.3691912 up 12.5159 10.76349 0.189313 0.032951 1.7524025 1.16281
1609430_aVvi.15375 Transcr ibed locus 5.192221 5.232108 4.977214 4.977718 16 2.376352 2.387392 2.315338 2.315485 0.0068296 12.03842 0.03073394 3687 1.0471445 up 2.381872 2.315412 0.007807 1.03E-04 0.0664606 1.028704
1609431_aVvi.3423 Transcr ibed locus, moderately similar to NP_187283.1 ribosomal protein L33 family protein [A 4899.028 4756.677 4608.544 4972.891 16 12.25828 12.21574 12.1701 12.27987 0.857019 0.204305 0.87668854 16228 1.0083712 up 12.23701 12.22498 0.030082 0.077622 0.012027 1.000984
1609432_aVvi.907 Transcr ibed locus, moderately similar to NP_182033.1 sec61beta family protein [Arabidopsis 5664.91 5310.556 5475.133 5523.912 16 12.46784 12.37465 12.41868 12.43147 0.9424496 0.081525 0.9510423 16451 1.0026609 down 12.42124 12.42508 0.065895 0.009048 -0.003834 0.999691
1609433_sVvi.7917 Transcr ibed locus, moderately similar to NP_188286.1 translationally controlled tumor family 6981.45 6540.509 6555.958 6578.314 16 12.76931 12.67519 12.67859 12.6835 0.4741489 0.874308 0.5264727 14951 1.0289712 up 12.72225 12.68105 0.066556 0.003472 0.0412025 1.003249
1609434_aVvi.9160 Transcr ibed locus, moderately similar to NP_189791.1 vacuolar ATP synthase subunit H fami 1705.995 1587.888 1896.893 1967.407 16 10.7364 10.63289 10.88942 10.94208 0.0577141 3.980157 0.0920255 10411 1.1737335 down 10.68465 10.91575 0.073189 0.037234 -0.2311045 0.978828
1609435_aVvi.91 SCUTL1 8.757291 8.795545 9.518027 10.95935 16 3.130485 3.136773 3.250663 3.45409 0.1645845 2.149591 0.21385549 12776 1.163723 down 3.133629 3.352377 0.004446 0.143845 -0.2187477 0.934748
1609436_at 9.238556 10.24014 11.95115 13.31184 16 3.207667 3.356164 3.579078 3.734638 0.0733174 3.486884 0.11084736 10980 1.2967875 down 3.281916 3.656858 0.105003 0.109998 -0.374942 0.897469
1609437_aVvi.6187 Transcr ibed locus, weakly similar to NP_542394.1 hypothetical protein MGC16943 [Homo sap 1024.004 903.245 1348.862 1232.106 16 10.00001 9.818974 10.39753 10.26691 0.0631811 3.787324 0.09871379 10625 1.3404603 down 9.90949 10.33222 0.128009 0.09236 -0.422728 0.959086
1609438_at 5.730568 5.763072 5.408497 5.407685 16 2.518678 2.526838 2.435228 2.435011 0.0021618 21.47281 0.02580234 1384 1.0626293 up 2.522758 2.43512 0.00577 1.53E-04 0.0876384 1.035989
1609439_aVvi.15767 Transcr ibed locus 3.265383 3.272421 3.164419 3.18084 16 1.707252 1.710358 1.661941 1.669408 0.0086759 10.66601 0.03230533 4457 1.0303476 up 1.708805 1.665674 0.002196 0.00528 0.0431311 1.025894
1609440_at 4.360188 4.394371 4.138419 4.149258 16 2.12439 2.135656 2.04908 2.052853 0.0055992 13.30787 0.0297654 3122 1.0563273 up 2.130024 2.050967 0.007966 0.002668 0.079057 1.038546
1609441_aVvi.1389 Transcr ibed locus, moderately similar to NP_181996.1 casein kinase II beta chain, putative [A 444.664 447.341 527.8406 598.6658 16 8.796572 8.805231 9.043959 9.225607 0.0668181 3.671961 0.10311521 10757 1.2603997 down 8.800901 9.134783 0.006123 0.128445 -0.333882 0.963449
1609442_aVvi.9003 Transcr ibed locus, weakly similar to NP_563839.1 expressed protein [Arabidopsis thaliana] 586.9718 573.8219 390.516 380.3529 16 9.197147 9.164459 8.609238 8.571195 0.0017983 23.54925 0.02511424 1185 1.50586 up 9.180803 8.590216 0.023114 0.0269 0.590587 1.068751
1609443_aVvi.13475 Transcr ibed locus, moderately similar to NP_197190.1 VHS domain-containing protein / GAT 7.011191 7.037128 6.967305 7.158505 16 2.80966 2.814987 2.800601 2.839658 0.7303113 0.396073 0.76317924 15886 1.0054256 down 2.812323 2.820129 0.003767 0.027618 -0.0078064 0.997232
1609444_aVvi.138 GO:000557PR-1 protein 4.613646 4.625644 4.473033 4.48864 16 2.205907 2.209654 2.161254 2.166278 0.0050317 14.04429 0.02943507 2832 1.030979 up 2.207781 2.163766 0.002649 0.003553 0.0440148 1.020342
1609445_aVvi.7424 Transcr ibed locus, strongly similar to NP_194645.1 SNF7 family protein [Arabidopsis thalian 1577.029 1426.107 1365.199 1338.249 16 10.62299 10.47787 10.4149 10.38613 0.1799337 2.026582 0.23019646 12976 1.1095061 up 10.55043 10.40051 0.102621 0.020339 0.149917 1.014414
1609446_aVvi.2477 Transcr ibed locus, moderately similar to NP_564892.1 proteasome maturation factor UMP1 f 5737.752 5419.665 5807.165 5687.28 16 12.48627 12.40399 12.50362 12.47352 0.4258788 0.991646 0.48091686 14701 1.0305688 down 12.44513 12.48857 0.058184 0.02128 -0.043441 0.996522
1609447_aVvi.2298 Transcr ibed locus, weakly similar to NP_175424.1 expressed protein [Arabidopsis thaliana] 33.83493 30.55386 6.780926 4.725533 16 5.080442 4.933283 2.761482 2.240477 0.0114687 9.257235 0.03542402 5374 5.679967 up 5.006862 2.50098 0.104057 0.368406 2.5058823 2.00196
1609448_at 29.17232 30.78023 25.99891 27.08557 16 4.866528 4.943932 4.700379 4.759452 0.0692085 3.600974 0.10607453 10831 1.1292105 up 4.90523 4.729916 0.054733 0.041771 0.1753144 1.037065
1609449_at 7.92787 8.007711 7.468428 7.393131 11 2.986933 3.00139 2.900805 2.886185 0.0102682 9.792356 0.03423848 4978 1.0722687 up 2.994162 2.893495 0.010223 0.010337 0.1006666 1.034791
1609450_aVvi.9025 Transcr ibed locus 234.2225 232.3817 187.6671 190.3445 16 7.871736 7.860353 7.552032 7.572469 0.0014791 25.97253 0.02457278 997 1.2343862 up 7.866045 7.562251 0.008049 0.014451 0.3037939 1.040172
1609451_aVvi.2718 Transcr ibed locus, moderately similar to NP_196884.1 hydrolase, alpha/beta fold family protei 36.61776 43.54834 30.12531 29.39536 16 5.194472 5.444546 4.912904 4.877516 0.078317 3.359911 0.11676787 11133 1.3419197 up 5.319509 4.89521 0.176829 0.025023 0.4242983 1.086676
1609452_aVvi.7146 Transcr ibed locus, weakly similar to NP_189335.2 expressed protein [Arabidopsis thaliana] 118.5382 120.1759 137.5574 140.6019 16 6.889208 6.909003 7.103889 7.135472 0.0070635 11.83535 0.03090239 3792 1.1651974 down 6.899106 7.11968 0.013997 0.022333 -0.2205744 0.969019
1609453_aVvi.5272 Transcr ibed locus 4.293121 4.357729 4.126168 4.113018 16 2.102027 2.123577 2.044803 2.040197 0.0236937 6.380543 0.04952554 7941 1.0499363 up 2.112802 2.0425 0.015238 0.003256 0.0703018 1.034419
1609454_aVvi.4921 Transcr ibed locus 3.566135 3.585702 3.450645 3.455588 16 1.834361 1.842256 1.786866 1.788931 0.0064868 12.35557 0.0304738 3533 1.0355588 up 1.838308 1.787899 0.005582 0.00146 0.0504095 1.028195
1609455_sVvi.1051 Transcr ibed locus, weakly similar to NP_194477.2 zinc finger (C3HC4-type RING finger) fam   405.2634 418.4194 811.9768 792.3575 16 8.662716 8.708806 9.665295 9.630008 9.09E-04 33.14172 0.02238427 672 1.9478616 down 8.685761 9.647652 0.032591 0.024952 -0.9618915 0.900298
1609456_aVvi.8254 Transcr ibed locus 7.398176 7.436543 7.195613 7.254837 16 2.887169 2.894632 2.847118 2.858943 0.0324363 5.416451 0.06049278 8901 1.0265971 up 2.890901 2.85303 0.005277 0.008362 0.0378702 1.013274
1609457_aVvi.6703 Transcr ibed locus, moderately similar to NP_565087.1 expressed protein [Arabidopsis thalian 2590.298 2528.825 3000.633 3324.479 16 11.3389 11.30425 11.55105 11.69891 0.0573044 3.995673 0.09153932 10392 1.2340525 down 11.32158 11.62498 0.024502 0.104553 -0.303404 0.973901
1609458_aVvi.11865 Transcr ibed locus, strongly similar to NP_176553.1 GMP synthase [glutamine-hydrolyzing], p 233.809 322.1777 755.6473 760.7404 16 7.869186 8.331713 9.561569 9.57126 0.0240047 6.337557 0.04995933 7976 2.7624824 down 8.10045 9.566415 0.327055 0.006853 -1.465965 0.846759
1609459_aVvi.10675 Transcr ibed locus, moderately similar to XP_482527.1 unknown protein [Oryza sativa (japonic 2424.325 2309.787 2811.731 2793.74 16 11.24337 11.17354 11.45724 11.44798 0.0201778 6.93285 0.04521604 7407 1.1843996 down 11.20846 11.45261 0.049373 0.006549 -0.244156 0.978681
1609460_at 766.6373 692.1223 380.4396 446.2022 16 9.5824 9.434883 8.571524 8.801554 0.0265283 6.016836 0.05297583 8312 1.7679819 up 9.508642 8.686539 0.10431 0.162656 0.822103 1.094641
1609461_aVvi.15293 Transcr ibed locus 4.186887 4.202203 4.044247 4.089031 16 2.065878 2.071146 2.015871 2.031759 0.0333181 5.340621 0.06157702 8982 1.0314664 up 2.068512 2.023815 0.003725 0.011234 0.0446968 1.022085
1609462_aVvi.11391 Transcr ibed locus, moderately similar to NP_564991.1 anthranilate phosphoribosyltransferas 115.9832 119.5636 110.0008 110.489 16 6.857771 6.901635 6.78137 6.787758 0.0502165 4.292625 0.08277354 10071 1.068168 up 6.879703 6.784564 0.031016 0.004517 0.0951386 1.014023
1609463_aVvi.1968 Transcr ibed locus 1246.333 1210.362 1478.437 1469.132 16 10.28347 10.24122 10.52986 10.52075 0.0066866 12.16778 0.03067327 3614 1.1999338 down 10.26235 10.5253 0.029876 0.006441 -0.262955 0.975017
1609464_sVvi.6700 Transcr ibed locus, strongly similar to NP_566563.1 ubiquitin-conjugating enzyme, putative [A 3252.028 3345.075 2050.764 2150.252 16 11.66712 11.70782 11.00195 11.07029 0.0037076 16.37723 0.02823081 2177 1.5706434 up 11.68747 11.03612 0.028778 0.048327 0.651355 1.05902
1609465_aVvi.7056 Transcr ibed locus 1414.55 1414.838 1517.047 1362.616 16 10.46613 10.46642 10.56705 10.41216 0.7916398 0.301278 0.8187132 16052 1.0163044 down 10.46627 10.48961 2.08E-04 0.109522 -0.023333 0.997776
1609466_aVvi.8974 Transcr ibed locus, moderately similar to NP_201330.1 Ras-related GTP-binding family prote 611.2857 582.3168 1329.666 1359.019 16 9.255703 9.18566 10.37685 10.40835 0.001072 30.51845 0.02259248 785 2.2531087 down 9.220682 10.3926 0.049528 0.022275 -1.171917 0.887235
1609467_aVvi.15343 Transcr ibed locus 4.352251 4.398081 4.150977 4.147027 16 2.121762 2.136874 2.053451 2.052077 0.0096807 10.08966 0.03355114 4788 1.0544962 up 2.129318 2.052764 0.010686 9.71E-04 0.0765538 1.037293
1609468_aVvi.15773 Transcr ibed locus 5.945355 6.096309 5.545296 5.600481 16 2.571763 2.607936 2.471264 2.485551 0.0291248 5.73083 0.05617212 8607 1.0803076 up 2.58985 2.478407 0.025578 0.010102 0.1114421 1.044965
1609469_aVvi.2992 Transcr ibed locus, weakly similar to NP_917625.1 P0410E03.16 [Oryza sativa (japonica cultiv 208.004 184.6158 87.63817 84.42049 16 7.700468 7.528382 6.453487 6.399521 0.0057129 13.17359 0.02988071 3173 2.2782414 up 7.614425 6.426504 0.121683 0.03816 1.1879207 1.184847
1609470_at 41.17679 34.73198 38.42788 59.0619 16 5.36376 5.118193 5.264082 5.884156 0.4230219 0.999033 0.47834152 14681 1.2597542 down 5.240976 5.574119 0.173642 0.438459 -0.3331423 0.940234
1609471_sVvi.6608 Transcr ibed locus, moderately similar to NP_564202.1 DNA-binding protein-related [Arabido 5002.267 5033.264 5033.157 5233.597 16 12.28837 12.29728 12.29725 12.35359 0.3714491 1.142892 0.42712268 14437 1.0228508 down 12.29282 12.32542 0.006302 0.039838 -0.0325955 0.997355
1609472_aVvi.6936 Transcr ibed locus, moderately similar to NP_187029.2 ankyrin repeat family protein / regulato 162.3997 157.2668 108.3026 98.95304 16 7.343405 7.297071 6.758924 6.628672 0.0119578 9.062603 0.03583663 5538 1.5437505 up 7.320238 6.693798 0.032763 0.092102 0.6264396 1.093585
1609473_aVvi.4659 Transcr ibed locus 5.772804 5.801271 6.184744 5.575644 16 2.529272 2.536369 2.628714 2.479138 0.8045211 0.281887 0.8303798 16084 1.0147367 down 2.532821 2.553926 0.005018 0.105766 -0.0211053 0.991736
1609474_at 33.33585 32.1478 27.90205 28.70073 16 5.059002 5.006648 4.802299 4.843016 0.024004 6.337649 0.04995933 7975 1.1568228 up 5.032826 4.822658 0.03702 0.028791 0.2101679 1.043579
1609475_aVvi.9551 Transcr ibed locus, moderately similar to NP_194713.1 threonine synthase, chloroplast [Arabi  1897.639 1953.504 3380.888 3425.812 16 10.88999 10.93185 11.72319 11.74223 7.82E-04 35.73966 0.02212453 580 1.7675974 down 10.91092 11.73271 0.029599 0.013467 -0.82179 0.929957
1609476_aVvi.12477 Transcr ibed locus 4.188664 4.233523 4.10388 4.11955 16 2.06649 2.081859 2.036989 2.042487 0.051837 4.219545 0.08490144 10135 1.0241568 up 2.074174 2.039738 0.010867 0.003888 0.0344367 1.016883
1609477_aVvi.13725 Transcr ibed locus 2.81582 2.831057 2.742338 2.755024 16 1.493555 1.501341 1.455406 1.462065 0.0170611 7.557592 0.04146512 6830 1.0271966 up 1.497448 1.458736 0.005505 0.004708 0.0387123 1.026538
1609478_sVvi.10359 GO:000697Class III peroxidase GvPx2b 6.8578 6.882239 6.906934 6.637981 16 2.777746 2.782878 2.788045 2.730745 0.5427266 0.72716 0.59092 15247 1.014604 up 2.780312 2.759395 0.003629 0.040518 0.0209167 1.00758
1609479_s_at 4605.721 4715.994 4544.309 4702.636 16 12.16921 12.20335 12.14985 12.19925 0.7337477 0.390638 0.7662397 15897 1.0081639 up 12.18628 12.17455 0.024138 0.034937 0.01173 1.000963
1609480_at 1170.029 1299.245 1231.721 1219.047 16 10.19233 10.34346 10.26646 10.25154 0.9174545 0.117137 0.930116 16375 1.0061839 up 10.26789 10.259 0.106865 0.010551 0.008894 1.000867
1609481_aVvi.6641 Transcr ibed locus, moderately similar to NP_190926.1 diaminopimelate epimerase family pro 792.3832 786.0747 877.9135 798.8627 16 9.630054 9.618523 9.777935 9.641804 0.3368902 1.252841 0.39313594 14225 1.0611149 down 9.624289 9.709869 0.008154 0.096259 -0.08558 0.991186
1609482_aVvi.14908 Transcr ibed locus 37.47978 36.3485 36.41549 36.81403 16 5.228041 5.183824 5.186481 5.202184 0.6699643 0.494445 0.70795923 15710 1.0080732 up 5.205933 5.194332 0.031266 0.011104 0.0116006 1.002233
1609483_aVvi.11224 Transcr ibed locus 373.2511 383.8001 718.591 709.4815 16 8.544003 8.584211 9.489027 9.470621 5.83E-04 41.41517 0.02048896 471 1.8865066 down 8.564107 9.479824 0.028432 0.013015 -0.915717 0.903404
1609484_aVvi.11495 Transcr ibed locus, weakly similar to XP_467243.1 putative basic-helix-loop-helix transcr iption 118.9478 145.2104 263.5004 226.496 16 6.894185 7.182001 8.041661 7.823342 0.0384467 4.95175 0.06799748 9386 1.8588479 down 7.038093 7.932502 0.203517 0.154375 -0.894409 0.887248
1609485_aVvi.3955 Transcr ibed locus, weakly similar to XP_507019.1 PREDICTED OSJNBa0054K20.36 gene p     6.548742 6.448789 5.948709 5.945716 16 2.711218 2.689028 2.572577 2.571851 0.0074478 11.52261 0.03121627 3960 1.0927092 up 2.700123 2.572214 0.01569 5.13E-04 0.1279094 1.049727
1609486_aVvi.9212 Transcr ibed locus, moderately similar to NP_190735.1 SEC14 cytosolic factor family protein / 9.065657 15.90482 35.74295 35.83806 16 3.180412 3.991392 5.159587 5.163421 0.0603044 3.885626 0.09520474 10515 2.980598 down 3.585902 5.161504 0.57345 0.002711 -1.575602 0.69474
1609487_at 909.4285 1084.018 992.5678 1111.525 16 9.828816 10.08217 9.955022 10.11832 0.6440738 0.538628 0.68443406 15622 1.0578812 down 9.955495 10.03667 0.17915 0.115472 -0.081178 0.991912
1609488_aVvi.6245 Transcr ibed locus 7.905247 7.875759 7.351897 7.31627 16 2.98281 2.977419 2.878117 2.871108 0.0017514 23.86394 0.02497189 1160 1.075869 up 2.980115 2.874612 0.003812 0.004956 0.1055024 1.036701
1609489_aVvi.4724 Transcr ibed locus 4.734525 4.757771 4.601206 4.613254 16 2.24322 2.250286 2.202012 2.205785 0.0086213 10.70019 0.03221488 4442 1.0301499 up 2.246753 2.203898 0.004996 0.002668 0.0428543 1.019445
1609490_s_at 367.4306 389.6341 375.7251 436.0186 16 8.521328 8.605976 8.553534 8.768246 0.4881414 0.842629 0.5397711 15013 1.0697232 down 8.563652 8.66089 0.059855 0.151824 -0.097238 0.988773
1609491_aVvi.227 Transcr ibed locus, weakly similar to NP_193509.1 C-terminal processi ng protease, putative [A104.9127 92.80116 6.409408 6.576546 16 6.713046 6.536071 2.680191 2.71733 5.30E-04 43.41973 0.01981791 443 15.197877 up 6.624558 2.698761 0.12514 0.026261 3.9257979 2.454667
1609492_aVvi.9327 Transcr ibed locus, weakly similar to NP_177302.1 pentatricopeptide (PPR) repeat-containing 13.8603 20.59585 20.37087 23.6722 16 3.792887 4.364282 4.348435 4.565122 0.3414021 1.237746 0.3976398 14253 1.2997141 down 4.078584 4.456779 0.404037 0.15322 -0.3781945 0.915142
1609493_aVvi.15377 Transcr ibed locus 7.859935 7.998029 7.593207 7.585462 16 2.974517 2.999645 2.924709 2.923237 0.0375446 5.014435 0.06684312 9324 1.044714 up 2.987081 2.923973 0.017768 0.001041 0.063108 1.021583
1609494_aVvi.8255 Transcr ibed locus, weakly similar to NP_568218.1 transcr iption elongation factor-related [Ara 157.1658 155.4788 172.8909 189.4129 16 7.296143 7.280574 7.433718 7.56539 0.0860118 3.185715 0.12556873 11371 1.157647 down 7.288359 7.499554 0.011009 0.093106 -0.2111953 0.971839
1609495_aVvi.15197 Transcr ibed locus 5.917687 5.96103 5.634055 5.622747 16 2.565033 2.575562 2.494174 2.491275 0.0049174 14.20782 0.02943507 2769 1.0552413 up 2.570298 2.492724 0.007444 0.00205 0.0775731 1.03112
1609496_aVvi.13505 Transcr ibed locus, weakly similar to NP_194770.1 expressed protein [Arabidopsis thaliana] 4.610638 4.533132 64.87295 35.36324 16 2.204966 2.180508 6.019545 5.144178 0.0162845 7.740308 0.04051469 6672 10.476787 down 2.192737 5.581862 0.017295 0.618977 -3.3891245 0.392833
1609497_aVvi.325 Transcr ibed locus, weakly similar to NP_172134.1 31.2 kDa small heat shock family protein / h 423.7703 402.2251 969.6101 1004.883 16 8.727139 8.651859 9.921261 9.972812 0.0013134 27.56595 0.02357308 924 2.3908737 down 8.689499 9.947037 0.05323 0.036452 -1.257538 0.873577
1609498_s_at 2437.938 2270.806 2562.028 2590.534 16 11.25145 11.14899 11.32307 11.33903 0.1276491 2.523503 0.17332377 12226 1.0949277 down 11.20022 11.33105 0.072448 0.011288 -0.130836 0.988453
1609499_aVvi.12501 Transcr ibed locus, weakly similar to XP_331213.1 hypothetical protein [Neurospora crassa] 6.06353 6.151401 5.811239 5.809917 16 2.600158 2.620915 2.538846 2.538518 0.020236 6.922579 0.04527727 7419 1.0510674 up 2.610537 2.538682 0.014677 2.32E-04 0.0718551 1.028304
1609500_aVvi.1577 Transcr ibed locus, strongly similar to NP_917347.1 putative YLP [Oryza sativa (japonica culti 2323.463 2204.983 2406.019 2234.968 16 11.18206 11.10655 11.23243 11.12604 0.6459107 0.535449 0.6860787 15629 1.0245066 down 11.14431 11.17924 0.053393 0.075232 -0.034929 0.996876
1609501_aVvi.13896 Transcr ibed locus 564.5128 552.7123 559.1669 590.0287 16 9.140862 9.110385 9.127135 9.204641 0.4355889 0.966934 0.49021468 14751 1.0283021 down 9.125624 9.165888 0.021551 0.054805 -0.040264 0.995607
1609502_aVvi.6106 Transcr ibed locus, moderately similar to XP_475802.1 putative chaperonin CPN60-2, mitocho 3338.556 3327.023 5373.067 5536.166 16 11.70501 11.70002 12.39153 12.43467 9.33E-04 32.72387 0.02246529 688 1.6364726 down 11.70251 12.4131 0.003531 0.030506 -0.710589 0.942755
1609503_aVvi.11032 Transcr ibed locus, weakly similar to NP_196758.1 expressed protein [Arabidopsis thaliana] 5087.934 5340.546 3320.664 3069.141 16 12.31286 12.38277 11.69726 11.58362 0.0087763 10.60404 0.03245799 4488 1.6328375 up 12.34782 11.64044 0.049432 0.080353 0.707381 1.060769
1609504_aVvi.386 Transcr ibed locus, moderately similar to NP_194941.1 expressed protein [Arabidopsis thalian 204.4049 241.6106 307.7816 265.7065 16 7.675286 7.91654 8.265763 8.05369 0.1517392 2.265238 0.1999345 12599 1.2868236 down 7.795913 8.159727 0.170593 0.149958 -0.3638143 0.955413
1609505_aVvi.4756 Transcr ibed locus, weakly similar to XP_474323.1 OSJNBa0018M05.10 [Oryza sativa (japoni  9.340819 9.795043 12.04018 12.49594 16 3.223549 3.292052 3.589785 3.643388 0.0143775 8.249656 0.0383569 6222 1.2823465 down 3.2578 3.616586 0.048439 0.037903 -0.3587861 0.900794
1609506_aVvi.13 GO:000597Putative cellulase CEL2 4.803706 5.235421 211.3825 238.9109 16 2.264148 2.388305 7.723712 7.900329 3.87E-04 50.82013 0.01871624 337 44.81139 down 2.326227 7.81202 0.087793 0.124887 -5.4857936 0.297775
1609507_s_at 92.78766 101.0735 183.9726 131.4273 16 6.535861 6.65926 7.523346 7.038121 0.1121337 2.729034 0.15595576 11936 1.6056675 down 6.597561 7.280734 0.087256 0.343106 -0.683173 0.906167
1609508_aVvi.6110 Transcr ibed locus, moderately similar to NP_566745.1 ABC1 family protein [Arabidopsis thali 511.3364 521.3333 103.9076 78.06525 16 8.998129 9.026062 6.699158 6.286608 0.0066679 12.185 0.03065775 3609 5.732692 up 9.012095 6.492883 0.019752 0.291717 2.5192123 1.387996
1609509_at 4.364013 4.379344 4.185494 4.20036 16 2.125655 2.130715 2.065398 2.070513 0.0035482 16.74307 0.02809704 2094 1.0426316 up 2.128185 2.067956 0.003577 0.003617 0.0602295 1.029125
1609510_aVvi.11888 Transcr ibed locus, moderately similar to NP_187074.1 O-linked N-acetyl glucosamine transfe   193.0197 191.1655 81.53985 66.42159 16 7.592604 7.578678 6.349434 6.05358 0.0112543 9.346536 0.03517874 5310 2.610152 up 7.585641 6.201507 0.009847 0.2092 1.384134 1.223193
1609511_aVvi.6601 Transcr ibed locus 7.601151 7.698183 7.417023 7.256005 16 2.926218 2.944518 2.89084 2.859175 0.0808117 3.300834 0.11955402 11221 1.0427257 up 2.935368 2.875008 0.01294 0.02239 0.0603597 1.020995
1609512_at 5.258894 5.290364 5.053605 5.11569 16 2.394759 2.403367 2.337313 2.354929 0.0326183 5.400546 0.06073002 8916 1.0373784 up 2.399063 2.346121 0.006087 0.012456 0.0529422 1.022566
1609513_aVvi.7364 Transcr ibed locus, weakly similar to NP_196259.2 DNAJ heat shock N-terminal domain-conta 85.41427 84.66323 74.70914 78.38545 16 6.416405 6.403664 6.223213 6.292513 0.0496447 4.319243 0.08200429 10049 1.1112409 up 6.410035 6.257863 0.009009 0.049003 0.1521717 1.024317
1609514_aVvi.13472 Transcr ibed locus, weakly similar to NP_191801.1 bZIP transcr iption factor family protein [Ara 6.806553 6.713957 7.438808 6.647678 16 2.766924 2.747163 2.895072 2.732851 0.5581387 0.696575 0.60456836 15326 1.0402405 down 2.757044 2.813961 0.013973 0.114708 -0.0569172 0.979773
1609515_aVvi.6568 Transcr ibed locus 3.189153 3.204802 3.098046 3.114932 16 1.673173 1.680235 1.631359 1.639201 0.0158405 7.850677 0.03990664 6589 1.0291295 up 1.676704 1.63528 0.004993 0.005545 0.0414245 1.025332
1609516_aVvi.7225 Transcr ibed locus, moderately similar to NP_051099.1 ribosomal protein L2 [Arabidopsis thal 3703.708 3755.584 3615.462 3109.966 16 11.85475 11.87482 11.81996 11.60268 0.2948043 1.4066 0.35041294 13966 1.1122371 up 11.86479 11.71132 0.01419 0.153641 0.153464 1.013104
1609517_aVvi.2039 Transcr ibed locus, weakly similar to NP_563628.1 expressed protein [Arabidopsis thaliana] 333.7676 316.3829 247.0198 245.5728 16 8.3827 8.305528 7.948483 7.940007 0.0092928 10.30107 0.03314991 4653 1.3193885 up 8.344114 7.944245 0.054569 0.005994 0.399869 1.050334
1609518_aVvi.3243 Transcr ibed locus, strongly similar to XP_464900.1 ubiquitin-conjugating enzyme OsUBC5b 704.0559 678.1786 871.6169 1092.906 16 9.459546 9.405521 9.76755 10.09395 0.0948222 3.0118 0.13578041 11593 1.4124683 down 9.432533 9.930752 0.038201 0.230802 -0.498219 0.949831
1609519_aVvi.11802 Transcr ibed locus, weakly similar to NP_186831.2 adenylate kinase family protein [Arabidopsi 586.6801 591.4204 591.6308 593.8269 16 9.19643 9.20804 9.208553 9.213899 0.2947424 1.406846 0.35037333 13965 1.0062511 down 9.202235 9.211226 0.00821 0.00378 -0.0089905 0.999024
1609520_aVvi.5254 Transcr ibed locus, moderately similar to NP_201447.1 (1-4)-beta-mannan endohydrolase, put  68.97605 72.80221 699.4009 657.5245 16 6.108024 6.185911 9.449976 9.360901 3.29E-04 55.07671 0.01827131 290 9.569685 down 6.146967 9.405438 0.055074 0.062986 -3.258471 0.653555
1609521_aVvi.15629 Transcr ibed locus 3.242383 3.251518 3.149797 3.157927 16 1.697054 1.701114 1.655259 1.658978 0.0042744 15.2463 0.02900377 2443 1.0295155 up 1.699084 1.657118 0.00287 0.002629 0.0419655 1.025324
1609522_aVvi.9959 Transcr ibed locus, moderately similar to NP_680446.1 protein kinase family protein [Arabidop 73.82849 59.31586 133.7963 123.6142 16 6.206106 5.890346 7.063894 6.9497 0.0293322 5.709609 0.05642857 8628 1.9433833 down 6.048226 7.006797 0.223276 0.080747 -0.9585706 0.863194
1609523_aVvi.10274 Transcr ibed locus, moderately similar to NP_201210.1 glutamate-tRNA ligase family protein 118.6108 111.8636 113.5037 113.3401 16 6.890092 6.805596 6.826596 6.824515 0.6505746 0.527408 0.690326 15645 1.0155691 up 6.847844 6.825556 0.059747 0.001472 0.022288 1.003265
1609524_aVvi.4434 Transcr ibed locus 5.423491 5.389835 5.117384 5.114817 16 2.439222 2.430241 2.355406 2.354683 0.0031806 17.68929 0.02774722 1901 1.0567888 up 2.434732 2.355044 0.00635 5.12E-04 0.0796871 1.033837
1609525_aVvi.4226 Transcr ibed locus, weakly similar to NP_187774.1 expressed protein [Arabidopsis thaliana] 368.0989 408.3864 406.6876 413.8173 16 8.52395 8.673791 8.667777 8.69285 0.3958629 1.072155 0.45113367 14567 1.0580757 down 8.59887 8.680313 0.105954 0.017729 -0.081443 0.990618
1609526_aVvi.9702 Transcr ibed locus, weakly similar to NP_921969.1 putative oxidase [Oryza sativa (japonica cu 4.411283 4.405549 4.219145 4.232163 16 2.141198 2.139322 2.076951 2.081395 0.0015557 25.32406 0.02480849 1040 1.0432516 up 2.14026 2.079173 0.001327 0.003143 0.0610872 1.029381
1609527_aVvi.5354 Transcr ibed locus, moderately similar to NP_566585.1 cyclic nucleotide-binding transporter 1 91.61745 110.636 115.7448 122.7363 16 6.51755 6.789678 6.854803 6.939418 0.2295996 1.708875 0.28325874 13456 1.1838588 down 6.653614 6.897111 0.192423 0.059832 -0.243497 0.964696
1609528_aVvi.3998 Transcr ibed locus 3.949622 3.977705 3.824272 3.835403 16 1.981715 1.991936 1.935185 1.939378 0.0122044 8.968884 0.03607854 5615 1.0349376 up 1.986826 1.937282 0.007228 0.002965 0.0495439 1.025574
1609529_aVvi.190 Transcr ibed locus 26.50777 27.31406 28.18604 29.20262 16 4.728344 4.771572 4.816909 4.868026 0.1097789 2.76374 0.15332292 11886 1.066223 down 4.749958 4.842467 0.030567 0.036145 -0.0925093 0.980896
1609530_at 46.07859 46.70525 63.26838 49.39257 16 5.526025 5.545513 5.983413 5.626222 0.2714288 1.504234 0.32687226 13785 1.205013 down 5.535769 5.804817 0.01378 0.252572 -0.2690485 0.953651
1609531_aVvi.8389 Transcr ibed locus, moderately similar to NP_568129.1 expressed protein [Arabidopsis thalian 5.601466 5.667339 5.399446 5.443859 16 2.485805 2.502672 2.432811 2.44463 0.0327252 5.391275 0.06083068 8928 1.0392318 up 2.494238 2.438721 0.011927 0.008357 0.0555175 1.022765
1609532_sVvi.7501 Transcr ibed locus 1234.093 1224.441 1360.938 1362.147 16 10.26924 10.25791 10.41039 10.41167 0.001491 25.86911 0.02460261 1005 1.1076133 down 10.26357 10.41103 0.00801 9.06E-04 -0.147454 0.985837
1609533_at 4.01885 4.036053 3.890889 3.913602 16 2.006783 2.012945 1.9601 1.968497 0.012813 8.749237 0.03674546 5785 1.0320876 up 2.009864 1.964299 0.004357 0.005938 0.0455654 1.023197
1609534_aVvi.14235 Transcr ibed locus 1141.007 1183.906 1545.088 1640.785 16 10.15609 10.20934 10.59347 10.68017 0.0123183 8.926556 0.03624828 5640 1.369934 down 10.18272 10.63682 0.037652 0.061304 -0.454107 0.957308
1609535_at 6.196991 6.231405 6.715432 5.986177 16 2.631568 2.639558 2.74748 2.581635 0.7602411 0.349257 0.790525 15965 1.020301 down 2.635563 2.664558 0.00565 0.11727 -0.0289948 0.989118
1609536_aVvi.5633 Transcr ibed locus, moderately similar to XP_468467.1 unknown protein [Oryza sativa (japonic 5787.842 5900.123 4684.675 4564.154 16 12.49881 12.52653 12.19373 12.15613 0.0047488 14.45964 0.02932456 2678 1.2637727 up 12.51267 12.17493 0.019601 0.026588 0.3377375 1.02774
1609537_aVvi.12517 Transcr ibed locus 6.391095 6.460431 6.091491 5.986114 16 2.676063 2.69163 2.606795 2.58162 0.0261935 6.056736 0.05255795 8273 1.064104 up 2.683847 2.594208 0.011008 0.017802 0.0896392 1.034554
1609538_aVvi.3115 Transcr ibed locus 136.5182 146.6899 147.5874 157.5449 16 7.092949 7.196626 7.205425 7.299619 0.2638417 1.538225 0.31901285 13729 1.0775349 down 7.144787 7.252522 0.073311 0.066606 -0.1077347 0.985145
1609539_aVvi.11484 Transcr ibed locus, weakly similar to NP_172762.2 sphere organelles protein-related [Arabido 31.43529 32.30443 38.25202 44.13139 16 4.974313 5.01366 5.257464 5.463733 0.0731356 3.491734 0.11064313 10973 1.2893214 down 4.993987 5.360599 0.027822 0.145854 -0.366612 0.93161
1609540_aVvi.7456 Transcr ibed locus, weakly similar to NP_564563.1 cell division protein ftsH homolog 1, chloro    3221.885 3052.172 374.2715 366.5861 16 11.65369 11.57562 8.547941 8.518008 1.84E-04 73.71595 0.0168302 180 8.465999 up 11.61466 8.532974 0.055202 0.021166 3.081681 1.36115
1609541_aVvi.13506 Transcr ibed locus, weakly similar to NP_178190.1 60S ribosomal protein L7 (RPL7A) [Arabid 7.921141 6.799548 10.73857 9.158118 16 2.985708 2.765439 3.424729 3.195051 0.1120967 2.729571 0.15593041 11934 1.3512707 down 2.875574 3.30989 0.155754 0.162407 -0.4343167 0.868782
1609542_at 3.519697 3.540247 3.404413 3.417708 16 1.815451 1.82385 1.767406 1.773029 0.0102908 9.781427 0.03425393 4985 1.0348581 up 1.819651 1.770218 0.005939 0.003976 0.049433 1.027925
1609543_aVvi.232 Transcr ibed locus, strongly similar to XP_472821.1 OSJNBa0089K21.1 [Oryza sativa (japoni 2020.103 2091.908 1740.937 1689.2 16 10.98021 11.0306 10.76565 10.72212 0.0158222 7.85535 0.03989057 6584 1.1987429 up 11.00541 10.74389 0.035631 0.030776 0.261522 1.024341
1609544_aVvi.7901 Transcr ibed locus, weakly similar to NP_565948.1 basic leucine zipper transcr iption factor (B 5.583869 5.588296 5.331596 5.327655 16 2.481265 2.482408 2.414568 2.413501 1.33E-04 86.72768 0.0168302 127 1.0481191 up 2.481837 2.414034 8.08E-04 7.54E-04 0.0678027 1.028087
1609545_at 5.562758 4.998967 4.778958 4.731284 16 2.4758 2.32163 2.256696 2.242232 0.1937051 1.927721 0.24496432 13127 1.1089935 up 2.398715 2.249464 0.109015 0.010228 0.149251 1.06635
1609546_sVvi.15943 Transcr ibed locus 502.9908 677.756 431.5785 438.7862 16 8.974388 9.404622 8.753479 8.777374 0.1878792 1.968352 0.238779 13062 1.3417147 up 9.189505 8.765427 0.304221 0.016897 0.424078 1.048381
1609547_at 5.547628 5.574593 5.26364 5.295477 16 2.471871 2.478866 2.396061 2.404761 0.0054992 13.42929 0.02965942 3071 1.0533304 up 2.475369 2.400411 0.004946 0.006152 0.074958 1.031227
1609548_aVvi.15262 Transcr ibed locus 4.559556 4.583187 4.40787 4.425711 16 2.188893 2.196351 2.140082 2.145909 0.008971 10.48676 0.03271188 4552 1.0349972 up 2.192622 2.142995 0.005273 0.004121 0.0496268 1.023158
1609549_aVvi.4706 Transcr ibed locus, moderately similar to NP_190425.1 acetolactate synthase, chloroplast / ac 2538.353 2467.245 2083.733 2116.621 16 11.30968 11.26869 11.02496 11.04755 0.0084527 10.80773 0.03206133 4376 1.1916245 up 11.28918 11.03625 0.028986 0.015975 0.25293 1.022918
1609550_s_at 8904.956 9067.704 9875.532 10068.75 16 13.12039 13.14652 13.26964 13.2976 0.0158475 7.848911 0.03990803 6591 1.1096953 down 13.13346 13.28362 0.018476 0.019766 -0.150164 0.988696
1609551_aVvi.3762 Transcr ibed locus, weakly similar to NP_190852.1 beta-galactosidase, putative / lactase, puta 4.444883 4.507777 4.280639 4.300868 16 2.152145 2.172416 2.097826 2.104628 0.0293196 5.710897 0.05642165 8626 1.0432274 up 2.162281 2.101227 0.014334 0.004809 0.0610538 1.029056
1609552_aVvi.8888 Transcr ibed locus, weakly similar to NP_174713.1 cytochrome P450 family protein [Arabidops 6.082813 6.117423 5.889245 5.91143 16 2.604739 2.612924 2.558083 2.563507 0.010286 9.783754 0.03425393 4983 1.033857 up 2.608831 2.560795 0.005788 0.003836 0.0480366 1.018758
1609553_aVvi.15345 Transcr ibed locus 5.008504 4.959249 4.715774 4.737101 16 2.32438 2.310122 2.237495 2.244004 0.0103323 9.761474 0.034328 4996 1.0544578 up 2.317251 2.240749 0.010082 0.004603 0.0765013 1.034141
1609554_aVvi.7044 Transcr ibed locus, moderately similar to NP_200780.1 18.1 kDa class I heat shock protein (H 51.57667 47.76249 7.413272 7.053194 16 5.688647 5.577806 2.890111 2.818277 5.64E-04 42.08022 0.02027658 461 6.8639197 up 5.633226 2.854194 0.078376 0.050794 2.7790327 1.973666
1609555_aVvi.15746 Transcr ibed locus 948.4376 1201.091 657.4572 599.2081 16 9.889409 10.23013 9.360753 9.226913 0.0526367 4.184696 0.08585908 10177 1.7004739 up 10.05977 9.293833 0.240926 0.094639 0.765937 1.082413
1609556_aVvi.7139 Transcr ibed locus, weakly similar to NP_200396.1 nitrate-responsive NOI protein, putative [Ar 3371.876 3320.471 3020.356 2964.767 16 11.71934 11.69717 11.5605 11.5337 0.0114441 9.267389 0.03541189 5363 1.1181788 up 11.70825 11.5471 0.015673 0.018951 0.161151 1.013956
1609557_aVvi.11968 Transcr ibed locus, moderately similar to XP_472983.1 OSJNBa0084K20.10 [Oryza sativa (jap 475.5822 493.2941 779.2352 856.2549 16 8.893551 8.946304 9.605915 9.741897 0.0092263 10.33868 0.03305301 4633 1.6864374 down 8.919928 9.673906 0.037302 0.096153 -0.753978 0.922061
1609558_at 3.809946 3.815765 3.683224 3.698524 16 1.929771 1.931972 1.880969 1.88695 0.0045819 14.72254 0.02926091 2590 1.0330514 up 1.930872 1.88396 0.001557 0.004229 0.046912 1.024901
1609559_aVvi.10231 Transcr ibed locus, weakly similar to NP_197901.1 ethylene-responsive element-binding prote 254.3717 284.4419 1022.436 898.9569 16 7.990794 8.15199 9.997794 9.812108 0.0044661 14.91347 0.02926091 2531 3.5641525 down 8.071392 9.904951 0.113983 0.1313 -1.833559 0.814885
1609560_aVvi.666 Transcr ibed locus, weakly similar to NP_198552.1 expressed protein [Arabidopsis thaliana] 10.546 9.40973 13.28472 9.818577 16 3.398623 3.234153 3.731695 3.295514 0.4865727 0.846134 0.5383593 15004 1.1464843 down 3.316388 3.513605 0.116298 0.308427 -0.1972165 0.943871
1609561_aVvi.9898 Transcr ibed locus, weakly similar to XP_473867.1 OSJNBa0070C17.15 [Oryza sativa (japonic 177.9627 156.1933 358.454 358.0607 16 7.475431 7.287189 8.485644 8.48406 0.0071965 11.72428 0.03103162 3847 2.1488152 down 7.381311 8.484852 0.133108 0.00112 -1.1035415 0.86994
1609562_aVvi.9535 Transcr ibed locus, strongly similar to NP_179711.2 XAP5 family protein [Arabidopsis thaliana 357.8435 341.521 328.7957 302.3817 16 8.483185 8.415831 8.361048 8.240227 0.1642498 2.152446 0.21352093 12770 1.1087011 up 8.449508 8.300637 0.047627 0.085433 0.148871 1.017935
1609563_at 4.167922 4.175254 4.007496 4.021446 16 2.059328 2.061864 2.002701 2.007715 0.0025623 19.71751 0.0266497 1593 1.0391387 up 2.060596 2.005208 0.001793 0.003545 0.0553882 1.027622
1609564_at 5.304946 5.329824 5.161983 5.185945 16 2.407338 2.414088 2.367925 2.374607 0.0141847 8.306762 0.03815766 6170 1.0277195 up 2.410713 2.371266 0.004773 0.004724 0.0394466 1.016635
1609565_aVvi.15566 Transcr ibed locus 6.842736 6.84854 6.418445 6.409509 16 2.774573 2.775796 2.682224 2.680214 1.57E-04 79.87701 0.0168302 149 1.0673002 up 2.775185 2.681219 8.65E-04 0.001421 0.093966 1.035046
1609566_aVvi.2978 Transcr ibed locus, weakly similar to NP_190811.1 phytoalexin-deficient 4 protein (PAD4) [Ara 37.48359 45.16954 34.73921 34.80478 16 5.228187 5.497278 5.118493 5.121213 0.2128197 1.805091 0.26547697 13308 1.1833525 up 5.362733 5.119853 0.190276 0.001924 0.24288 1.047439
1609567_aVvi.12996 Transcr ibed locus, moderately similar to NP_568988.2 2-nitropropane dioxygenase family / N 1897.008 1998.706 2180.054 2147.548 16 10.88951 10.96485 11.09015 11.06848 0.0604324 3.881108 0.09535635 10520 1.1112096 down 10.92718 11.07931 0.053274 0.015325 -0.152131 0.986269
1609568_aVvi.1274 Transcr ibed locus, moderately similar to NP_567103.1 transketolase, putative [Arabidopsis th 5.199132 5.234195 5.083911 5.127947 16 2.378271 2.387968 2.345939 2.358382 0.0592029 3.92509 0.0938495 10472 1.0216911 up 2.383119 2.35216 0.006857 0.008798 0.030959 1.013162
1609569_aVvi.5773 Transcr ibed locus 59.0106 50.33101 75.63885 83.29318 16 5.882902 5.653376 6.241056 6.380127 0.0560921 4.042557 0.09014911 10329 1.4564457 down 5.768139 6.310591 0.162299 0.098338 -0.5424517 0.914041
1609570_aVvi.12598 Transcr ibed locus, weakly similar to XP_466762.1 putative anther-specific proline-rich protein    5.77457 5.820396 5.57781 5.540327 16 2.529713 2.541117 2.479699 2.469971 0.0149623 8.083205 0.0388888 6384 1.0428852 up 2.535415 2.474835 0.008064 0.006879 0.0605802 1.024478
1609571_aVvi.506 Transcr ibed locus, weakly similar to XP_463246.1 putative  LIM domain containing protein [Or 392.6896 378.6067 313.6237 248.4696 16 8.617246 8.564556 8.292891 7.956925 0.111344 2.740557 0.15506528 11920 1.3812667 up 8.5909 8.124908 0.037257 0.237563 0.465992 1.057354
1609572_aVvi.12324 Transcr ibed locus 5.644418 5.669275 5.658513 5.48043 16 2.496825 2.503164 2.500423 2.454289 0.4334642 0.972289 0.48828694 14737 1.0158156 up 2.499995 2.477356 0.004483 0.032622 0.0226385 1.009138
1609573_aVvi.5685 Transcr ibed locus, weakly similar to NP_194910.2 phototropic-responsive NPH3 family protei 305.1577 291.2596 602.9989 592.6184 16 8.253411 8.186162 9.236012 9.210959 0.0012756 27.9722 0.02354478 897 2.0051348 down 8.219787 9.223486 0.047552 0.017714 -1.003699 0.89118
1609574_aVvi.9853 Transcr ibed locus, moderately similar to NP_564079.1 expressed protein [Arabidopsis thalian 218.3831 214.8593 162.0223 140.6925 16 7.770717 7.747249 7.340049 7.136402 0.0366246 5.080687 0.06573506 9247 1.4347085 up 7.758983 7.238225 0.016594 0.144 0.5207577 1.071945
1609575_aVvi.14375 Transcr ibed locus 3.652485 3.666423 3.520072 3.538642 16 1.868878 1.874373 1.815605 1.823196 0.0079534 11.14603 0.03158117 4178 1.0368631 up 1.871626 1.8194 0.003886 0.005368 0.0522254 1.028705
1609576_aVvi.930 Transcr ibed locus, weakly similar to XP_469858.1 putative protein phosphatase [Oryza sativa 280.7753 300.0312 313.7827 343.94 16 8.133272 8.228969 8.293622 8.426013 0.1601783 2.187824 0.20904644 12720 1.1318616 down 8.18112 8.359818 0.067668 0.093615 -0.1786975 0.978624
1609577_aVvi.8429 Transcr ibed locus 541.5754 554.4219 198.897 283.2846 16 9.081018 9.114841 7.635878 8.146109 0.0420643 4.720581 0.07260582 9617 2.3084683 up 9.097929 7.890993 0.023916 0.360788 1.206936 1.152951
1609578_aVvi.7716 Transcr ibed locus, weakly similar to XP_493799.1 SRPK4 [Oryza sativa] 455.3667 455.2328 348.9323 341.1609 16 8.830885 8.830461 8.446803 8.414309 0.0016451 24.62461 0.02493529 1091 1.3196157 up 8.830673 8.430555 3.00E-04 0.022977 0.400118 1.04746
1609579_at 369.3168 350.4301 227.9938 241.2836 16 8.528715 8.452983 7.832851 7.914586 0.0080519 11.07685 0.03158729 4231 1.5338211 up 8.490849 7.873718 0.053551 0.057795 0.6171307 1.078379
1609580_aVvi.4233 Transcr ibed locus, moderately similar to NP_565982.1 DNAJ heat shock N-terminal domain-   218.5845 207.4668 19.50801 31.35263 16 7.772048 7.696737 4.285995 4.970515 0.0120665 9.020939 0.03595679 5570 8.610741 up 7.734392 4.628255 0.053253 0.484029 3.106137 1.671125
1609581_aVvi.10138 Transcr ibed locus, strongly similar to NP_197716.1 succi nyl-CoA ligase [GDP-forming] alph 6.135632 6.172793 5.982327 6.00979 16 2.617212 2.625923 2.580707 2.587315 0.0205396 6.869622 0.04552621 7486 1.0263745 up 2.621568 2.584011 0.00616 0.004673 0.0375571 1.014534
1609582_aVvi.10404 Transcr ibed locus 90.00911 77.14003 60.32168 66.92957 16 6.491999 6.269408 5.914604 6.064572 0.1003246 2.914455 0.14217581 11714 1.3114076 up 6.380704 5.989588 0.157396 0.106043 0.391116 1.065299
1609583_at 6.52402 6.62494 6.749941 6.394367 16 2.705761 2.727907 2.754875 2.676801 0.9826506 0.024543 0.9855594 16552 1.0006906 up 2.716834 2.715838 0.01566 0.055206 0.0009958 1.000367
1609584_aVvi.16044 Transcr ibed locus 439.7656 439.1785 427.9835 409.9218 16 8.780591 8.778664 8.741411 8.679205 0.1557616 2.227621 0.2041973 12663 1.0492212 up 8.779627 8.710308 0.001363 0.043986 0.069319 1.007958
1609585_aVvi.11881 Transcr ibed locus 6.994895 7.088284 6.707215 6.582146 16 2.806302 2.825436 2.745714 2.718558 0.0371691 5.041187 0.0663956 9293 1.0597569 up 2.815869 2.732136 0.01353 0.019202 0.0837333 1.030648
1609586_aVvi.15521 Transcr ibed locus 760.664 745.1424 887.5098 921.6718 16 9.571116 9.541372 9.793619 9.848109 0.0134814 8.525249 0.03738996 5984 1.2013195 down 9.556244 9.820864 0.021032 0.03853 -0.26462 0.973055
1609587_at 76.68137 76.15881 71.33888 71.20322 16 6.260804 6.250939 6.156617 6.153871 0.0025788 19.65384 0.0266497 1605 1.07224 up 6.255872 6.155244 0.006975 0.001942 0.100628 1.016348
1609588_aVvi.7527 Transcr ibed locus, moderately similar to NP_680719.1 small nuclear ribonucleoprotein-relate 2237.829 2203.148 1924.675 2033.95 16 11.12788 11.10535 10.9104 10.99007 0.0566915 4.019194 0.09082237 10362 1.122242 up 11.11662 10.95023 0.015934 0.056334 0.166384 1.015195
1609589_at 6.777033 6.955133 6.334193 6.428299 16 2.760654 2.798078 2.663161 2.684437 0.0391487 4.904448 0.0688795 9435 1.0759171 up 2.779366 2.673799 0.026463 0.015045 0.105567 1.039482
1609590_sVvi.5681 Transcr ibed locus, moderately similar to NP_564344.1 expressed protein [Arabidopsis thalian 557.1373 580.6359 2697.797 2647.661 16 9.121889 9.18149 11.39757 11.3705 2.15E-04 68.20744 0.01744732 202 4.6989703 down 9.15169 11.38403 0.042144 0.019137 -2.232344 0.803906
1609591_aVvi.9019 Transcr ibed locus, weakly similar to NP_191628.1 auxin-responsive family protein [Arabidops 8598.874 9287.546 10134.62 9900.142 16 13.06993 13.18108 13.30701 13.27323 0.1052173 2.834061 0.14806055 11797 1.1208644 down 13.12551 13.29012 0.078595 0.02388 -0.164612 0.987614
1609592_aVvi.8897 Transcr ibed locus, weakly similar to XP_507589.1 PREDICTED P0104B02.41 gene product [ 391.7692 416.8469 569.4639 475.9706 16 8.61386 8.703374 9.153461 8.894729 0.1163149 2.669874 0.16083193 12005 1.288308 down 8.658617 9.024095 0.063296 0.182951 -0.365478 0.9595
1609593_at 3.591853 3.590618 3.565471 4.783022 16 1.844728 1.844232 1.834093 2.257922 0.4419837 0.950983 0.49569777 14802 1.1499152 down 1.84448 2.046008 3.51E-04 0.299693 -0.2015274 0.901502
1609594_s_at 474.2837 422.9195 1049.948 1041.965 16 8.889606 8.724239 10.0361 10.02509 0.0045546 14.76678 0.02926091 2575 2.3354068 down 8.806923 10.0306 0.116932 0.007786 -1.223674 0.878006
1609595_aVvi.15635 Transcr ibed locus 4.278341 4.293196 4.115536 4.11812 16 2.097051 2.102052 2.041081 2.041986 0.0019125 22.83353 0.02532748 1250 1.041035 up 2.099552 2.041533 0.003536 6.40E-04 0.0580187 1.028419
1609596_aVvi.15741 Transcr ibed locus 4.32678 4.34793 4.149859 4.154244 16 2.113294 2.120329 2.053062 2.054586 0.0032489 17.50138 0.02783547 1924 1.0446264 up 2.116811 2.053824 0.004974 0.001078 0.0629871 1.030668
1609597_aVvi.12449 Transcr ibed locus 645.1161 620.0208 698.6483 797.2548 16 9.333415 9.276173 9.448422 9.638897 0.1382663 2.40199 0.18491195 12413 1.1800638 down 9.304794 9.543659 0.040476 0.134686 -0.238865 0.974971
1609598_aVvi.2036 Transcr ibed locus, moderately similar to NP_187420.1 prephenate dehydratase family protein 144.2171 131.9828 147.044 139.8829 16 7.172098 7.044206 7.200104 7.128076 0.5255644 0.762196 0.57502437 15173 1.0395346 down 7.108152 7.16409 0.090434 0.050932 -0.0559377 0.992192
1609599_aVvi.15250 Transcr ibed locus 3.102495 3.116011 3.007039 3.020488 16 1.633429 1.639701 1.588343 1.594781 0.0098248 10.01428 0.03374781 4832 1.031685 up 1.636565 1.591562 0.004435 0.004552 0.0450025 1.028276
1609600_at 605.8781 555.3331 636.9426 715.3639 16 9.242884 9.117209 9.31502 9.482533 0.1719184 2.088956 0.22163291 12877 1.1637095 down 9.180046 9.398777 0.088865 0.11845 -0.218731 0.976728
1609601_aVvi.14606 Transcr ibed locus 3.000772 3.015091 2.919179 2.934018 16 1.585334 1.592202 1.545563 1.552878 0.0157149 7.882752 0.03976985 6559 1.0277914 up 1.588768 1.54922 0.004856 0.005173 0.0395474 1.025527
1609602_aVvi.14625 Transcr ibed locus 4.861217 4.892897 4.678093 4.676661 16 2.281318 2.290689 2.22592 2.225479 0.0059965 12.85558 0.03011482 3303 1.042685 up 2.286003 2.2257 0.006626 3.12E-04 0.0603033 1.027094
1609603_sVvi.3131 Transcr ibed locus, moderately similar to XP_534640.1 PREDICTED: similar to UBC protein 2023.214 1967.399 1967.563 1895.325 16 10.98243 10.94207 10.94219 10.88823 0.2974497 1.396162 0.35311112 13984 1.0331444 up 10.96225 10.91521 0.028538 0.038159 0.047042 1.00431
1609604_aVvi.12647 Transcr ibed locus, weakly similar to NP_564452.1 protein disulfide isomerase-related [Arabid 486.4705 487.2336 597.0734 531.2877 16 8.926209 8.92847 9.221765 9.05335 0.1299328 2.496202 0.17586376 12265 1.1568626 down 8.92734 9.137557 0.001599 0.119087 -0.210217 0.976994
1609605_aVvi.9487 Transcr ibed locus 6.389488 6.479175 6.155633 6.399807 16 2.6757 2.69581 2.621907 2.678028 0.3528108 1.200615 0.408834 14326 1.0251163 up 2.685755 2.649968 0.01422 0.039684 0.0357876 1.013505
1609606_at 4.478545 4.504934 4.318932 4.343378 16 2.16303 2.171506 2.110675 2.118817 0.0122891 8.937334 0.03621296 5633 1.0370762 up 2.167268 2.114746 0.005993 0.005758 0.052522 1.024836
1609607_aVvi.11026 Transcr ibed locus 3.83965 3.84618 3.722057 3.740086 16 1.940975 1.943427 1.8961 1.903071 0.0074344 11.53307 0.03119524 3955 1.029979 up 1.942201 1.899586 0.001734 0.00493 0.042615 1.022434
1609608_aVvi.15203 Transcr ibed locus 32.46699 32.80149 27.91578 31.13002 16 5.020902 5.035689 4.803009 4.960235 0.204345 1.857575 0.25633055 13234 1.1070142 up 5.028296 4.881622 0.010456 0.111175 0.1466735 1.030046
1609609_aVvi.15701 Transcr ibed locus 4.746218 4.763025 4.570787 4.613955 16 2.246778 2.251878 2.192443 2.206004 0.0202705 6.916501 0.04531173 7426 1.0353402 up 2.249328 2.199223 0.003606 0.009589 0.0501048 1.022783
1609610_aVvi.14941 Transcr ibed locus 5.20689 5.269581 4.971532 5.024663 16 2.380422 2.397688 2.31369 2.329027 0.0278832 5.862677 0.05455705 8484 1.0480418 up 2.389055 2.321359 0.012209 0.010845 0.0676963 1.029162
1609611_aVvi.14454 Transcr ibed locus 242.9504 260.0629 317.7828 316.5157 16 7.924518 8.022717 8.311897 8.306133 0.0208344 6.819289 0.04588664 7537 1.2617252 down 7.973618 8.309015 0.069437 0.004076 -0.3353974 0.959635
1609612_aVvi.5845 Transcr ibed locus 7.343922 7.417674 7.106115 7.079906 16 2.876551 2.890967 2.829061 2.82373 0.0174796 7.464177 0.04200267 6908 1.0405623 up 2.883759 2.826396 0.010194 0.003769 0.0573633 1.020296
1609613_aVvi.7673 Transcr ibed locus, weakly similar to NP_566100.2 CP12 domain-containing protein [Arabidop 1926.2 1817.528 425.7819 434.1259 16 10.91154 10.82776 8.733971 8.76197 4.33E-04 48.03716 0.01871624 379 4.352008 up 10.86965 8.747971 0.059242 0.019798 2.121681 1.242534
1609614_at 13.12058 13.46083 12.32722 12.68247 16 3.713759 3.750696 3.623775 3.664764 0.085892 3.188255 0.12540485 11370 1.0628648 up 3.732228 3.64427 0.026118 0.028984 0.0879581 1.024136
1609615_aVvi.8892 Transcr ibed locus, moderately similar to NP_196119.1 translocate of chloroplast 34 (TOC34)     1213.495 1150.946 1265.341 1308.2 16 10.24495 10.16861 10.30531 10.35337 0.1129581 2.717126 0.15683948 11956 1.0886654 down 10.20678 10.32934 0.053986 0.033982 -0.12256 0.988135
1609616_at 8.860555 9.077418 8.121333 8.054564 16 3.147397 3.182282 3.021717 3.009806 0.0149435 8.088427 0.03887971 6380 1.1088607 up 3.16484 3.015761 0.024667 0.008422 0.1490781 1.049433
1609617_aVvi.7847 Transcr ibed locus, weakly similar to NP_915480.1 P0446B05.22 [Oryza sativa (japonica cultiv 1098.677 934.7723 49.89117 49.8706 16 10.10155 9.868471 5.640713 5.640118 7.19E-04 37.27961 0.02180507 543 20.316738 up 9.985012 5.640415 0.164813 4.21E-04 4.344597 1.770262
1609618_aVvi.15610 Transcr ibed locus 3.091099 3.099845 2.998268 3.010903 16 1.62812 1.632196 1.58413 1.590197 0.0071476 11.76474 0.03096811 3830 1.0302505 up 1.630158 1.587163 0.002882 0.00429 0.0429952 1.027089
1609619_aVvi.3253 Transcr ibed locus, strongly similar to NP_197502.1 Ras-related GTP-binding nuclear protei 3046.71 2951.96 3589.389 3526.957 16 11.57304 11.52746 11.80952 11.78421 0.0109894 9.460429 0.03497077 5215 1.1864228 down 11.55025 11.79687 0.032229 0.0179 -0.246618 0.979095
1609620_aVvi.6813 Transcr ibed locus 272.2557 256.7637 319.6738 273.3753 16 8.088819 8.004297 8.320457 8.094739 0.3131987 1.336301 0.36906275 14088 1.1180923 down 8.046558 8.207598 0.059766 0.159606 -0.16104 0.980379
1609621_at 5.574359 5.610057 5.275616 5.313928 16 2.478806 2.488015 2.399339 2.409779 0.0077021 11.32861 0.03135112 4071 1.056177 up 2.483411 2.404559 0.006512 0.007382 0.0788517 1.032793
1609622_aVvi.5461 Transcr ibed locus, weakly similar to NP_199004.1 GDSL-motif lipase/hydrolase family protein 6.456309 6.48909 6.186325 6.206937 16 2.69071 2.698016 2.629083 2.633882 0.0047968 14.38657 0.02932456 2709 1.0445495 up 2.694363 2.631482 0.005167 0.003393 0.0628808 1.023896
1609623_aVvi.10269 Transcr ibed locus 3252.066 3485.558 1438.257 1442.522 16 11.66714 11.76717 10.49011 10.49438 0.0016662 24.46799 0.02493529 1102 2.337419 up 11.71716 10.49224 0.070734 0.00302 1.224916 1.116745
1609624_at 14.23755 13.20824 11.679 11.97174 16 3.831629 3.723367 3.545845 3.581561 0.0643029 3.750733 0.10007098 10667 1.159735 up 3.777498 3.563703 0.076553 0.025255 0.2137952 1.059992
1609625_aVvi.12922 Transcr ibed locus, weakly similar to NP_564794.1 octicosapeptide/Phox/Bem1p (PB1) domain 421.5037 397.9273 498.9774 516.7791 16 8.719401 8.636361 8.962831 9.013404 0.0236861 6.381598 0.04951985 7940 1.2399105 down 8.677881 8.988117 0.058718 0.035761 -0.310236 0.965484
1609626_aVvi.4323 Transcr ibed locus, weakly similar to XP_483000.1 putative glutamate/malate translocator [Ory 836.8831 934.611 808.7718 772.3015 16 9.708882 9.868222 9.659589 9.59302 0.2009984 1.879103 0.25278202 13200 1.1190292 up 9.788552 9.626305 0.11267 0.047071 0.162247 1.016855
1609627_s_at 10694.41 11257.98 11343.44 12768.91 16 13.38457 13.45866 13.46957 13.64035 0.2883411 1.4326 0.34392112 13918 1.0968329 down 13.42162 13.55496 0.05239 0.120758 -0.133343 0.990163
1609628_aVvi.15263 Transcr ibed locus 6.159359 6.202502 5.79584 5.768683 16 2.62278 2.63285 2.535018 2.528242 0.0039573 15.8492 0.02848929 2304 1.0689433 up 2.627815 2.53163 0.007121 0.004791 0.0961852 1.037993
1609629_aVvi.14244 Transcr ibed locus 3420.343 3435.146 9101.736 8173.896 16 11.73993 11.74616 13.15193 12.99681 0.0033821 17.15163 0.02783547 2010 2.516341 down 11.74304 13.07437 0.004405 0.109684 -1.331328 0.898173
1609630_aVvi.14918 Transcr ibed locus 3.815785 3.822882 3.694146 3.714359 16 1.93198 1.934661 1.885241 1.893113 0.0087567 10.61607 0.03240823 4484 1.0310707 up 1.93332 1.889177 0.001895 0.005567 0.0441432 1.023366
1609631_aVvi.15009 Transcr ibed locus 63.63287 51.32353 33.54469 36.1132 16 5.9917 5.681549 5.068013 5.174454 0.0487177 4.363361 0.08085682 10002 1.6419278 up 5.836624 5.121234 0.21931 0.075266 0.7153905 1.139691
1609632_sVvi.11745 Transcr ibed locus 290.9577 211.5353 8.243004 8.51824 16 8.184666 7.724754 3.04317 3.090555 0.0022294 21.14368 0.02589414 1425 29.606611 up 7.95471 3.066863 0.325206 0.033507 4.8878474 2.593761
1609633_s_at 4908.455 4583.468 5582.17 5558.99 16 12.26105 12.16222 12.44661 12.44061 0.0426528 4.685728 0.07335761 9652 1.1744382 down 12.21164 12.44361 0.069883 0.004245 -0.231971 0.981358
1609634_aVvi.11527 Transcr ibed locus 14.30613 13.20566 12.61186 12.57334 16 3.838561 3.723085 3.65671 3.652296 0.1603603 2.186217 0.20918526 12726 1.0915062 up 3.780823 3.654503 0.081654 0.003121 0.1263203 1.034566
1609635_sVvi.8758 Transcr ibed locus, weakly similar to NP_178526.1 MutT/nudix family protein [Arabidopsis thal 639.2098 694.4063 689.869 562.9302 16 9.320146 9.439636 9.430179 9.136812 0.6046941 0.608619 0.6477695 15497 1.0690991 up 9.37989 9.283495 0.084493 0.207441 0.096395 1.010383
1609636_aVvi.14737 Transcr ibed locus 56.62838 85.93079 26.35456 24.73563 16 5.823453 6.425103 4.719981 4.628519 0.0413245 4.765426 0.07180782 9553 2.7321343 up 6.124278 4.67425 0.425431 0.064674 1.4500284 1.310216
1609637_at 4.794437 4.75202 4.569682 4.633987 16 2.261362 2.248541 2.192094 2.212254 0.0476027 4.418078 0.079531 9936 1.0372598 up 2.254951 2.202174 0.009066 0.014255 0.0527772 1.023966
1609638_aVvi.13489 Transcr ibed locus, moderately similar to NP_680215.1 expressed protein [Arabidopsis thalian 12.91617 12.00405 20.6244 12.38864 16 3.691107 3.58545 4.36628 3.630945 0.4343342 0.970093 0.48913422 14741 1.2837236 down 3.638278 3.998613 0.074711 0.51996 -0.3603347 0.909885
1609639_aVvi.11674 Transcr ibed locus, strongly similar to NP_177132.1 porphobilinogen synthase, putative / delta 764.4537 781.7494 592.864 539.9497 16 9.578285 9.610562 9.211557 9.076681 0.0229014 6.493938 0.04850226 7838 1.3663281 up 9.594423 9.144119 0.022823 0.095372 0.450304 1.049245
1609640_aVvi.12544 Transcr ibed locus, moderately similar to NP_196695.1 GCN5-related N-acetyltransferase (G    587.0929 552.3533 783.3846 816.1122 16 9.197445 9.109448 9.613577 9.672624 0.0115079 9.241196 0.03544051 5389 1.4041086 down 9.153446 9.643101 0.062224 0.041752 -0.489655 0.949222
1609641_aVvi.14451 Transcr ibed locus 2976.291 3036.231 3644.029 3491.697 16 11.5393 11.56807 11.83132 11.76971 0.0184457 7.2607 0.04321094 7086 1.1866001 down 11.55368 11.80052 0.02034 0.043563 -0.246834 0.979083
1609642_aVvi.8306 Transcr ibed locus, weakly similar to NP_919684.1 putative copia-type polyprotein [Oryza sativ 5.811441 5.650432 7.113147 6.32841 16 2.538896 2.498361 2.830488 2.661843 0.1197328 2.623694 0.16460232 12073 1.1708343 down 2.518629 2.746166 0.028662 0.11925 -0.2275369 0.917144
1609643_sVvi.9220 Transcr ibed locus, moderately similar to NP_174492.1 IWS1 C-terminus family protein [Arabi 395.3304 409.7449 396.3378 367.6 16 8.626915 8.678582 8.630587 8.521993 0.331389 1.271575 0.38758162 14194 1.0544261 up 8.652748 8.57629 0.036534 0.076788 0.076458 1.008915
1609644_aVvi.224 Transcr ibed locus, weakly similar to NP_201377.2 serine carboxypeptidase S28 family protein 6.884066 6.493606 6.338859 6.399453 16 2.783261 2.69902 2.664223 2.677949 0.2423812 1.64155 0.29640633 13575 1.0497564 up 2.74114 2.671086 0.059567 0.009705 0.0700546 1.026227
1609645_at 3.392677 3.409223 3.298701 3.300878 16 1.762424 1.769443 1.721898 1.72285 0.0065462 12.29883 0.03054478 3557 1.0306537 up 1.765934 1.722374 0.004963 6.73E-04 0.0435597 1.025291
1609646_aVvi.990 Transcr ibed locus, moderately similar to NP_569029.1 3-dehydroquinate synthase, putative [A 1845.572 1733.555 1961.537 1957.929 16 10.84985 10.75952 10.93777 10.93511 0.100246 2.915793 0.14208858 11712 1.0956264 down 10.80469 10.93644 0.063876 0.001878 -0.131755 0.987953
1609647_aVvi.7539 Transcr ibed locus, strongly similar to XP_479006.1 translation initiation factor 5A [Oryza sativ 5208.689 5427.326 4512.101 4680.044 16 12.3467 12.40603 12.13958 12.19231 0.0337733 5.302621 0.06213476 9023 1.1570255 up 12.37637 12.16595 0.041947 0.037281 0.210421 1.017296
1609648_aVvi.7870 Transcr ibed locus, weakly similar to NP_199171.1 protease inhibitor, putative [Arabidopsis tha 5.898656 5.927479 5.686291 5.710965 16 2.560386 2.567419 2.507488 2.513735 0.0076982 11.33145 0.03135112 4068 1.0376292 up 2.563902 2.510611 0.004972 0.004417 0.0532911 1.021226
1609649_aVvi.4821 Transcr ibed locus 4.75407 4.77106 4.557531 4.601953 16 2.249163 2.25431 2.188252 2.202246 0.016976 7.576994 0.04135115 6814 1.0399307 up 2.251737 2.195249 0.003639 0.009895 0.0564873 1.025732
1609650_aVvi.12284 Transcr ibed locus 6.506446 6.570551 6.177824 6.172422 16 2.70187 2.716014 2.627099 2.625837 0.0073305 11.6154 0.03110185 3912 1.0588324 up 2.708942 2.626468 0.010002 8.92E-04 0.0824743 1.031401
1609651_aVvi.5693 Transcr ibed locus, weakly similar to NP_176006.1 pectinesterase inhibitor domain-containing 4.575015 4.606773 4.391551 4.400228 16 2.193776 2.203757 2.134731 2.137578 0.006799 12.0657 0.03073394 3668 1.0443549 up 2.198767 2.136154 0.007057 0.002014 0.0626121 1.029311
1609652_sVvi.2006 Transcr ibed locus, moderately similar to NP_197666.1 glycosyl transferase family 2 protein [A 431.5271 562.7531 4847.928 4278.935 16 8.753307 9.136358 12.24315 12.06304 0.0043236 15.15888 0.02910788 2464 9.242368 down 8.944833 12.1531 0.270858 0.127362 -3.208262 0.736013
1609653_aVvi.7103 Transcr ibed locus 4.504262 4.495956 4.334262 4.320013 16 2.171291 2.168628 2.115787 2.111035 0.0023112 20.76477 0.02616672 1461 1.0399745 up 2.169959 2.113411 0.001883 0.00336 0.056548 1.026757
1609654_aVvi.7370 Transcr ibed locus, moderately similar to XP_473459.1 OSJNBb0012E24.9 [Oryza sativa (japo 21531.59 22888.95 5798.454 5911.976 16 14.39417 14.48236 12.50145 12.52943 5.78E-04 41.56268 0.02042291 468 3.7916524 up 14.43827 12.51544 0.062365 0.01978 1.922827 1.153636
1609655_aVvi.6362 Transcr ibed locus 8.143471 10.37893 9.742933 7.883568 16 3.025644 3.375586 3.284356 2.978849 0.794391 0.297124 0.8213027 16057 1.0489984 up 3.200615 3.131602 0.247447 0.216027 0.0690124 1.022037
1609656_sVvi.7933 Transcr ibed locus, moderately similar to NP_173248.1 WD-40 repeat family protein / auxin-de 43.24299 24.37511 41.76122 117.9987 16 5.434394 4.607337 5.384091 6.882627 0.323266 1.299933 0.37925673 14150 2.1621902 down 5.020865 6.133359 0.584818 1.059624 -1.1124936 0.818616
1609657_aVvi.15563 Transcr ibed locus 5.691776 5.725234 5.449991 5.513189 16 2.508879 2.517335 2.446254 2.462887 0.0244737 6.27427 0.05056312 8034 1.0414088 up 2.513107 2.45457 0.005979 0.011762 0.0585365 1.023848
1609658_aVvi.10793 Transcr ibed locus 27.52813 27.92399 36.98527 35.74507 16 4.782835 4.803433 5.208879 5.159672 0.0046177 14.66485 0.02926091 2616 1.3114309 down 4.793134 5.184276 0.014565 0.034794 -0.3911419 0.924552
1609659_aVvi.2931 Transcr ibed locus, weakly similar to NP_849284.1 expressed protein [Arabidopsis thaliana] 610.7158 582.1409 556.2019 594.6585 16 9.254357 9.185225 9.119465 9.215918 0.4725176 0.878063 0.5248427 14945 1.0367731 up 9.219791 9.167691 0.048884 0.068202 0.0521 1.005683
1609660_aVvi.5559 Transcr ibed locus 5.009353 5.028958 4.884339 4.885807 16 2.324624 2.33026 2.288163 2.288597 0.0051932 13.82252 0.029498 2921 1.0274454 up 2.327442 2.28838 0.003985 3.06E-04 0.0390619 1.01707
1609661_aVvi.9919 Transcr ibed locus, weakly similar to NP_197349.2 glycogenin glucosyltransferase (glycogen 5.944577 5.987728 5.800212 5.832213 16 2.571574 2.582009 2.536106 2.544044 0.0304278 5.601105 0.0579056 8722 1.0257767 up 2.576791 2.540075 0.007378 0.005613 0.0367167 1.014455
1609662_aVvi.3841 Transcr ibed locus, moderately similar to NP_173566.1 scarecrow-like transcr iption factor 1 ( 1221.068 1401.837 867.1522 781.939 16 10.25393 10.4531 9.760141 9.610912 0.0329957 5.367995 0.06119242 8951 1.5888565 up 10.35352 9.685527 0.140839 0.105521 0.667989 1.068968
1609663_aVvi.10558 Transcr ibed locus 4.760576 4.796382 4.574487 4.557976 16 2.251136 2.261947 2.19361 2.188393 0.0082815 10.92028 0.03179267 4321 1.0464765 up 2.256541 2.191001 0.007644 0.003689 0.0655399 1.029913
1609664_at 7.687042 7.676092 7.430274 7.530731 16 2.942428 2.940372 2.893416 2.91279 0.0590327 3.93128 0.09366028 10463 1.026901 up 2.9414 2.903103 0.001454 0.0137 0.0382971 1.013192
1609665_aVvi.1173 Transcr ibed locus, weakly similar to NP_171856.1 protein phosphatase 2C family protein / PP    34.54915 37.18684 27.77412 27.34856 16 5.110578 5.21672 4.795669 4.773393 0.0198519 6.991288 0.04481922 7352 1.3005469 up 5.163649 4.784531 0.075054 0.015752 0.3791184 1.079238
1609666_aVvi.4660 Transcr ibed locus, moderately similar to NP_199844.2 ABC1 family protein [Arabidopsis thali 6.311276 6.296203 6.007714 5.984526 16 2.657932 2.654482 2.586816 2.581237 0.0020581 22.00868 0.02556811 1334 1.0513042 up 2.656207 2.584027 0.002439 0.003945 0.0721802 1.027933
1609667_aVvi.15238 Transcr ibed locus 11.40997 14.28218 11.90653 12.20778 16 3.512224 3.836144 3.573681 3.609728 0.6630409 0.506131 0.7014022 15693 1.0588361 up 3.674184 3.591705 0.229046 0.025489 0.0824792 1.022964
1609668_aVvi.2731 Transcr ibed locus, weakly similar to NP_565764.1 33 kDa secretory protein-related [Arabidop 5.974165 5.906984 5.719731 5.748611 16 2.578737 2.562422 2.515947 2.523213 0.029319 5.710959 0.05642165 8625 1.0359821 up 2.57058 2.51958 0.011537 0.005138 0.0509991 1.020241
1609669_aVvi.9447 Transcr ibed locus, moderately similar to NP_922253.1 putative ascorbate oxidase [Oryza sati 8.857529 8.913859 8.602957 8.66545 16 3.146904 3.15605 3.104833 3.115275 0.0269446 5.96825 0.05341943 8373 1.0291288 up 3.151477 3.110054 0.006467 0.007384 0.0414235 1.013319
1609670_aVvi.1645 Transcr ibed locus, weakly similar to XP_466210.1 putative T-complex protein 11 [Oryza sativa  874.9195 852.7602 357.4113 299.1088 16 9.773006 9.735996 8.481442 8.224526 0.0084664 10.79888 0.03208511 4379 2.6417937 up 9.754501 8.352983 0.02617 0.181666 1.401518 1.167787
1609671_at 504.5022 505.2017 435.2655 424.5643 16 8.978717 8.980716 8.765752 8.729839 0.0059594 12.89591 0.03011482 3284 1.1743978 up 8.979716 8.747795 0.001413 0.025394 0.231921 1.026512
1609672_aVvi.15086 Transcr ibed locus 3.627774 3.642624 3.515369 3.522823 16 1.859085 1.864978 1.813676 1.816732 0.0049868 14.10779 0.02943507 2802 1.0329907 up 1.862031 1.815204 0.004167 0.002161 0.0468272 1.025797
1609673_aVvi.15062 Transcr ibed locus 3.883186 3.898025 3.767661 3.785129 16 1.957241 1.962743 1.913669 1.920342 0.0099705 9.939728 0.03389936 4882 1.0302441 up 1.959992 1.917006 0.003891 0.004719 0.0429862 1.022424
1609674_aVvi.15294 Transcr ibed locus 4.560453 4.592117 4.442723 4.454098 16 2.189177 2.199159 2.151444 2.155133 0.0165243 7.682528 0.04083594 6717 1.0287406 up 2.194168 2.153289 0.007059 0.002609 0.0408792 1.018985
1609675_aVvi.15068 Transcr ibed locus 6.59159 6.65671 6.159517 6.014184 16 2.720627 2.734809 2.622817 2.588369 0.0224818 6.556379 0.04799317 7776 1.0883365 up 2.727718 2.605593 0.010029 0.024359 0.1221247 1.04687
1609676_aVvi.11607 Transcr ibed locus 366.7936 373.2343 643.3156 547.8776 16 8.518825 8.543938 9.329383 9.09771 0.0279558 5.854732 0.05466043 8490 1.604546 down 8.531382 9.213547 0.017758 0.163818 -0.682165 0.925961
1609677_at 618.5487 555.2575 612.4368 623.6013 16 9.272743 9.117013 9.258417 9.28448 0.4344169 0.969885 0.48916095 14743 1.0545083 down 9.194878 9.271448 0.110118 0.018429 -0.07657 0.991741
1609678_aVvi.1460 Transcr ibed locus, moderately similar to NP_850759.1 fructose-bisphosphate aldolase, putati 4.594714 4.615982 4.467258 4.402684 16 2.199975 2.206638 2.15939 2.138383 0.0386365 4.938839 0.06820956 9403 1.0384414 up 2.203306 2.148886 0.004711 0.014854 0.0544198 1.025325
1609679_at 6.766559 6.705344 6.348913 6.520275 16 2.758422 2.745311 2.66651 2.704933 0.0826687 3.258532 0.1215898 11286 1.046916 up 2.751867 2.685721 0.009271 0.027169 0.0661456 1.024629
1609680_aVvi.7025 Transcr ibed locus, weakly similar to XP_525801.1 PREDICTED: hypothetical protein XP_525   6.703808 6.69725 6.260749 6.49036 16 2.744981 2.743569 2.646335 2.698299 0.1094576 2.768557 0.15291269 11883 1.0511422 up 2.744275 2.672317 9.98E-04 0.036743 0.0719579 1.026927
1609681_aVvi.589 Transcr ibed locus, moderately similar to NP_192235.3 leucine-rich repeat family protein [Ara 787.8523 723.0442 869.9799 873.0845 16 9.621781 9.49794 9.764838 9.769978 0.0787717 3.348943 0.11728855 11149 1.1547241 down 9.55986 9.767408 0.087569 0.003634 -0.207548 0.978751
1609682_aVvi.12867 Transcr ibed locus 4.783428 4.810185 4.62794 4.629317 16 2.258045 2.266093 2.21037 2.2108 0.0060701 12.77672 0.03013007 3343 1.0363305 up 2.262069 2.210585 0.00569 3.04E-04 0.0514841 1.02329
1609683_aVvi.14252 Transcr ibed locus 304.407 293.8903 454.5754 561.125 16 8.249858 8.199134 8.828376 9.132178 0.0391022 4.907544 0.06884141 9429 1.6885456 down 8.224496 8.980277 0.035867 0.214821 -0.755781 0.91584
1609684_aVvi.8005 Transcr ibed locus, moderately similar to NP_195033.1 pyruvate decarboxylase, putative [Arab 5236.252 4982.414 4812.455 4241.634 16 12.35432 12.28263 12.23256 12.05041 0.2122827 1.808334 0.2648668 13305 1.1305246 up 12.31847 12.14148 0.050692 0.128801 0.176993 1.014578
1609685_aVvi.3654 Transcr ibed locus, moderately similar to NP_195199.2 ribosome-binding factor A family prote  321.6468 329.5127 348.0532 374.9611 16 8.329333 8.36419 8.443164 8.550597 0.1171637 2.658229 0.16174555 12025 1.1096609 down 8.346762 8.496881 0.024647 0.075967 -0.150119 0.982332
1609686_aVvi.6838 Transcr ibed locus 14.58826 14.8082 14.12927 13.90214 16 3.866736 3.888325 3.820615 3.797236 0.0498055 4.311712 0.08221849 10056 1.0487022 up 3.877531 3.808925 0.015265 0.016532 0.0686052 1.018012
1609687_at 255.8899 261.2745 372.5463 350.6185 16 7.99938 8.029423 8.541276 8.453758 0.0090466 10.44228 0.0328098 4576 1.3977586 down 8.014401 8.497517 0.021244 0.061884 -0.483116 0.943146
1609688_aVvi.8141 Transcr ibed locus, moderately similar to NP_567701.1 expressed protein [Arabidopsis thalian 3073.258 3056.701 1187.063 1237.497 16 11.58555 11.57776 10.21318 10.27321 5.11E-04 44.22257 0.01959078 432 2.528814 up 11.58166 10.2432 0.005511 0.042447 1.3384605 1.130668
1609689_at 940.1904 1279.742 2285.75 2805.97 16 9.876809 10.32164 11.15845 11.45428 0.0456363 4.519301 0.07711483 9824 2.3088024 down 10.09922 11.30637 0.314541 0.209185 -1.207145 0.893233
1609690_aVvi.12435 Transcr ibed locus 4.255223 4.271754 4.095642 4.111308 16 2.089235 2.094829 2.03409 2.039597 0.00502 14.06068 0.02943507 2826 1.0389947 up 2.092032 2.036844 0.003955 0.003894 0.0551882 1.027095
1609691_aVvi.5274 Transcr ibed locus, weakly similar to XP_471516.1 OSJNBb0058J09.5 [Oryza sativa (japonica 2103.56 1960.317 1530.573 1501.997 16 11.03862 10.93687 10.57986 10.55267 0.0152526 8.004163 0.03923317 6453 1.3393036 up 10.98774 10.56626 0.071945 0.019226 0.421483 1.03989
1609692_aVvi.9575 Transcr ibed locus, weakly similar to NP_180636.1 pentatricopeptide (PPR) repeat-containing 148.4538 125.8922 144.7962 149.8769 16 7.213871 6.976045 7.17788 7.227634 0.4685174 0.88733 0.52109104 14926 1.0775834 down 7.094957 7.202757 0.168168 0.035181 -0.1077996 0.985034
1609693_at 4.163069 4.182779 4.063686 4.09836 16 2.057648 2.064462 2.022789 2.035047 0.0444611 4.582898 0.07571471 9748 1.0225255 up 2.061055 2.028918 0.004819 0.008668 0.0321369 1.015839
1609694_aVvi.3850 Transcr ibed locus, moderately similar to NP_921815.1 putative zinc finger helicase [Oryza sa 64.25041 56.05969 82.16639 75.67083 16 6.005633 5.808891 6.360477 6.241665 0.0756201 3.426901 0.11364576 11046 1.3138576 down 5.907262 6.301071 0.139118 0.084012 -0.3938087 0.937501
1609695_aVvi.12114 Transcr ibed locus 4.375758 4.402641 4.204989 4.222743 16 2.129533 2.138369 2.072102 2.07818 0.0082123 10.96678 0.03168828 4300 1.0416062 up 2.133951 2.075141 0.006248 0.004298 0.05881 1.02834
1609696_x_at 9578.816 10603.98 14484.13 14085.89 16 13.22563 13.37232 13.82219 13.78196 0.0220958 6.61536 0.04750275 7719 1.417255 down 13.29898 13.80207 0.103722 0.028441 -0.503099 0.963549
1609697_at 641.4354 887.2177 1192.6 1260.115 16 9.32516 9.793144 10.21989 10.29934 0.0981889 2.951316 0.13968566 11669 1.6250277 down 9.559153 10.25962 0.330915 0.056176 -0.700464 0.931726
1609698_x_at 11.54612 11.83007 10.74562 9.983126 16 3.529336 3.564387 3.425676 3.319491 0.0893425 3.117092 0.12952006 11451 1.128399 up 3.546861 3.372584 0.024785 0.075084 0.1742773 1.051675
1609699_aVvi.8917 Transcr ibed locus, moderately similar to NP_568988.2 2-nitropropane dioxygenase family / N 1973.166 1779.767 2029.611 1947.565 16 10.9463 10.79747 10.98699 10.92746 0.398509 1.064787 0.45377547 14579 1.0609353 down 10.87189 10.95722 0.105234 0.042095 -0.085337 0.992212
1609700_aVvi.10101 Transcr ibed locus, moderately similar to NP_172492.1 mitogen-activated protein kinase, puta      183.5643 182.4579 236.7958 239.788 16 7.520142 7.51142 7.8875 7.905615 6.96E-04 37.87736 0.02180507 527 1.3020432 down 7.51578 7.896558 0.006167 0.01281 -0.3807776 0.951779
1609701_at 5.566433 5.465723 5.252431 5.274759 16 2.476753 2.450412 2.392985 2.399105 0.0378221 4.994917 0.06720783 9342 1.0479265 up 2.463583 2.396045 0.018626 0.004327 0.0675376 1.028187
1609702_aVvi.2269 Transcr ibed locus, strongly similar to XP_550363.1 putative gamma-adaptin 1 [Oryza sativa (j 82.80368 88.11561 95.09261 98.26217 16 6.371623 6.461326 6.571261 6.618565 0.0721217 3.519113 0.10938831 10945 1.1316581 down 6.416474 6.594913 0.063429 0.033449 -0.1784382 0.972943
1609703_aVvi.8600 Transcr ibed locus, moderately similar to NP_192555.1 homeobox protein knotted-1 like 1 (KNA4.633394 4.64498 4.451958 4.467018 16 2.212069 2.215673 2.15444 2.159312 0.0028141 18.81102 0.0270467 1720 1.0402966 up 2.213871 2.156876 0.002548 0.003445 0.056995 1.026425
1609704_aVvi.15306 Transcr ibed locus 10.35199 10.45795 9.766188 9.637641 16 3.371836 3.386528 3.287795 3.26868 0.0139628 8.373926 0.03792075 6112 1.0724751 up 3.379182 3.278238 0.010389 0.013517 0.100944 1.030792
1609705_at 4.195842 4.178488 4.018682 4.041895 16 2.06896 2.062981 2.006723 2.015032 0.008522 10.76316 0.03210404 4405 1.0389265 up 2.065971 2.010877 0.004228 0.005876 0.0550936 1.027398
1609706_aVvi.15348 Transcr ibed locus 3.405823 3.421203 3.303314 3.31874 16 1.768003 1.774504 1.723914 1.730636 0.0111137 9.406467 0.0350667 5258 1.0309532 up 1.771254 1.727275 0.004596 0.004753 0.0439788 1.025461
1609707_at 2.763389 2.773809 2.686711 2.698039 14 1.466439 1.471869 1.425841 1.431911 0.0100672 9.891136 0.03397725 4918 1.0283115 up 1.469154 1.428876 0.003839 0.004292 0.0402773 1.028188
1609708_aVvi.9960 Transcr ibed locus, weakly similar to NP_177940.2 pumilio/Puf RNA-binding domain-containin 92.39961 91.86971 137.4165 107.9725 16 6.529815 6.521517 7.102412 6.75452 0.146634 2.315008 0.19408572 12542 1.322071 down 6.525666 6.928466 0.005867 0.245996 -0.4028 0.941863
1609709_aVvi.9132 Transcr ibed locus, weakly similar to NP_172706.1 zinc finger (AN1-like) family protein [Arabi 413.8116 432.5058 358.4455 316.9814 16 8.69283 8.756576 8.48561 8.308254 0.073639 3.478344 0.11123338 10989 1.2550721 up 8.724703 8.396933 0.045075 0.125409 0.32777 1.039034
1609710_aVvi.2122 Transcr ibed locus, weakly similar to XP_469171.1 putative senescence-associated protein [Or    59.72347 79.33418 105.463 102.2475 16 5.900226 6.309871 6.720593 6.675921 0.102433 2.879144 0.144719 11750 1.5085989 down 6.105048 6.698257 0.289662 0.031588 -0.5932094 0.911438
1609711_sVvi.2442 Transcr ibed locus, weakly similar to NP_565683.1 thioesterase family protein [Arabidopsis tha 732.7923 711.1215 642.0067 672.1601 16 9.517261 9.473952 9.326445 9.392661 0.0751434 3.439101 0.11304188 11035 1.0988954 up 9.495606 9.359552 0.030624 0.046822 0.136054 1.014536
1609712_at 10.60904 10.75234 10.35277 11.59871 16 3.407222 3.426579 3.371944 3.535892 0.6977242 0.448461 0.7332796 15796 1.0259905 down 3.416901 3.453918 0.013687 0.115929 -0.0370174 0.989282
1609713_aVvi.7697 Transcr ibed locus, strongly similar to NP_563813.2 60S ribosomal protein L10A (RPL10aA) 10702.02 11165.83 13425.07 14711.52 16 13.3856 13.4468 13.71264 13.84466 0.0380133 4.981597 0.06744641 9356 1.2856086 down 13.4162 13.77865 0.04328 0.09335 -0.362451 0.973695
1609714_aVvi.15737 Transcr ibed locus 3.628057 3.64487 3.513733 3.518761 16 1.859197 1.865867 1.813005 1.815068 0.0051421 13.89159 0.02943507 2897 1.0341862 up 1.862532 1.814036 0.004717 0.001459 0.048496 1.026734
1609715_s_at 1648.715 1678.494 4335.188 4785.462 9 10.68713 10.71295 12.08188 12.22444 0.0024761 20.05909 0.02645279 1553 2.7379975 down 10.70004 12.15316 0.018261 0.100808 -1.453121 0.880433
1609716_aVvi.2534 Transcr ibed locus 332.5337 279.9907 419.9346 399.4057 16 8.377357 8.129235 8.714021 8.641711 0.0814735 3.285599 0.12026528 11246 1.3421725 down 8.253296 8.677866 0.175448 0.051131 -0.42457 0.951074
1609717_aVvi.7392 Transcr ibed locus, strongly similar to XP_465742.1 putative 40S ribosomal protein S8 [Oryza 13973.79 13460.44 15387.58 15495.07 16 13.77043 13.71644 13.90948 13.91952 0.0248155 6.229254 0.05097238 8080 1.1258888 down 13.74344 13.9145 0.038182 0.007101 -0.171064 0.987706
1609718_aVvi.15786 Transcr ibed locus 4.223957 4.254185 4.074682 4.098289 16 2.078595 2.088883 2.026688 2.035022 0.0153103 7.988695 0.03931055 6465 1.0373366 up 2.083739 2.030855 0.007274 0.005893 0.0528841 1.02604
1609719_aVvi.4352 Transcr ibed locus, moderately similar to NP_564801.1 elongation factor Tu family protein [Ar 785.8923 762.115 267.6426 263.1862 16 9.618188 9.573865 8.064164 8.03994 2.67E-04 61.13442 0.01827131 241 2.915968 up 9.596026 8.052052 0.031341 0.017129 1.543974 1.191749
1609720_at 6.397874 6.443703 6.120211 5.90685 16 2.677593 2.68789 2.613581 2.562389 0.0682415 3.629256 0.10484416 10805 1.0678849 up 2.682741 2.587985 0.007281 0.036199 0.0947562 1.036614
1609721_aVvi.15555 Transcr ibed locus 707.5219 683.2001 33.64504 37.92922 16 9.466631 9.416164 5.072322 5.245238 4.42E-04 47.55032 0.01871624 389 19.462399 up 9.441398 5.15878 0.035685 0.12227 4.282618 1.830161
1609722_aVvi.5032 Transcr ibed locus, strongly similar to XP_468377.1 60S ribosomal protein L17 [Oryza sativa ( 7406.881 7368.448 8491.387 9019.627 16 12.85465 12.84715 13.05178 13.13885 0.0305055 5.593634 0.05800619 8730 1.1846164 down 12.8509 13.09532 0.005307 0.061567 -0.24442 0.981335
1609723_at 4.295162 4.3078 4.164049 4.183521 16 2.102713 2.106951 2.057987 2.064718 0.0082633 10.93247 0.03177843 4316 1.0305966 up 2.104832 2.061352 0.002997 0.004759 0.0434797 1.021093
1609724_aVvi.53 Transcr ibed locus, weakly similar to NP_191160.1 expressed protein [Arabidopsis thaliana] 283.6373 298.0264 231.5198 207.349 16 8.147903 8.219296 7.854992 7.695918 0.0427228 4.681624 0.07344771 9656 1.3269784 up 8.183599 7.775455 0.050482 0.112483 0.4081445 1.052491
1609725_aVvi.595 Transcr ibed locus, moderately similar to NP_198035.2 threonyl-tRNA synthetase / threonine-    1136.936 1095.617 1347.179 1509.352 16 10.15094 10.09753 10.39573 10.55971 0.0546753 4.099251 0.08836826 10271 1.2776467 down 10.12423 10.47772 0.037764 0.115956 -0.353489 0.966263
1609726_aVvi.10100 Transcr ibed locus, weakly similar to NP_198402.1 kinetochore protein-related [Arabidopsis th 81.69847 91.66388 180.0876 170.0348 16 6.352237 6.518282 7.492555 7.409687 0.0082398 10.94828 0.03173198 4310 2.02211 down 6.435259 7.45112 0.117411 0.058597 -1.0158614 0.863663
1609727_s_at 138.3697 126.8024 155.4626 153.1288 16 7.112384 6.986437 7.280424 7.258602 0.0749584 3.443864 0.112825 11029 1.1648161 down 7.049411 7.269513 0.089058 0.01543 -0.220102 0.969723
1609728_at 4.512906 4.541828 4.348812 4.367233 16 2.174057 2.183273 2.120621 2.12672 0.0099452 9.952577 0.03389936 4868 1.0388548 up 2.178665 2.123671 0.006517 0.004312 0.0549941 1.025896
1609729_aVvi.6280 Transcr ibed locus, weakly similar to NP_914424.1 putative syntaxin of plants 31 [Oryza sativa 159.2828 157.3576 140.8575 137.7336 16 7.315447 7.297903 7.138093 7.105737 0.009776 10.03961 0.03367025 4819 1.1366279 up 7.306675 7.121915 0.012406 0.022879 0.18476 1.025942
1609730_aVvi.8017 Transcr ibed locus, weakly similar to NP_032600.2 mitochondrial capsule selenoprotein [Mus 4.284442 4.303609 4.125508 4.132948 16 2.099108 2.105547 2.044572 2.047171 0.0037615 16.25899 0.02823139 2211 1.0399078 up 2.102327 2.045872 0.004554 0.001838 0.0564556 1.027595
1609731_aVvi.2597 Transcr ibed locus 5.005875 5.033254 4.869079 4.851538 16 2.323622 2.331492 2.283649 2.278442 0.0101332 9.85838 0.03400001 4947 1.0327646 up 2.327557 2.281045 0.005564 0.003682 0.0465114 1.02039
1609732_aVvi.11649 Transcr ibed locus 3.326076 3.341936 3.242978 3.26666 16 1.733821 1.740684 1.697319 1.707816 0.0311654 5.531255 0.05879635 8799 1.0243331 up 1.737253 1.702568 0.004853 0.007422 0.0346849 1.020372
1609733_aVvi.700 Transcr ibed locus, strongly similar to XP_479931.1 60S acidic ribosomal protein P0 [Oryza s 5182.566 5343.647 8524.986 8124.691 16 12.33945 12.38361 13.05748 12.9881 0.0038451 16.08024 0.02832705 2250 1.5814618 down 12.36153 13.02279 0.031225 0.049062 -0.661259 0.949223
1609734_aVvi.1410 Transcr ibed locus, strongly similar to NP_195506.1 glycine hydroxymethyltransferase / serine 5.656868 5.656107 5.322269 5.332715 16 2.500003 2.499809 2.412041 2.41487 2.69E-04 60.97753 0.01827131 242 1.0617546 up 2.499906 2.413456 1.37E-04 0.002 0.0864503 1.03582
1609735_aVvi.11338 Transcr ibed locus, moderately similar to NP_175425.2 target of rapamycin protein (TOR) [Ar  315.3708 346.6738 497.8015 503.1411 16 8.300905 8.437435 8.959427 8.974819 0.0129435 8.704153 0.03684102 5830 1.5135673 down 8.36917 8.967123 0.096541 0.010884 -0.597953 0.933317
1609736_aVvi.14760 Transcr ibed locus 2813.881 2814.351 236.3344 218.3014 16 11.45835 11.45859 7.884686 7.770177 2.49E-04 63.41953 0.0180123 224 12.389396 up 11.45847 7.827432 1.71E-04 0.080969 3.6310343 1.463886
1609737_aVvi.10530 Transcr ibed locus, moderately similar to NP_566632.1 U-box domain-containing protein [Ara 160.4076 257.6686 162.2941 214.7895 16 7.325598 8.009373 7.342467 7.746779 0.7863193 0.309335 0.8135896 16044 1.0888927 up 7.667485 7.544623 0.483502 0.285892 0.1228616 1.016285
1609738_aVvi.1545 Transcr ibed locus, moderately similar to NP_194274.2 WD-40 repeat family protein / zfwd1 pr 211.4899 243.6223 230.0835 225.6131 16 7.724444 7.928503 7.846014 7.817708 0.9630444 0.052299 0.96835214 16510 1.0037411 down 7.826473 7.831861 0.144291 0.020015 -0.0053875 0.999312
1609739_aVvi.9181 Transcr ibed locus, moderately similar to NP_200072.1 RabGAP/TBC domain-containing pro 517.5907 504.0099 460.0138 449.5325 16 9.015668 8.977308 8.845533 8.812282 0.0221815 6.602138 0.04759075 7737 1.1231741 up 8.996489 8.828907 0.027124 0.023513 0.167582 1.018981
1609740_aVvi.6779 Transcr ibed locus, weakly similar to XP_472904.1 OSJNBa0044K18.33 [Oryza sativa (japonic  536.0399 578.2725 790.0829 849.0927 16 9.066196 9.175606 9.62586 9.729778 0.0178628 7.381521 0.04249164 6978 1.4711232 down 9.120901 9.677819 0.077364 0.073481 -0.556918 0.942454
1609741_aVvi.12021 Transcr ibed locus 13.77291 15.55479 15.29724 14.71871 16 3.783761 3.959287 3.935199 3.879579 0.734427 0.389566 0.76680446 15900 1.0251714 down 3.871524 3.907389 0.124116 0.03933 -0.0358652 0.990821
1609742_aVvi.15235 Transcr ibed locus 3.919277 3.937624 3.806118 3.827482 16 1.970588 1.977325 1.92832 1.936396 0.0156068 7.910652 0.03962623 6536 1.0292537 up 1.973957 1.932358 0.004764 0.00571 0.0415987 1.021527
1609743_aVvi.7565 Transcr ibed locus 175.0004 170.4804 171.0671 156.79 16 7.451214 7.413462 7.418419 7.292689 0.3626146 1.16982 0.41852942 14383 1.0546649 up 7.432338 7.355554 0.026695 0.088905 0.0767844 1.010439
1609744_at 1517.999 1638.451 708.1489 834.5722 16 10.56796 10.67812 9.467909 9.704893 0.0155199 7.933312 0.03952657 6516 2.0514364 up 10.62304 9.586401 0.077896 0.167573 1.036634 1.108136
1609745_aVvi.6013 Transcr ibed locus 395.5139 354.2936 93.62692 103.5391 16 8.627584 8.468802 6.548852 6.694032 0.0031027 17.91081 0.02770756 1857 3.8019805 up 8.548193 6.621442 0.112277 0.102658 1.926751 1.290987
1609746_aVvi.3699 Transcr ibed locus, moderately similar to NP_566828.1 expressed protein [Arabidopsis thalian 180.3872 171.8906 191.2234 164.8796 16 7.494953 7.425347 7.579115 7.365269 0.9244903 0.107093 0.9359914 16397 1.0083818 down 7.46015 7.472192 0.049219 0.151212 -0.012042 0.998388
1609747_aVvi.14579 Transcr ibed locus 12.06233 10.68875 14.38183 11.67995 16 3.592436 3.418021 3.846176 3.545962 0.3862811 1.099307 0.44198668 14508 1.1414285 down 3.505229 3.696069 0.12333 0.212283 -0.1908405 0.948367
1609748_aVvi.7431 Transcr ibed locus, weakly similar to NP_500523.2 DNA-directed RNA polymerase II largest 2208.381 2010.876 1882.536 1736.268 16 11.10877 10.97361 10.87846 10.76177 0.1316515 2.476095 0.17768294 12300 1.1656003 up 11.04119 10.82012 0.095576 0.082511 0.221073 1.020432
1609749_aVvi.5707 Transcr ibed locus, weakly similar to NP_175691.1 2-oxoglutarate-dependent dioxygenase, pu 2724.444 2994.607 7945.494 7104.595 16 11.41175 11.54815 12.95592 12.79454 0.0056851 13.2061 0.02982877 3162 2.6303976 down 11.47995 12.87523 0.096453 0.114116 -1.395281 0.891631
1609750_at 6.045045 6.189084 5.734443 5.724636 16 2.595753 2.629726 2.519653 2.517184 0.0310916 5.53813 0.05869723 8793 1.0675627 up 2.61274 2.518419 0.024022 0.001746 0.0943208 1.037452
1609751_aVvi.380 Transcr ibed locus, moderately similar to NP_197353.1 expressed protein [Arabidopsis thalian 4674.053 4859.492 5537.575 5433.124 16 12.19046 12.24659 12.43504 12.40757 0.022932 6.489455 0.04854224 7842 1.1509138 down 12.21852 12.4213 0.039692 0.019427 -0.20278 0.983675
1609752_aVvi.689 Transcr ibed locus, strongly similar to NP_196848.1 ubiquinol-cytochrome C reductase iron-s 4389.483 4418.269 5073.831 4943.057 16 12.09984 12.10927 12.30886 12.27119 0.010783 9.552032 0.03485953 5134 1.1371901 down 12.10455 12.29002 0.006668 0.026638 -0.185474 0.984909
1609753_aVvi.3349 Transcr ibed locus, moderately similar to NP_564904.1 leucine-rich repeat family protein / pro 8.621554 9.391441 9.203057 17.37891 16 3.107948 3.231347 3.202113 4.119266 0.3997919 1.061235 0.45511138 14583 1.4054598 down 3.169647 3.660689 0.087256 0.648525 -0.4910422 0.865861
1609754_sVvi.2881 GO:000815Ferredoxin-dependent glutamate synthase (clone pGOGAT5) 189.8245 153.6099 122.6689 133.2573 16 7.568522 7.263126 6.938626 7.058071 0.1257944 2.546181 0.17132755 12188 1.3355882 up 7.415824 6.998349 0.215947 0.08446 0.4174753 1.059653
1609755_s_at 6390.403 6335.187 7079.27 7870.241 16 12.64169 12.62917 12.78939 12.94219 0.0951956 3.004942 0.13626806 11597 1.1731254 down 12.63543 12.86579 0.008852 0.108051 -0.230357 0.982095
1609756_at 536.7912 513.6041 644.4282 687.2791 16 9.068217 9.004513 9.331876 9.424752 0.026064 6.072369 0.05243515 8251 1.2674673 down 9.036366 9.378314 0.045046 0.065674 -0.3419485 0.963538
1609757_sVvi.839 Transcr ibed locus, weakly similar to NP_197570.1 senescence-associated protein-related [Ar 362.2893 311.3107 254.6404 225.93 16 8.500999 8.282211 7.992317 7.819732 0.0733858 3.485061 0.11094079 10981 1.4001496 up 8.391605 7.906025 0.154706 0.122036 0.4855805 1.061419
1609758_aVvi.475 Transcr ibed locus, moderately similar to NP_565274.1 ankyrin repeat family protein [Arabidop 119.0251 135.5051 245.4106 197.4393 16 6.895122 7.082203 7.939054 7.625265 0.0491201 4.344058 0.08136326 10021 1.7332708 down 6.988662 7.782159 0.132286 0.221882 -0.7934971 0.898036
1609759_s_at 115.5321 124.2826 152.1653 204.4664 16 6.85215 6.957481 7.249496 7.67572 0.1262205 2.54093 0.17174923 12200 1.4720148 down 6.904816 7.462608 0.07448 0.301386 -0.5577923 0.925255
1609760_at 172.5457 154.9193 117.352 106.7344 16 7.430834 7.275373 6.874699 6.737881 0.0340381 5.280859 0.06246282 9046 1.4608555 up 7.353104 6.80629 0.109928 0.096745 0.5468136 1.080339
1609761_aVvi.5544 Transcr ibed locus, moderately similar to NP_568727.1 cyclopropyl isomerase (CPI1) [Arabid 147.6655 158.4773 404.0847 356.7966 16 7.206189 7.308132 8.658514 8.478958 0.0061388 12.70433 0.03016719 3377 2.4821243 down 7.257161 8.568736 0.072085 0.126965 -1.3115753 0.846935
1609762_s_at 566.5165 560.7849 720.7637 756.2264 16 9.145974 9.131304 9.493382 9.562675 0.0081702 10.99535 0.03164294 4283 1.3098385 down 9.138639 9.528029 0.010374 0.048997 -0.3893895 0.959132
1609763_aVvi.5299 Transcr ibed locus 15.78092 15.87415 17.67215 14.60293 16 3.98011 3.988607 4.143406 3.868186 0.8905569 0.155711 0.906445 16310 1.0149704 down 3.984358 4.005796 0.006009 0.19461 -0.0214377 0.994648
1609764_aVvi.3089 Transcr ibed locus 256.506 246.9589 498.763 514.0432 16 8.002849 7.948127 8.962211 9.005746 0.0011998 28.84421 0.02324235 856 2.011805 down 7.975488 8.983978 0.038694 0.030784 -1.0084903 0.887746
1609765_sVvi.127 GO:000981LDOX mRNA for leucoanthocyanidin dioxygenase 78.69258 66.35253 8.880518 8.178581 16 6.298156 6.05208 3.150644 3.031851 0.001957 22.57183 0.02540366 1277 8.478861 up 6.175118 3.091247 0.174002 0.084 3.0838705 1.997614
1609766_aVvi.10343 Transcr ibed locus, moderately similar to NP_197676.2 aspartyl protease family protein [Arabi 612.7251 595.8535 223.1409 228.4052 16 9.259096 9.218814 7.801811 7.835452 3.41E-04 54.12637 0.01844939 306 2.676455 up 9.238955 7.818631 0.028484 0.023787 1.420324 1.181659
1609767_at 5.184553 5.223757 4.945617 5.035967 16 2.37422 2.385088 2.30615 2.332269 0.0506387 4.273256 0.08327927 10094 1.0427867 up 2.379654 2.31921 0.007685 0.018469 0.0604441 1.026062
1609768_aVvi.11848 Transcr ibed locus, weakly similar to NP_568185.1 mitochondrial transcr iption termination fac 9.500319 11.27477 11.5972 20.01935 16 3.247976 3.495026 3.535705 4.323323 0.3089675 1.352014 0.36446482 14073 1.4722403 down 3.371501 3.929514 0.174691 0.55693 -0.5580132 0.857994
1609769_aVvi.9887 Transcr ibed locus, weakly similar to NP_196062.1 kelch repeat-containing protein [Arabidops 349.5438 350.2365 438.0451 443.8197 16 8.449329 8.452186 8.774936 8.79383 8.19E-04 34.91838 0.0221369 608 1.2601757 down 8.450758 8.784383 0.00202 0.01336 -0.333625 0.962021
1609770_aVvi.11736 Transcr ibed locus, weakly similar to NP_171980.1 high mobility group (HMG1/2) family prote     405.2735 426.525 610.9383 568.9932 16 8.662752 8.736486 9.254883 9.152267 0.0153559 7.976557 0.03933629 6480 1.4180967 down 8.699619 9.203575 0.052138 0.07256 -0.503956 0.945243
1609771_aVvi.10232 Transcr ibed locus 7.507065 7.646737 7.077168 7.056331 16 2.908249 2.934844 2.823172 2.818918 0.0174852 7.462957 0.04200995 6909 1.0721459 up 2.921547 2.821045 0.018806 0.003008 0.1005013 1.035626
1609772_aVvi.8511 Transcr ibed locus, weakly similar to NP_196216.2 transducin family protein / WD-40 repeat fa 59.6153 48.37007 103.2406 126.1024 16 5.897611 5.596043 6.689867 6.978452 0.034922 5.210003 0.06358529 9116 2.1248083 down 5.746827 6.834159 0.213241 0.20406 -1.0873328 0.840897
1609773_aVvi.6263 Transcr ibed locus, moderately similar to NP_179538.1 nucleosome assembly protein (NAP), 2662.088 2839.371 3308.202 3427.398 16 11.37834 11.47136 11.69183 11.7429 0.0313572 5.513486 0.05899738 8823 1.224775 down 11.42485 11.71737 0.06577 0.036109 -0.292516 0.975036
1609774_sVvi.7710 Transcr ibed locus, moderately similar to NP_199326.1 Ras-related protein (RHA1) / small G 2568.389 2565.509 2013.584 2014.457 16 11.32665 11.32503 10.97555 10.97618 6.14E-06 403.4082 0.00784736 12 1.2745391 up 11.32584 10.97586 0.001144 4.42E-04 0.3499755 1.031886
1609775_aVvi.7555 Transcr ibed locus, moderately similar to NP_181401.1 ethanolamine-phosphate cytidylyltransf 872.9305 927.1102 1175.842 1167.283 16 9.769723 9.856597 10.19948 10.18894 0.0129305 8.708595 0.03684102 5825 1.3022877 down 9.81316 10.19421 0.061429 0.007452 -0.381048 0.962621
1609776_aVvi.6296 Transcr ibed locus, weakly similar to NP_196696.2 endonuclease/exonuclease/phosphatase fa 174.4273 144.3789 148.1549 158.5741 16 7.446481 7.173716 7.210962 7.309014 0.762504 0.345763 0.7927291 15968 1.0353445 up 7.310099 7.259988 0.192874 0.069333 0.0501106 1.006902
1609777_aVvi.9947 Transcr ibed locus 392.8205 386.643 411.5283 414.9563 16 8.617726 8.594858 8.684848 8.696816 0.0225188 6.550799 0.04802283 7784 1.0603491 down 8.606293 8.690832 0.01617 0.008462 -0.084539 0.990273
1609778_aVvi.14920 Transcr ibed locus 176.0761 202.2048 233.0758 195.8877 16 7.460056 7.659674 7.864656 7.613883 0.3793421 1.119453 0.43503657 14475 1.1324161 down 7.559865 7.739269 0.141151 0.177323 -0.1794043 0.976819
1609779_aVvi.2725 Transcr ibed locus 8.5174 8.648547 9.888723 7.352685 16 3.090413 3.112458 3.305784 2.878271 0.9689356 0.043953 0.9734504 16524 1.0065423 up 3.101435 3.092028 0.015588 0.302297 0.0094077 1.003043
1609780_aVvi.2478 Transcr ibed locus, weakly similar to NP_918652.1 P0520B06.18 [Oryza sativa (japonica cultiv 406.794 367.3866 660.1254 617.4297 16 8.668155 8.521155 9.366596 9.270131 0.0144373 8.232161 0.0384003 6240 1.6514212 down 8.594655 9.318363 0.103944 0.068211 -0.723708 0.922335
1609781_sVvi.6949 Transcr ibed locus, moderately similar to XP_480480.1 glyoxalase I [Oryza sativa (japonica cu 2042.398 1934.897 115.7763 124.5032 16 10.99605 10.91804 6.855196 6.960039 2.60E-04 61.97512 0.0180123 238 16.557661 up 10.95705 6.907618 0.055159 0.074135 4.0494274 1.586226
1609782_aVvi.2229 Transcr ibed locus, weakly similar to NP_916496.1 hypothetical protein [Oryza sativa (japonica 29.48381 30.87926 73.96639 72.02679 16 4.881851 4.948566 6.208798 6.170462 9.10E-04 33.12534 0.02238427 674 2.4190166 down 4.915209 6.18963 0.047175 0.027108 -1.2744206 0.794104
1609783_at 7.96011 7.225369 6.603028 6.514152 16 2.992788 2.853071 2.723128 2.703577 0.0970705 2.971076 0.13833177 11649 1.1563492 up 2.92293 2.713353 0.098795 0.013824 0.2095771 1.077239
1609784_sVvi.2415 Transcr ibed locus, moderately similar to NP_173786.1 oxidoreductase, zinc-binding dehydrog 415.0367 411.5585 10.90288 9.860673 16 8.697095 8.684954 3.446636 3.301686 1.87E-04 73.10514 0.0168302 182 39.859825 up 8.691025 3.374161 0.008585 0.102495 5.3168638 2.575759
1609785_at 12.64217 12.30613 10.3992 10.13225 14 3.660172 3.621305 3.3784 3.340883 0.009107 10.40713 0.03284354 4602 1.2151184 up 3.640739 3.359642 0.027483 0.026529 0.2810969 1.083669
1609786_aVvi.15478 Transcr ibed locus 3.574224 3.595416 3.476271 3.490403 16 1.83763 1.846159 1.79754 1.803394 0.015231 8.009949 0.03921612 6447 1.0291315 up 1.841894 1.800467 0.006031 0.004139 0.0414274 1.023009
1609787_aVvi.3634 Transcr ibed locus 4.631233 4.654944 4.433446 4.438069 16 2.211397 2.218764 2.148429 2.149932 0.0032389 17.52836 0.02783547 1923 1.0467377 up 2.21508 2.14918 0.00521 0.001063 0.0658999 1.030663
1609788_aVvi.14667 Transcr ibed locus 26.49946 26.24542 25.41721 32.21886 16 4.727891 4.713994 4.667734 5.009833 0.5623469 0.68836 0.6084914 15342 1.0851096 down 4.720943 4.838783 0.009827 0.241901 -0.1178408 0.975647
1609789_aVvi.14846 Transcr ibed locus 3.625017 3.623459 3.528977 3.540216 16 1.857988 1.857368 1.81925 1.823837 0.0040778 15.6119 0.02864669 2362 1.0253625 up 1.857678 1.821544 4.39E-04 0.003244 0.036134 1.019837
1609790_aVvi.9346 Transcr ibed locus, weakly similar to NP_199618.1 xyloglucan:xyloglucosyl transferase, putativ 153.5437 101.452 251.5944 314.9183 16 7.262506 6.664653 7.974956 8.298834 0.0746744 3.451211 0.11248931 11020 2.2552948 down 6.963579 8.136895 0.422745 0.229016 -1.173316 0.855803
1609791_sVvi.11529 Transcr ibed locus, moderately similar to XP_473855.1 OSJNBa0085I10.17 [Oryza sativa (jap 573.3806 588.8033 1037.648 1061.384 16 9.163349 9.201642 10.0191 10.05173 8.69E-04 33.90685 0.02224117 647 1.8061535 down 9.182495 10.03542 0.027077 0.023073 -0.852921 0.915009
1609792_at 4.171608 4.187548 4.04235 4.076842 16 2.060603 2.066106 2.015194 2.027452 0.0246089 6.256348 0.05073357 8052 1.0295624 up 2.063355 2.021323 0.003891 0.008668 0.0420313 1.020794
1609793_aVvi.1823 Transcr ibed locus, weakly similar to XP_481756.1 putative GEKO1 [Oryza sativa (japonica cu 2945.691 2865.9 1448.25 1435.244 16 11.52439 11.48477 10.50009 10.48708 4.25E-04 48.48865 0.01871624 372 2.015299 up 11.50458 10.49359 0.028014 0.009202 1.0109935 1.096344
1609794_at 6.975625 7.004367 8.375455 6.94594 16 2.802322 2.808255 3.066168 2.79617 0.4496314 0.93223 0.50332373 14829 1.0911733 down 2.805289 2.931169 0.004195 0.190917 -0.1258802 0.957055
1609795_aVvi.2171 Transcr ibed locus, moderately similar to XP_480815.1 unknown protein [Oryza sativa (japonic  183.3707 216.3739 393.8845 385.4815 16 7.518619 7.757383 8.621629 8.590518 0.015116 8.041065 0.03905328 6425 1.9562252 down 7.638001 8.606073 0.168832 0.021999 -0.968072 0.887513
1609796_aVvi.3464 Transcr ibed locus, weakly similar to NP_850236.1 RNA polymerase I specific transcr iption in 1066.742 1083.803 1483.739 1434.671 16 10.059 10.08189 10.53502 10.48651 0.0036904 16.41563 0.02823081 2167 1.3569071 down 10.07044 10.51076 0.016187 0.034307 -0.440322 0.958108
1609797_x_at 8.362953 8.448658 7.887719 7.873765 16 3.064013 3.078722 2.979608 2.977054 0.0063764 12.46315 0.03038486 3483 1.0666127 up 3.071367 2.978331 0.010401 0.001806 0.0930364 1.031238
1609798_aVvi.6757 Transcr ibed locus, weakly similar to NP_922337.1 putative transcr iption factor [Oryza sativa (j 5.063467 4.884606 22.43497 11.85624 16 2.340126 2.288242 4.487678 3.567575 0.0653137 3.71855 0.10133047 10700 3.2794232 down 2.314184 4.027626 0.036687 0.650611 -1.713442 0.574578
1609799_aVvi.11312 Transcr ibed locus, moderately similar to NP_564084.1 dehydration-responsive protein-related 183.3729 172.8867 251.8078 231.8561 16 7.518636 7.433683 7.976179 7.857086 0.0264848 6.021977 0.05295417 8302 1.3570492 down 7.47616 7.916633 0.060071 0.084212 -0.4404731 0.944361
1609800_aVvi.15230 Transcr ibed locus 4.157923 4.17572 3.996042 4.01317 16 2.055863 2.062025 1.998572 2.004742 0.0057431 13.13868 0.02989878 3184 1.0405072 up 2.058944 2.001657 0.004357 0.004363 0.057287 1.02862
1609801_aVvi.10909 Transcr ibed locus, weakly similar to XP_475883.1 protein phosphatase 2A B'kappa subunit [O 259.7158 257.7232 291.7921 289.4843 16 8.02079 8.009679 8.188797 8.177341 0.0022528 21.03326 0.02595298 1440 1.1233716 down 8.015234 8.183069 0.007857 0.0081 -0.167835 0.97949
1609802_aVvi.14785 Transcr ibed locus 3.844979 3.852204 3.716499 3.747403 16 1.942976 1.945684 1.893944 1.905891 0.0184947 7.250799 0.04326115 7096 1.0312629 up 1.94433 1.899918 0.001915 0.008448 0.0444122 1.023376
1609803_s_at 3983.5 4126.394 4910.94 4741.846 16 11.95982 12.01067 12.26178 12.21123 0.0197546 7.009001 0.0447256 7331 1.1902508 down 11.98524 12.23651 0.035953 0.035745 -0.251265 0.979466
1609804_aVvi.13105 Transcr ibed locus, weakly similar to NP_566926.1 phytosulfokines 3 (PSK3) [Arabidopsis thal 115.2361 105.9823 166.1084 175.1332 16 6.848449 6.72768 7.375982 7.452309 0.0127691 8.764537 0.03674486 5768 1.5433673 down 6.788064 7.414146 0.085397 0.053971 -0.6260815 0.915556
1609805_aVvi.8293 Transcr ibed locus 64.07436 71.85727 89.57729 97.11862 16 6.001675 6.167062 6.485061 6.601676 0.0453168 4.536349 0.07670775 9807 1.3745884 down 6.084369 6.543368 0.116946 0.082459 -0.4589996 0.929853
1609806_aVvi.15042 Transcr ibed locus 18.56968 13.04203 11.22696 7.304936 16 4.214877 3.705097 3.488895 2.868872 0.1910225 1.946223 0.24216215 13095 1.7184443 up 3.959987 3.178884 0.360469 0.438423 0.7811031 1.245716
1609807_aVvi.14934 Transcr ibed locus 4.901354 4.900794 4.689568 4.678466 16 2.293181 2.293016 2.229455 2.226036 6.85E-04 38.18024 0.02179546 521 1.0463407 up 2.293098 2.227745 1.17E-04 0.002418 0.0653527 1.029336
1609808_aVvi.4573 Transcr ibed locus, moderately similar to NP_176053.1 galactinol synthase, putative [Arabidop 1552.455 1388.727 245.6141 221.7115 16 10.60034 10.43955 7.940249 7.79254 0.0016883 24.30691 0.02493529 1115 6.2921247 up 10.51994 7.866394 0.113695 0.104446 2.653547 1.337327
1609809_aVvi.13452 Transcr ibed locus, weakly similar to NP_180437.2 expressed protein [Arabidopsis thaliana] 3.196395 3.213737 3.110599 3.124548 16 1.676446 1.684252 1.637192 1.643648 0.0157115 7.88363 0.03976861 6558 1.0280629 up 1.680349 1.64042 0.00552 0.004565 0.0399286 1.02434
1609810_aVvi.2333 Transcr ibed locus, strongly similar to NP_192629.1 arginase [Arabidopsis thaliana] 76.37357 86.44962 114.5958 93.95055 16 6.255002 6.433788 6.84041 6.55383 0.1719735 2.088513 0.22168684 12878 1.2769704 down 6.344395 6.69712 0.126421 0.202643 -0.352725 0.947332
1609811_aVvi.5651 Transcr ibed locus, moderately similar to NP_563985.1 Golgi SNARE 11 protein [Arabidopsis 116.0447 89.39806 114.6716 136.1486 16 6.858537 6.482171 6.841364 7.089038 0.3207651 1.308838 0.37664205 14138 1.2267553 down 6.670354 6.965201 0.266131 0.175132 -0.2948474 0.957669
1609812_aVvi.8947 Transcr ibed locus, weakly similar to NP_567030.1 zinc finger (CCCH-type) family protein [Ar 1632.819 1794.669 1008.297 952.6758 16 10.67315 10.8095 9.977705 9.895842 0.009628 10.11762 0.03354779 4763 1.7466035 up 10.74133 9.936773 0.096416 0.057886 0.804552 1.080967
1609813_aVvi.932 Transcr ibed locus, weakly similar to NP_196705.1 hypothetical protein [Arabidopsis thaliana] 457.8357 424.2532 540.2503 531.6619 16 8.838686 8.728782 9.077484 9.054365 0.0373924 5.025231 0.06667223 9310 1.2160405 down 8.783733 9.065925 0.077714 0.016348 -0.282192 0.968873
1609814_aVvi.3707 Transcr ibed locus, moderately similar to NP_567046.1 expressed protein [Arabidopsis thalian 1139.828 1129.788 1132.65 1203.837 16 10.1546 10.14184 10.14549 10.23342 0.451312 0.928154 0.5047957 14842 1.0289956 down 10.14822 10.18946 0.009025 0.062181 -0.041237 0.995953
1609815_aVvi.292 Transcr ibed locus, weakly similar to NP_180956.2 expressed protein [Arabidopsis thaliana] 98.34148 87.96159 68.71215 84.2655 16 6.619728 6.458802 6.102493 6.39687 0.2264319 1.726318 0.27984974 13432 1.222287 up 6.539265 6.249682 0.113792 0.208156 0.2895832 1.046336
1609816_aVvi.8954 Transcr ibed locus, weakly similar to NP_199205.1 transducin family protein / WD-40 repeat fa 1032.23 1096.641 958.2503 953.5377 16 10.01155 10.09888 9.904259 9.897146 0.0718343 3.526975 0.10905298 10934 1.1130432 up 10.05521 9.900702 0.06175 0.005029 0.15451 1.015606
1609817_at 3.602201 3.623947 3.49059 3.494292 16 1.848879 1.857562 1.803471 1.805 0.0080022 11.11163 0.03158401 4200 1.0345366 up 1.85322 1.804236 0.00614 0.001081 0.0489846 1.02715
1609818_aVvi.7190 Transcr ibed locus, weakly similar to NP_197368.1 beta-amylase, putative (BMY3) / 1,4-alpha- 7808.171 7820.946 3839.275 3770.041 16 12.93077 12.93313 11.90662 11.88036 1.61E-04 78.79497 0.0168302 156 2.0540295 up 12.93195 11.89349 0.001668 0.018563 1.038457 1.087313
1609819_sVvi.121 GO:000654Cytosolic glutamine synthetase (clone pGS1;2) 12421.42 12380.49 11890.32 11847.49 16 13.60054 13.59578 13.5375 13.53229 0.0030942 17.93548 0.02770756 1852 1.0448276 up 13.59816 13.5349 0.003366 0.003681 0.063265 1.004674
1609820_at 2.893369 2.91131 2.817421 2.829809 16 1.53275 1.541668 1.494375 1.500705 0.0184743 7.254913 0.04323529 7093 1.0278783 up 1.537209 1.49754 0.006306 0.004476 0.0396695 1.02649
1609821_aVvi.1389 Transcr ibed locus, moderately similar to NP_181996.1 casein kinase II beta chain, putative [A 1685.842 1708.909 2071.291 2090.51 16 10.71925 10.73886 11.01631 11.02964 0.0016223 24.79726 0.02492374 1079 1.2259665 down 10.72906 11.02298 0.013864 0.009422 -0.29392 0.973336
1609822_aVvi.10191 Transcr ibed locus, strongly similar to NP_196254.1 ribosomal protein S8e family protein [Ara 704.2737 752.2075 1054.14 1096.057 16 9.459992 9.554987 10.04185 10.09811 0.009494 10.18979 0.03339021 4719 1.4768144 down 9.50749 10.06998 0.067171 0.039779 -0.562489 0.944142
1609823_aVvi.11568 Transcr ibed locus, weakly similar to XP_470006.1 putative UDP-glucoronosyl and UDP-gluc 6.354193 6.416586 6.071527 6.035595 16 2.667709 2.681806 2.602059 2.593496 0.0112837 9.334162 0.03518983 5322 1.0548075 up 2.674758 2.597778 0.009968 0.006055 0.0769799 1.029633
1609824_aVvi.1127 Transcr ibed locus, weakly similar to XP_475341.1 unknown protein [Oryza sativa (japonica cu 351.0912 340.751 583.9724 516.6538 16 8.455702 8.412574 9.189756 9.013054 0.0180741 7.337061 0.04276875 7015 1.5880626 down 8.434137 9.101405 0.030496 0.124948 -0.667268 0.926685
1609825_aVvi.15736 Transcr ibed locus 3.563993 3.578384 3.464169 3.463614 16 1.833494 1.839308 1.792509 1.792278 0.0043421 15.12635 0.02915045 2471 1.0309738 up 1.836401 1.792394 0.004111 1.63E-04 0.0440076 1.024552
1609826_aVvi.3987 Transcr ibed locus 12.79026 12.89231 12.06362 12.09667 16 3.676974 3.688439 3.592591 3.596538 0.004698 14.5381 0.02932391 2658 1.0630004 up 3.682707 3.594564 0.008107 0.00279 0.0881422 1.024521
1609827_aVvi.15707 Transcr ibed locus 5.153987 5.209184 4.97174 5.004479 16 2.365689 2.381057 2.313751 2.32322 0.0259904 6.081313 0.05235921 8240 1.0387783 up 2.373373 2.318485 0.010867 0.006695 0.0548877 1.023674
1609828_aVvi.7227 Transcr ibed locus, weakly similar to NP_182046.1 auxin-responsive protein-related [Arabidop 3.268899 3.286516 3.18191 3.236684 16 1.708805 1.716559 1.669893 1.694517 0.1421131 2.361122 0.18906651 12478 1.0213498 up 1.712682 1.682205 0.005483 0.017412 0.0304771 1.018117
1609829_at 78.36793 87.3428 106.8138 131.8781 16 6.292192 6.448617 6.738955 7.043061 0.0930621 3.044653 0.13375618 11550 1.4345549 down 6.370404 6.891007 0.11061 0.215036 -0.5206032 0.924452
1609830_aVvi.11487 Transcr ibed locus, weakly similar to NP_566497.1 expressed protein [Arabidopsis thaliana] 67.94285 69.29447 74.2262 63.31032 16 6.08625 6.114668 6.213857 5.984369 0.9917641 0.011642 0.9931998 16577 1.0009335 up 6.100459 6.099113 0.020095 0.162273 0.001346 1.000221
1609831_aVvi.2152 Transcr ibed locus 55.60442 57.22057 50.63758 60.3148 16 5.797128 5.838461 5.662137 5.91444 0.8389186 0.230818 0.86037356 16187 1.020663 up 5.817795 5.788288 0.029227 0.178406 0.029507 1.005098
1609832_aVvi.15441 Transcr ibed locus 37.74205 28.43375 98.5265 93.02786 16 5.238101 4.829533 6.622439 6.539591 0.0176704 7.422686 0.04222679 6946 2.9224904 down 5.033817 6.581015 0.288901 0.058583 -1.547198 0.7649
1609833_aVvi.3929 Transcr ibed locus 4.727297 4.744493 4.5893 4.607537 16 2.241015 2.246254 2.198274 2.203996 0.0082264 10.9573 0.03170272 4306 1.0298969 up 2.243635 2.201135 0.003704 0.004046 0.0424997 1.019308
1609834_aVvi.14832 Transcr ibed locus 4.468789 4.497901 4.289714 4.303532 16 2.159884 2.169252 2.100881 2.105521 0.0071768 11.74051 0.03103038 3838 1.0434537 up 2.164568 2.103201 0.006624 0.003281 0.0613666 1.029178
1609835_aVvi.383 Transcr ibed locus, weakly similar to XP_479456.1 putative 60S ribosome subunit biogenesis p     299.8496 299.8436 528.144 563.5714 16 8.228095 8.228066 9.044787 9.138454 0.0029284 18.43851 0.02737357 1775 1.8194982 down 8.228081 9.091621 2.02E-05 0.066233 -0.86354 0.905018
1609836_aVvi.15591 Transcr ibed locus 7.749622 7.804701 7.305611 7.452651 16 2.954126 2.964343 2.869005 2.897754 0.0381448 4.972485 0.06760898 9365 1.0539858 up 2.959235 2.883379 0.007224 0.020328 0.0758555 1.026308
1609837_sVvi.1951 Transcr ibed locus, weakly similar to NP_193623.1 heat shock transcr iption factor 21 (HSF21) 958.4619 977.0504 751.1869 723.7003 16 9.904577 9.932289 9.553028 9.499249 0.0058934 12.96853 0.03008681 3251 1.3124795 up 9.918433 9.526138 0.019595 0.038028 0.392295 1.041181
1609838_aVvi.14903 Transcr ibed locus 3.761237 3.776119 3.61501 3.633641 16 1.911207 1.916904 1.854 1.861416 0.0068154 12.05103 0.03073394 3677 1.0398303 up 1.914056 1.857708 0.004028 0.005244 0.0563481 1.030332
1609839_at 7.039686 8.034352 7.784152 7.196335 16 2.815511 3.006182 2.96054 2.847262 0.9557573 0.06263 0.9625407 16484 1.0048256 up 2.910846 2.903901 0.134825 0.080099 0.0069452 1.002392
1609840_aVvi.2266 Transcr ibed locus, weakly similar to NP_564673.1 peptidoglycan-binding LysM domain-conta   6.048014 6.080136 5.882161 5.828277 16 2.596462 2.604104 2.556346 2.543069 0.0221769 6.602845 0.04758705 7736 1.0356774 up 2.600283 2.549708 0.005404 0.009388 0.0505747 1.019835
1609841_at 9.441652 7.926896 9.630637 9.221183 16 3.239039 2.986756 3.267631 3.204952 0.4426426 0.949354 0.49636966 14804 1.0892943 down 3.112898 3.236291 0.178391 0.044321 -0.1233938 0.961872
1609842_at 8.981463 8.808744 8.085903 8.148324 16 3.166951 3.138936 3.015409 3.026503 0.0127796 8.760884 0.03674486 5771 1.0958022 up 3.152943 3.020956 0.019809 0.007845 0.1319874 1.043691
1609843_aVvi.1446 Transcr ibed locus, weakly similar to NP_195276.3 expressed protein [Arabidopsis thaliana] 997.8696 829.17 574.4686 575.8762 16 9.962708 9.695524 9.166084 9.169615 0.03848 4.949475 0.06803469 9389 1.5814701 up 9.829116 9.16785 0.188927 0.002496 0.661266 1.072129
1609844_at 440.4513 427.9716 385.5957 406.7454 12 8.782839 8.741371 8.590945 8.667982 0.0937238 3.032199 0.13455577 11563 1.0962994 up 8.762105 8.629463 0.029322 0.054473 0.132642 1.015371
1609845_aVvi.3882 Transcr ibed locus, moderately similar to NP_564964.1 chloroplast division protein, putative (M  414.6028 383.9135 434.3641 444.2888 16 8.695586 8.584638 8.762761 8.795354 0.1381604 2.403137 0.18478517 12412 1.1011001 down 8.640112 8.779058 0.078452 0.023047 -0.1389455 0.984173
1609846_aVvi.7635 Putative ripening-induced protein 1 precursor (mrip1) 1072.977 1082.05 2180.439 2307.072 16 10.0674 10.07955 11.0904 11.17185 0.001512 25.68794 0.02465859 1017 2.0815349 down 10.07348 11.13112 0.008591 0.05759 -1.0576475 0.904983
1609847_aVvi.6823 Transcr ibed locus, moderately similar to NP_191881.1 kelch repeat-containing F-box family p 331.4903 361.931 264.5301 276.8777 16 8.372823 8.499571 8.047288 8.113105 0.0379589 4.985377 0.0673859 9351 1.2798733 up 8.436197 8.080196 0.089624 0.04654 0.356001 1.044058
1609848_aVvi.175 Transcr ibed locus, moderately similar to NP_175314.1 40S ribosomal protein S7 (RPS7A) [A 14418.31 14832.92 15597.95 15815.01 16 13.81562 13.85651 13.92907 13.94901 0.0455039 4.526343 0.07696166 9815 1.0739837 down 13.83607 13.93904 0.028919 0.014098 -0.102972 0.992613
1609849_aVvi.820 Transcr ibed locus, moderately similar to NP_200538.1 expressed protein [Arabidopsis thalian 122.0605 130.1419 242.1443 222.4785 16 6.931453 7.023942 7.919724 7.797522 0.0074817 11.49614 0.03124492 3972 1.8415558 down 6.977697 7.858623 0.065399 0.086409 -0.8809252 0.887903
1609850_aVvi.3347 Transcr ibed locus, moderately similar to NP_179333.2 ARID/BRIGHT DNA-binding domain-   1272.357 1259.933 1278.441 1268.026 16 10.31329 10.29913 10.32017 10.30837 0.4740161 0.874613 0.5263957 14949 1.005602 down 10.30621 10.31427 0.01001 0.008344 -0.008059 0.999219
1609851_aVvi.14262 Transcr ibed locus 138.4771 141.0602 822.6622 874.6541 16 7.113504 7.140167 9.684156 9.772569 3.15E-04 56.34343 0.01827131 281 6.069288 down 7.126836 9.728363 0.018854 0.062517 -2.601527 0.732583
1609852_aVvi.14597 Transcr ibed locus 140.9393 119.8319 342.12 310.4031 16 7.13893 6.904869 8.418359 8.277999 0.0104211 9.719167 0.03445698 5020 2.5075521 down 7.021899 8.348179 0.165506 0.099249 -1.32628 0.841129
1609853_aVvi.7396 Transcr ibed locus, moderately similar to XP_475082.1 putative inorganic pyrophosphatase [O 1424.113 1411.234 897.3473 928.6074 16 10.47585 10.46274 9.809523 9.858925 0.0016154 24.85056 0.02492374 1070 1.553015 up 10.4693 9.834224 0.009268 0.034933 0.6350715 1.064578
1609854_aVvi.9279 Transcr ibed locus, moderately similar to NP_195511.1 mannitol dehydrogenase, putative (ELI 599.6096 559.8035 177.3095 237.5877 16 9.22788 9.128777 7.470126 7.892316 0.0203393 6.904421 0.04538358 7438 2.82276 up 9.178328 7.681221 0.070076 0.298534 1.497107 1.194905
1609855_at 5.527476 5.57379 5.375245 5.432722 16 2.466621 2.478659 2.426331 2.441675 0.0581945 3.962163 0.09264026 10428 1.0271429 up 2.47264 2.434003 0.008512 0.01085 0.0386369 1.015874
1609856_aVvi.8670 Transcr ibed locus, weakly similar to NP_917744.1 P0501G01.6 [Oryza sativa (japonica cultiva 57.76588 54.37346 66.35797 69.66454 16 5.852146 5.764831 6.052198 6.122353 0.0380648 4.978024 0.06750171 9361 1.2131749 down 5.808488 6.087276 0.061741 0.049607 -0.2787875 0.954202
1609857_at 3.520453 3.532682 3.413968 3.428738 16 1.815761 1.820764 1.771449 1.777678 0.0082522 10.93995 0.03174288 4315 1.0307529 up 1.818262 1.774564 0.003537 0.004404 0.0436985 1.024625
1609858_aVvi.12744 Transcr ibed locus 26.0106 40.43509 25.90006 29.35366 16 4.701028 5.337536 4.694884 4.875468 0.5525042 0.707665 0.59979564 15292 1.1761774 up 5.019282 4.785176 0.450079 0.127692 0.2341057 1.048923
1609859_aVvi.7046 Transcr ibed locus, weakly similar to NP_176207.1 DEAD/DEAH box helicase, putative (RH22 159.8444 186.4315 200.2371 193.8661 16 7.320525 7.542501 7.645566 7.598917 0.234647 1.681719 0.28847814 13503 1.14134 down 7.431513 7.622242 0.156961 0.032986 -0.1907285 0.974977
1609860_aVvi.12560 Transcr ibed locus 9.289954 9.617834 8.717253 8.950443 16 3.215671 3.265712 3.123874 3.161959 0.089716 3.109625 0.12990274 11465 1.070122 up 3.240692 3.142916 0.035384 0.02693 0.0977753 1.03111
1609861_aVvi.1767 Transcr ibed locus, weakly similar to NP_195884.1 expressed protein [Arabidopsis thaliana] 83.93996 90.27795 174.9067 176.3092 16 6.391286 6.496301 7.450441 7.461964 0.0027112 19.16615 0.02697927 1666 2.017277 down 6.443793 7.456203 0.074257 0.008148 -1.0124092 0.864219
1609862_aVvi.5058 Transcr ibed locus, moderately similar to XP_478800.1 unknown protein [Oryza sativa (japonic 284.4693 247.2251 401.5888 399.8041 16 8.152129 7.949681 8.649575 8.643149 0.0277294 5.87961 0.05438815 8463 1.5109512 down 8.050905 8.646362 0.143152 0.004544 -0.595457 0.931132
1609863_aVvi.14683 Transcr ibed locus 4.467797 4.491488 4.337469 4.307931 16 2.159564 2.167193 2.116854 2.106995 0.0143586 8.255207 0.03835535 6214 1.0363092 up 2.163379 2.111924 0.005395 0.006971 0.0514545 1.024364
1609864_aVvi.7494 Transcr ibed locus, moderately similar to NP_187837.1 tetrahydrofolate dehydrogenase/cycloh 572.9213 676.2769 964.4367 789.732 16 9.162193 9.40147 9.913543 9.625219 0.1213491 2.602496 0.16630659 12113 1.4020607 down 9.281832 9.769381 0.169194 0.203875 -0.487549 0.950094
1609865_aVvi.15127 Transcr ibed locus 5.027055 5.039663 4.889462 4.880124 16 2.329713 2.333327 2.289676 2.286918 0.0027541 19.01555 0.0270467 1689 1.0304136 up 2.33152 2.288297 0.002555 0.00195 0.0432236 1.018889
1609866_aVvi.130 Unknown mRNA 169.2868 172.5168 141.3641 150.2724 16 7.403326 7.430593 7.143272 7.231436 0.0380934 4.976039 0.06753811 9363 1.1725141 up 7.416959 7.187354 0.019281 0.062341 0.2296053 1.031946
1609867_sVvi.1506 Transcr ibed locus, moderately similar to NP_192894.1 haloacid dehalogenase-like hydrolase 329.888 327.8111 125.4924 113.7382 16 8.365832 8.356721 6.971457 6.829573 0.0023599 20.54863 0.02616672 1495 2.752537 up 8.361277 6.900515 0.006443 0.100327 1.4607624 1.211689
1609868_at 1808.489 1758.081 1916.857 1743.125 16 10.82057 10.77979 10.90453 10.76746 0.6661335 0.5009 0.7043457 15700 1.025136 down 10.80018 10.83599 0.028838 0.096921 -0.035815 0.996695
1609869_aVvi.14092 Transcr ibed locus 97.43428 135.0174 142.7636 143.7857 16 6.606358 7.077002 7.157485 7.167777 0.3059044 1.363555 0.36136508 14053 1.2491537 down 6.84168 7.162631 0.332795 0.007278 -0.320951 0.955191
1609870_aVvi.3011 Transcr ibed locus, moderately similar to NP_187915.1 ABC transporter family protein [Arabid  362.937 347.7717 316.2616 268.2291 16 8.503575 8.441997 8.304975 8.067322 0.1446377 2.335124 0.19182576 12517 1.2197946 up 8.472786 8.186148 0.043543 0.168046 0.286638 1.035015
1609871_at 9.252763 9.284024 8.971583 9.322499 16 3.209884 3.21475 3.165363 3.220717 0.5595356 0.693842 0.6058048 15333 1.0134518 up 3.212317 3.19304 0.003441 0.039141 0.0192775 1.006037
1609872_at 642.7192 644.4146 364.1696 324.6735 16 9.328045 9.331845 8.508467 8.342846 0.0082863 10.91712 0.03179267 4325 1.871621 up 9.329945 8.425656 0.002687 0.117112 0.904289 1.107326
1609873_aVvi.1663 Transcr ibed locus, moderately similar to XP_480480.1 glyoxalase I [Oryza sativa (japonica cu 268.4721 284.2374 428.7511 380.6411 16 8.068628 8.150952 8.743997 8.572288 0.0288501 5.759276 0.05575892 8589 1.4624135 down 8.109791 8.658142 0.058212 0.121417 -0.548351 0.936666
1609874_aVvi.11931 Transcr ibed locus, weakly similar to NP_186887.1 zinc finger protein CONSTANS-LIKE 2 (C 12.39672 12.24507 10.96429 10.68333 16 3.631887 3.614129 3.45474 3.417289 0.0120608 9.023081 0.03595512 5568 1.138389 up 3.623008 3.436014 0.012556 0.026482 0.1869936 1.054422
1609875_aVvi.13051 GO:000961Protease inhibitor (PR6) 2542.333 2400.733 849.9941 911.8526 16 11.31194 11.22926 9.731309 9.832657 0.0019244 22.76278 0.02532748 1254 2.8061965 up 11.2706 9.781982 0.058462 0.071664 1.488616 1.152179
1609876_aVvi.12507 Transcr ibed locus, weakly similar to XP_463421.1 putative glucosyltransferase [Oryza sativa ( 11.74454 14.46608 19.28975 25.86056 16 3.553918 3.854602 4.269763 4.692682 0.0957644 2.994569 0.1369052 11612 1.7135189 down 3.70426 4.481222 0.212616 0.299049 -0.776962 0.826618
1609877_aVvi.6893 Transcr ibed locus, moderately similar to NP_180214.1 RED family protein [Arabidopsis thalia 270.3326 261.5574 334.8241 300.4472 16 8.078591 8.030984 8.38726 8.230968 0.0895335 3.113269 0.12972897 11457 1.1927782 down 8.054788 8.309114 0.033664 0.110515 -0.2543255 0.969392
1609878_aVvi.11917 Transcr ibed locus, weakly similar to NP_563664.1 expressed protein [Arabidopsis thaliana] 4.177315 4.187764 4.010121 4.031799 16 2.062576 2.06618 2.003646 2.011424 0.0056376 13.26209 0.02979867 3138 1.0401872 up 2.064378 2.007535 0.002549 0.0055 0.0568433 1.028315
1609879_aVvi.15584 Transcr ibed locus 3.910095 3.92134 3.774954 3.77406 16 1.967204 1.971347 1.916459 1.916118 0.0015352 25.49248 0.02479374 1027 1.0374104 up 1.969275 1.916288 0.00293 2.42E-04 0.0529867 1.027651
1609880_aVvi.12899 Transcr ibed locus 5.267932 5.193098 4.920745 5.000026 16 2.397237 2.376596 2.298877 2.321936 0.0385542 4.944425 0.06812228 9395 1.0544641 up 2.386916 2.310406 0.014596 0.016305 0.07651 1.033115
1609881_aVvi.7468 Transcr ibed locus, strongly similar to NP_175778.1 26S proteasome AAA-ATPase subunit (R 5743.927 5937.421 5604.084 5594.494 16 12.48782 12.53562 12.45226 12.44979 0.126611 2.536139 0.17215367 12209 1.0429658 up 12.51172 12.45103 0.033798 0.001747 0.060692 1.004874
1609882_s_at 7455.552 8371.011 8051.849 8538.335 16 12.8641 13.03119 12.9751 13.05974 0.5338705 0.745105 0.58265305 15211 1.0495555 down 12.94764 13.01742 0.118147 0.059846 -0.069779 0.99464
1609883_at 4.751117 4.7483 4.626875 4.660458 16 2.248267 2.247411 2.210038 2.220472 0.024847 6.225163 0.05099633 8088 1.0228426 up 2.247839 2.215255 6.05E-04 0.007378 0.0325842 1.014709
1609884_aVvi.5525 Transcr ibed locus, weakly similar to NP_850068.1 expressed protein [Arabidopsis thaliana] 5.361261 5.474072 5.161129 5.105273 16 2.422572 2.452614 2.367687 2.351988 0.0443709 4.587879 0.0756077 9742 1.0553753 up 2.437594 2.359837 0.021243 0.0111 0.0777562 1.03295
1609885_s_at 3.694944 3.700162 3.578704 3.595048 16 1.885553 1.887588 1.839437 1.846011 0.0061021 12.74278 0.03013007 3359 1.0308584 up 1.886571 1.842724 0.001439 0.004648 0.0438462 1.023794
1609886_aVvi.4370 Transcr ibed locus, weakly similar to NP_568217.1 BolA-like family protein [Arabidopsis thalia 4.8884 4.911874 4.741384 4.681656 16 2.289362 2.296274 2.245308 2.227019 0.0285067 5.795405 0.05541207 8539 1.0400511 up 2.292818 2.236164 0.004887 0.012932 0.0566544 1.025336
1609887_at 89.27319 62.73854 47.47583 57.66003 16 6.480155 5.97128 5.569121 5.849499 0.2174382 1.777638 0.27008152 13365 1.4303885 up 6.225718 5.709311 0.359829 0.198257 0.516407 1.09045
1609888_aVvi.4716 Transcr ibed locus 7.063053 6.995587 6.52403 6.725602 16 2.820292 2.806445 2.705763 2.749663 0.0652185 3.721549 0.10119228 10699 1.0611696 up 2.813369 2.727713 0.009791 0.031042 0.0856553 1.031402
1609889_aVvi.10774 Transcr ibed locus, moderately similar to NP_175981.2 cellulose synthase family protein [Arab 97.87104 97.95386 84.29065 78.77073 16 6.61281 6.61403 6.397301 6.299588 0.0323602 5.423135 0.06038483 8896 1.2016165 up 6.613421 6.348444 8.63E-04 0.069094 0.2649765 1.041739
1609890_sVvi.8105 Transcr ibed locus, strongly similar to NP_198418.1 eukaryotic translation initiation factor 1A,        4434.713 4414.307 5571.796 5324.683 16 12.11462 12.10797 12.44393 12.37848 0.0118158 9.117878 0.03566973 5498 1.231064 down 12.1113 12.4112 0.004705 0.046278 -0.299905 0.975836
1609891_aVvi.368 Transcr ibed locus, moderately similar to XP_468288.1 putative 3'(2'),5'-bisphosphate nucleot 167.3978 144.6494 190.2098 165.2972 16 7.387137 7.176417 7.571447 7.368918 0.3262929 1.289266 0.38240257 14165 1.139504 down 7.281777 7.470183 0.149002 0.14321 -0.188406 0.974779
1609892_aVvi.2214 Transcr ibed locus, weakly similar to XP_470715.1 putative nucleic acid binding protein [Oryza 1831.518 1723.6 2863.024 2841.521 16 10.83882 10.75121 11.48332 11.47245 0.0041529 15.4692 0.0288721 2387 1.6053289 down 10.79502 11.47789 0.061953 0.007691 -0.682869 0.940506
1609893_aVvi.6630 Transcr ibed locus, weakly similar to XP_475280.1 unknown protein [Oryza sativa (japonica cu 3725.768 3203.661 1054.118 1374.872 16 11.86332 11.64551 10.04182 10.42508 0.0203622 6.900414 0.0453946 7445 2.869825 up 11.75441 10.23345 0.15402 0.271006 1.520963 1.148627
1609894_at 4.379809 4.396632 4.208885 4.218896 16 2.130868 2.136399 2.073438 2.076866 0.0030807 17.97508 0.02768036 1845 1.0413692 up 2.133634 2.075152 0.003911 0.002424 0.0584816 1.028182
1609895_aVvi.14640 Transcr ibed locus 7.712309 7.858564 7.175313 7.165706 16 2.947163 2.974266 2.843042 2.841109 0.0128611 8.732524 0.03680115 5801 1.0857102 up 2.960714 2.842075 0.019165 0.001367 0.118639 1.041744
1609896_aVvi.2813 Transcr ibed locus, moderately similar to XP_465798.1 unknown protein [Oryza sativa (japonic 2359.87 2236.729 2338.195 2291.607 16 11.20449 11.12717 11.19118 11.16214 0.8176866 0.262225 0.8420316 16121 1.0075343 down 11.16583 11.17666 0.054672 0.020531 -0.010829 0.999031
1609897_at 4.902722 4.928342 4.776144 4.803011 16 2.293583 2.301102 2.255846 2.263939 0.0210677 6.780211 0.04616849 7574 1.0262984 up 2.297343 2.259893 0.005317 0.005722 0.0374503 1.016572
1609898_aVvi.8589 Transcr ibed locus, weakly similar to NP_200665.2 expressed protein [Arabidopsis thaliana] 442.4716 406.1038 311.6817 366.1833 16 8.789441 8.665705 8.28393 8.516422 0.1307823 2.486218 0.17674203 12283 1.2547477 up 8.727573 8.400176 0.087495 0.164397 0.327397 1.038975
1609899_aVvi.7371 Transcr ibed locus, moderately similar to NP_173131.1 mitochondrial 28S ribosomal protein S 415.6514 418.989 527.571 546.9476 16 8.69923 8.710769 9.043221 9.095259 0.0053109 13.66727 0.02950386 2985 1.2872039 down 8.705 9.069241 0.008159 0.036796 -0.364241 0.959838
1609900_aVvi.10879 Transcr ibed locus, weakly similar to NP_922209.1 putative hypersensitivity-related (hsr)protei     5.192352 5.222971 4.93009 4.976691 16 2.376388 2.384871 2.301614 2.315187 0.0120544 9.025547 0.03595512 5565 1.0513401 up 2.38063 2.3084 0.005998 0.009598 0.0722293 1.03129
1609901_aVvi.10351 Transcr ibed locus, weakly similar to NP_197361.1 glutaredoxin family protein [Arabidopsis tha 4.150294 4.189436 4.04077 4.028595 16 2.053214 2.066756 2.01463 2.010277 0.0216666 6.682767 0.04691892 7665 1.0334948 up 2.059985 2.012454 0.009576 0.003079 0.0475311 1.023618
1609902_aVvi.11248 Transcr ibed locus, moderately similar to XP_470005.1 putative  TCP-1/cpn60 chaperonin fam 2452.549 2611.178 3702.432 3760.637 16 11.26007 11.35049 11.85426 11.87676 0.0068445 12.02514 0.03075144 3693 1.4745084 down 11.30528 11.86551 0.063936 0.015913 -0.560234 0.952785
1609903_aVvi.10479 Transcr ibed locus, weakly similar to NP_173722.1 sulfate transporter, putative [Arabidopsis th 4.53422 4.470299 4.286089 4.293116 16 2.180854 2.160371 2.099662 2.102025 0.0211443 6.767522 0.04625212 7586 1.0495489 up 2.170613 2.100843 0.014484 0.001671 0.0697694 1.03321
1609904_at 23.84597 22.4568 17.52319 15.45729 13 4.575674 4.48908 4.131193 3.950216 0.0391952 4.901357 0.06894673 9437 1.4060744 up 4.532377 4.040704 0.061231 0.12797 0.4916729 1.12168
1609905_at 4.409424 4.443802 4.254816 4.25316 16 2.14059 2.151795 2.089097 2.088535 0.0094226 10.22889 0.03329499 4694 1.040572 up 2.146193 2.088816 0.007923 3.97E-04 0.0573769 1.027469
1609906_at 2.121359 2.129617 2.065789 2.078571 8 1.084989 1.090594 1.046693 1.055592 0.019972 6.969595 0.04496534 7373 1.0257286 up 1.087791 1.051143 0.003963 0.006292 0.0366489 1.034866
1609907_x_at 635.0537 609.5901 589.1798 597.6472 16 9.310735 9.251696 9.202564 9.22315 0.16032 2.186573 0.20916165 12724 1.048523 up 9.281216 9.212857 0.041747 0.014557 0.068359 1.00742
1609908_aVvi.3289 Transcr ibed locus, strongly similar to NP_192117.1 GTP-binding protein (SAR1A) [Arabidop 1481.771 1504.826 1370.977 1348.719 16 10.53311 10.55538 10.42099 10.39737 0.0141365 8.321198 0.0381307 6154 1.0981401 up 10.54424 10.40918 0.01575 0.016698 0.135062 1.012975
1609909_s_at 12.30575 12.29895 10.73932 10.48191 16 3.62126 3.620463 3.424831 3.389829 0.0066537 12.19811 0.03064172 3603 1.159523 up 3.620862 3.40733 5.64E-04 0.02475 0.2135315 1.062668
1609910_aVvi.10928 Transcr ibed locus, moderately similar to NP_196166.1 eukaryotic translation initiation factor 2 297.1901 289.9183 275.5366 279.0176 16 8.215242 8.179503 8.1061 8.124212 0.0545613 4.103905 0.088227 10266 1.0586431 up 8.197372 8.115156 0.025272 0.012807 0.082216 1.010131
1609911_at 6.051418 6.09454 5.761801 5.697269 16 2.597273 2.607517 2.52652 2.51027 0.0128223 8.74598 0.03675131 5791 1.0599531 up 2.602395 2.518395 0.007244 0.01149 0.0840003 1.033355
1609912_aVvi.6000 Transcr ibed locus 231.3757 228.4394 248.3804 251.0448 16 7.854094 7.835668 7.956407 7.971801 0.0099875 9.931122 0.03390677 4886 1.0861498 down 7.844881 7.964104 0.013029 0.010885 -0.1192231 0.98503
1609913_aVvi.11965 Transcr ibed locus, moderately similar to NP_910397.1 unknown protein [Oryza sativa (japonic 970.8998 917.8117 574.6388 595.3256 16 9.923179 9.842054 9.166512 9.217535 0.00478 14.41197 0.02932456 2699 1.6139466 up 9.882616 9.192023 0.057364 0.036079 0.690593 1.07513
1609914_at 13.54554 13.67623 12.35539 13.84298 16 3.759746 3.773599 3.627068 3.791083 0.5564687 0.699851 0.6031923 15315 1.040731 up 3.766673 3.709076 0.009795 0.115976 0.0575971 1.015529
1609915_aVvi.10364 Transcr ibed locus, strongly similar to NP_172363.1 histone H2A, putative [Arabidopsis thalia 842.682 907.1697 3253.634 3177.212 16 9.718844 9.825229 11.66784 11.63355 8.84E-04 33.6153 0.02224117 658 3.677317 down 9.772037 11.65069 0.075225 0.024246 -1.878653 0.838752
1609916_sVvi.12890 Transcr ibed locus, strongly similar to NP_051044.1 ATPase alpha subunit [Arabidopsis thalia 1175.742 1563.111 1570.683 1359.936 16 10.19936 10.61021 10.61718 10.40932 0.68392 0.47116 0.7207338 15753 1.0780835 down 10.40478 10.51325 0.290514 0.146974 -0.108469 0.989683
1609917_aVvi.14511 Transcr ibed locus 536.6589 534.2036 1749.388 1757.079 16 9.067862 9.061246 10.77263 10.77896 7.16E-06 373.8303 0.00807677 13 3.2744317 down 9.064554 10.7758 0.004678 0.004475 -1.711245 0.841196
1609918_aVvi.11340 Transcr ibed locus, moderately similar to NP_916703.1 putative nuclear RNA binding protein A1521.697 1713.932 2642.234 2290.954 16 10.57147 10.74309 11.36754 11.16173 0.0453824 4.532832 0.07679536 9810 1.5234658 down 10.65728 11.26464 0.12136 0.145529 -0.607357 0.946083
1609919_aVvi.3881 Transcr ibed locus 7.947776 7.192958 5.745747 6.969536 16 2.990551 2.846585 2.522494 2.801063 0.2431112 1.637844 0.29718956 13580 1.1948171 up 2.918568 2.661779 0.101799 0.196978 0.2567896 1.096473
1609920_aVvi.549 Transcr ibed locus, moderately similar to NP_197483.1 PBS lyase HEAT-like repeat-containin   1120.305 1116.808 1759.076 1739.484 16 10.12968 10.12517 10.7806 10.76444 1.69E-04 76.90494 0.0168302 164 1.5638504 down 10.12742 10.77252 0.003189 0.011426 -0.645103 0.940116
1609921_at 5.999567 7.545097 4.781262 4.789787 16 2.584858 2.91554 2.257392 2.259962 0.0969796 2.972697 0.13824965 11645 1.4059279 up 2.750199 2.258677 0.233827 0.001817 0.4915225 1.217615
1609922_sVvi.7629 Transcr ibed locus, moderately similar to NP_195581.1 1-phosphatidylinositol phosphodiester 7567.675 6906.191 5064.261 5402.328 16 12.88564 12.75367 12.30614 12.39937 0.0286568 5.779534 0.055547 8564 1.3821399 up 12.81965 12.35275 0.09331 0.065923 0.466903 1.037797
1609923_aVvi.3898 Transcr ibed locus, strongly similar to NP_850584.1 (S)-2-hydroxy-acid oxidase, peroxisomal, 26.14926 24.13423 5.417717 5.481125 16 4.708698 4.593009 2.437685 2.454472 7.02E-04 37.72042 0.02180507 532 4.610027 up 4.650854 2.446079 0.081805 0.01187 2.2047751 1.901351
1609924_aVvi.8369 Transcr ibed locus 235.1499 240.4017 230.3528 230.0199 16 7.877437 7.909303 7.847701 7.845614 0.0996761 2.92553 0.14144988 11698 1.0329084 up 7.89337 7.846658 0.022533 0.001475 0.0467122 1.005953
1609925_at 6.400876 6.591727 6.035443 6.013352 16 2.678269 2.720656 2.59346 2.588169 0.0365383 5.087029 0.06563608 9241 1.0782175 up 2.699463 2.590815 0.029972 0.003741 0.1086484 1.041936
1609926_aVvi.12375 Transcr ibed locus, weakly similar to NP_567230.1 expressed protein [Arabidopsis thaliana] 394.0027 405.145 547.4163 537.8948 16 8.622062 8.662294 9.096495 9.07118 0.0028833 18.58288 0.02721366 1758 1.3581661 down 8.642178 9.083838 0.028449 0.0179 -0.4416595 0.95138
1609927_at 5.40252 5.355249 5.484097 5.350496 16 2.433632 2.420954 2.455254 2.419673 0.6441469 0.538502 0.68444663 15623 1.0070744 down 2.427293 2.437463 0.008965 0.02516 -0.0101703 0.995828
1609928_x_at 2.553077 2.566815 2.487471 2.501598 16 1.352237 1.35998 1.31468 1.32285 0.0219686 6.635147 0.04736598 7698 1.0262225 up 1.356108 1.318765 0.005475 0.005777 0.0373435 1.028317
1609929_at 31.69532 33.24361 42.56353 60.10672 16 4.986198 5.055005 5.411546 5.909454 0.1257971 2.546148 0.17132755 12189 1.5582198 down 5.020601 5.6605 0.048654 0.352075 -0.6398987 0.886954
1609930_aVvi.3440 Transcr ibed locus, moderately similar to NP_568246.1 bZIP protein HY5 (HY5) [Arabidopsis 1079.563 1054.397 35.15249 49.71164 16 10.07623 10.0422 5.135555 5.635512 0.0028617 18.65318 0.02710225 1752 25.522242 up 10.05922 5.385533 0.024062 0.353523 4.6736832 1.867822
1609931_aVvi.5072 Transcr ibed locus, moderately similar to NP_565623.1 cytochrome b6f complex subunit (petM 321.8197 324.3702 5.681694 4.333477 16 8.330109 8.341497 2.506321 2.115525 0.0010511 30.82081 0.02259248 767 65.11328 up 8.335803 2.310923 0.008053 0.276334 6.02488 3.607131
1609932_aVvi.1557 Transcr ibed locus, weakly similar to XP_479626.1 putative prephenate dehydratase [Oryza sat 1261.915 1250.965 960.3658 984.6988 16 10.3014 10.28883 9.90744 9.943539 0.0026631 19.3391 0.02679435 1649 1.2920153 up 10.29511 9.925489 0.008891 0.025525 0.369624 1.03724
1609933_aVvi.13487 Transcr ibed locus, moderately similar to NP_849746.1 zinc finger (C2H2 type) family protein 3.658928 3.671947 3.545996 3.564072 16 1.871421 1.876545 1.826191 1.833527 0.0101252 9.862357 0.03399048 4942 1.0310572 up 1.873983 1.829859 0.003623 0.005187 0.0441245 1.024114
1609934_at 5.074417 5.015503 4.848478 4.897544 16 2.343242 2.326395 2.277532 2.292059 0.0460516 4.497394 0.07762706 9848 1.0352815 up 2.334818 2.284795 0.011913 0.010272 0.0500231 1.021894
1609935_aVvi.10207 Transcr ibed locus, moderately similar to NP_566922.1 ubiquitin-specific protease 26 (UBP26  118.072 108.1999 112.0468 136.215 16 6.883523 6.757556 6.807957 7.089742 0.4931995 0.831406 0.54474735 15030 1.0930127 down 6.82054 6.94885 0.089072 0.199252 -0.1283102 0.981535
1609936_at 252.4754 232.3298 324.4251 281.0115 16 7.979999 7.86003 8.341742 8.134485 0.1172796 2.656647 0.1618652 12028 1.2466868 down 7.920014 8.238113 0.084831 0.146552 -0.3180986 0.961387
1609937_at 6.688397 6.687622 6.255263 6.244289 16 2.741661 2.741493 2.645071 2.642537 1.69E-04 77.02538 0.0168302 163 1.0701202 up 2.741577 2.643804 1.18E-04 0.001791 0.097773 1.036982
1609938_aVvi.12728 Transcr ibed locus, weakly similar to NP_188494.1 zinc finger protein-related [Arabidopsis tha 687.1119 724.4872 750.0764 809.8358 16 9.424401 9.500816 9.550894 9.661486 0.1661624 2.136238 0.21543364 12804 1.104644 down 9.462608 9.60619 0.054034 0.0782 -0.143582 0.985053
1609939_aVvi.15111 Transcr ibed locus 3.388297 3.393802 3.28827 3.305757 16 1.76056 1.762903 1.717329 1.724981 0.0095837 10.14131 0.03347416 4750 1.0285249 up 1.761731 1.721155 0.001656 0.005411 0.0405767 1.023575
1609940_aVvi.11921 Transcr ibed locus, weakly similar to XP_473359.1 OSJNBa0011L07.15 [Oryza sativa (japonic  6.537366 6.59444 7.071792 7.268273 16 2.70871 2.72125 2.822076 2.861613 0.0256979 6.117203 0.05204156 8197 1.091918 down 2.71498 2.841844 0.008868 0.027957 -0.1268644 0.955358
1609941_at 10.84639 10.0012 9.424306 9.101543 16 3.439143 3.322102 3.236386 3.186112 0.1170857 2.659293 0.16167475 12022 1.12457 up 3.380622 3.211249 0.082761 0.03555 0.1693735 1.052744
1609942_aVvi.7622 Transcr ibed locus, weakly similar to NP_175537.1 acyl-CoA:1-acylglycerol-3-phosphate acylt 693.6879 687.8231 753.9833 654.782 16 9.438143 9.425894 9.558389 9.354871 0.8317219 0.241424 0.85436237 16161 1.0172057 down 9.432018 9.45663 0.008661 0.143909 -0.024612 0.997397
1609943_aVvi.4569 Transcr ibed locus, moderately similar to XP_506665.1 PREDICTED OSJNBa0048A13.16 ge 333.1374 380.246 430.8669 379.4802 16 8.379973 8.570789 8.751099 8.567881 0.2985303 1.391931 0.3541407 13994 1.1361141 down 8.475382 8.65949 0.134927 0.129555 -0.184108 0.978739
1609944_aVvi.11776 Transcr ibed locus 5.482964 4.895038 5.253902 5.280269 16 2.454956 2.29132 2.393389 2.400611 0.7982107 0.291367 0.8247896 16066 1.0166776 down 2.373138 2.397 0.115708 0.005107 -0.0238623 0.990045
1609945_aVvi.2988 Transcr ibed locus, weakly similar to NP_189288.1 ATP-dependent RNA helicase, putative [Ar  6.172165 6.292494 5.867944 5.845341 16 2.625777 2.653632 2.552855 2.547287 0.0242011 6.31083 0.05022873 7998 1.0640994 up 2.639704 2.550071 0.019697 0.003937 0.089633 1.035149
1609946_aVvi.14418 Transcr ibed locus 150.8076 148.6186 171.3925 157.8837 16 7.236566 7.21547 7.42116 7.302718 0.1523338 2.259592 0.2005746 12608 1.0987945 down 7.226018 7.361939 0.014917 0.083751 -0.1359214 0.981537
1609947_aVvi.522 Transcr ibed locus, moderately similar to NP_180103.2 expressed protein [Arabidopsis thalian 4091.6 3979.552 4665.07 4675.82 16 11.99845 11.95839 12.18768 12.191 0.0089578 10.49459 0.03271188 4545 1.1574278 down 11.97842 12.18934 0.028326 0.002349 -0.2109225 0.982696
1609948_aVvi.612 Transcr ibed locus, moderately similar to NP_566004.1 La domain-containing protein [Arabido 1040.538 1046.266 1131.828 1223.951 16 10.02311 10.03103 10.14444 10.25733 0.0916471 3.071715 0.13209979 11517 1.1280344 down 10.02707 10.20088 0.0056 0.079826 -0.173811 0.982961
1609949_aVvi.1624 Transcr ibed locus, strongly similar to XP_470141.1 heat shock protein cognate 70 [Oryza sat 3138.711 3262.583 2633.214 2457.325 16 11.61596 11.6718 11.36261 11.26287 0.028521 5.793888 0.05541316 8544 1.258005 up 11.64388 11.31274 0.039487 0.070524 0.331138 1.029271
1609950_aVvi.3387 Transcr ibed locus, moderately similar to NP_915676.1 P0677H08.29 [Oryza sativa (japonica 52.00851 42.88669 71.51587 110.089 16 5.700676 5.422458 6.160192 6.782526 0.1163629 2.669212 0.16088076 12007 1.8787739 down 5.561567 6.471359 0.19673 0.440057 -0.9097917 0.859413
1609951_aVvi.15804 Transcr ibed locus 6.487179 6.315236 5.944011 5.960435 16 2.697591 2.658836 2.571437 2.575418 0.0328634 5.379342 0.06097737 8946 1.0753354 up 2.678214 2.573427 0.027404 0.002815 0.1047866 1.040719
1609952_aVvi.6396 Transcr ibed locus, weakly similar to NP_201196.1 expressed protein [Arabidopsis thaliana] 1534.292 1669.303 1834.841 1804.607 16 10.58336 10.70503 10.84144 10.81747 0.0961396 2.987773 0.13734704 11620 1.1370225 down 10.64419 10.82945 0.086036 0.01695 -0.18526 0.982893
1609953_aVvi.12399 Transcr ibed locus, weakly similar to NP_187108.1 ethylene receptor, putative (EIN4) [Arabido 257.5063 267.2701 286.0656 304.3891 16 8.008464 8.062155 8.160202 8.249773 0.0830687 3.249599 0.12204487 11299 1.124808 down 8.035309 8.204988 0.037965 0.063336 -0.169679 0.97932
1609954_at 8.919652 8.900407 8.055884 8.017795 16 3.156987 3.153871 3.010043 3.003205 6.37E-04 39.60471 0.02131916 495 1.1086509 up 3.155429 3.006624 0.002204 0.004835 0.1488052 1.049492
1609955_aVvi.9131 Transcr ibed locus, weakly similar to XP_474118.1 OSJNBa0010D21.9 [Oryza sativa (japonica 1420.151 1466.081 935.2173 872.4551 16 10.47183 10.51775 9.869158 9.768937 0.0065879 12.25945 0.03057452 3573 1.5974172 up 10.49479 9.819048 0.032471 0.070867 0.675741 1.068819
1609956_at 4.361934 4.378556 4.190869 4.205293 16 2.124968 2.130455 2.067249 2.072206 0.0040415 15.68225 0.02864669 2334 1.0410098 up 2.127712 2.069728 0.00388 0.003505 0.0579835 1.028015
1609957_aVvi.15422 Transcr ibed locus 1643.322 1495.098 2349.865 2388.159 16 10.6824 10.54602 11.19836 11.22168 0.0132141 8.612779 0.03712028 5909 1.5113218 down 10.61421 11.21002 0.096432 0.016491 -0.595811 0.94685
1609958_aVvi.1970 Transcr ibed locus, strongly similar to NP_200337.1 serine/threonine protein phosphatase PP 547.1855 471.9905 491.5848 542.5454 16 9.095886 8.882614 8.941297 9.0836 0.8730762 0.18096 0.8906729 16273 1.0162097 down 8.98925 9.012448 0.150806 0.100624 -0.023198 0.997426
1609959_aVvi.11079 Transcr ibed locus 6.856713 6.901949 6.593221 6.636951 16 2.777517 2.787004 2.720984 2.730521 0.0138728 8.401612 0.03775144 6099 1.039946 up 2.78226 2.725752 0.006708 0.006744 0.0565085 1.020731
1609960_aVvi.7873 Transcr ibed locus 100.7346 143.5861 18.81473 17.74891 16 6.654415 7.165772 4.23379 4.149659 0.008964 10.49094 0.03271188 4546 6.5812817 up 6.910093 4.191725 0.361584 0.05949 2.7183683 1.648508
1609961_aVvi.5031 Transcr ibed locus, weakly similar to NP_194428.2 expressed protein [Arabidopsis thaliana] 115.9605 116.1699 109.9332 99.99814 16 6.85749 6.860092 6.780483 6.643829 0.1650442 2.145683 0.2143186 12784 1.1069841 up 6.858791 6.712156 0.00184 0.096629 0.1466347 1.021846
1609962_at 4.356081 4.372912 4.241286 4.272347 16 2.12303 2.128595 2.084502 2.095029 0.0262111 6.054615 0.05257733 8274 1.025301 up 2.125813 2.089765 0.003934 0.007444 0.0360475 1.01725
1609963_at 1052.754 1041.198 296.2483 251.1771 16 10.03995 10.02403 8.210663 7.972561 0.0037599 16.26242 0.02823139 2210 3.838065 up 10.03199 8.091612 0.01126 0.168363 1.940379 1.239801
1609964_at 5.039147 5.042699 4.76433 4.767574 16 2.33318 2.334196 2.252273 2.253255 7.63E-05 114.5025 0.0147934 84 1.0576949 up 2.333688 2.252764 7.19E-04 6.94E-04 0.0809236 1.035922
1609965_aVvi.5898 Transcr ibed locus 34.20995 35.12437 21.47829 29.09914 16 5.096344 5.1344 4.424808 4.862905 0.165185 2.144489 0.2144176 12789 1.3865658 up 5.115372 4.643856 0.02691 0.309781 0.471516 1.101535
1609966_aVvi.2829 Transcr ibed locus, moderately similar to NP_192960.1 esterase/lipase/thioesterase family pro 463.344 416.7913 430.5919 426.2398 16 8.85594 8.703181 8.750177 8.735521 0.6795302 0.478447 0.7166991 15740 1.0257725 up 8.77956 8.742849 0.108017 0.010363 0.036711 1.004199
1609967_aVvi.14841 Transcr ibed locus 3.842904 3.862479 3.727888 3.713946 16 1.942197 1.949527 1.898359 1.892953 0.0081274 11.02465 0.03164294 4263 1.035413 up 1.945862 1.895656 0.005183 0.003822 0.0502064 1.026485
1609968_aVvi.5682 Transcr ibed locus, moderately similar to NP_201564.1 DNA helicase, putative [Arabidopsis th 1195.933 1236.21 1686.628 1848.018 16 10.22392 10.27171 10.71993 10.85176 0.0165622 7.673498 0.0408778 6725 1.451989 down 10.24781 10.78585 0.033791 0.093223 -0.538031 0.950117
1609969_aVvi.882 Transcr ibed locus 99.53143 100.6877 213.6986 261.5338 16 6.63708 6.653743 7.739434 8.030853 0.0135776 8.494353 0.03750052 6010 2.3615463 down 6.645412 7.885143 0.011783 0.206065 -1.2397318 0.842776
1609970_aVvi.573 Transcr ibed locus, moderately similar to NP_188898.1 RNA pol II accessory factor Cdc73 fam   4.927595 4.924883 4.710416 4.902727 16 2.300884 2.300089 2.235854 2.293584 0.3410248 1.239 0.39731184 14249 1.0251018 up 2.300487 2.26472 5.62E-04 0.040821 0.0357671 1.015793
1609971_aVvi.14925 Transcr ibed locus 5.511172 5.531066 5.278647 5.32124 16 2.462359 2.467557 2.400168 2.411763 0.0113999 9.285646 0.03536258 5351 1.0417383 up 2.464958 2.405965 0.003676 0.008198 0.0589929 1.024519
1609972_aVvi.15695 Transcr ibed locus 5.357942 5.388182 5.217885 5.619931 16 2.421679 2.429799 2.383465 2.490552 0.8532012 0.209879 0.8730179 16224 1.0078424 down 2.425739 2.437009 0.005741 0.075722 -0.0112701 0.995375
1609973_aVvi.8944 Transcr ibed locus, weakly similar to XP_450986.1 putative ABC transporter [Oryza sativa (jap 3.619455 3.627771 3.507253 3.524378 16 1.855773 1.859083 1.810342 1.817369 0.0078514 11.21905 0.0314613 4136 1.030663 up 1.857428 1.813855 0.002341 0.004969 0.0435728 1.024022
1609974_aVvi.6183 Transcr ibed locus, strongly similar to NP_199586.1 protein kinase, putative [Arabidopsis thali 607.4871 539.7755 620.129 621.0967 16 9.24671 9.076216 9.276424 9.278674 0.3064081 1.361647 0.36190858 14055 1.0837913 down 9.161463 9.27755 0.120558 0.001591 -0.116087 0.987487
1609975_aVvi.14398 Transcr ibed locus 58.69743 61.42112 344.5227 367.3585 16 5.875225 5.940662 8.428455 8.521045 4.87E-04 45.27827 0.01924971 418 5.924966 down 5.907944 8.474751 0.046271 0.065471 -2.5668068 0.697123
1609976_aVvi.15259 Transcr ibed locus 3.094578 3.106048 3.002255 3.018664 16 1.629743 1.63508 1.586046 1.59391 0.0123109 8.92926 0.03624697 5637 1.0298492 up 1.632411 1.589978 0.003774 0.005561 0.0424332 1.026688
1609977_aVvi.8402 Transcr ibed locus 54.04502 55.36898 224.0407 229.3196 16 5.75609 5.791006 7.807618 7.841216 1.40E-04 84.64826 0.0168302 134 4.1435547 down 5.773548 7.824417 0.02469 0.023758 -2.050869 0.737889
1609978_aVvi.5065 Transcr ibed locus, strongly similar to NP_197745.1 26S proteasome regulatory subunit, puta 2237.829 2085.478 2151.676 2123.596 16 11.12788 11.02616 11.07125 11.05229 0.7959088 0.294834 0.8228207 16058 1.0106287 up 11.07702 11.06177 0.071928 0.013401 0.0152535 1.001379
1609979_aVvi.7117 Transcr ibed locus, moderately similar to NP_565409.1 phosphate-responsive 1 family protein 933.119 1097.651 3656.422 4198.676 16 9.865917 10.1002 11.83622 12.03572 0.0061498 12.69282 0.03018912 3380 3.87154 down 9.983061 11.93597 0.165665 0.141069 -1.952907 0.836385
1609980_aVvi.868 Transcr ibed locus, weakly similar to NP_173794.1 spermidine synthase 1 (SPDSYN1) / putre    206.9414 186.7977 324.0453 344.3955 16 7.693079 7.545333 8.340052 8.427922 0.0123962 8.897919 0.03636527 5658 1.6991131 down 7.619206 8.383987 0.104472 0.062134 -0.7647815 0.908781
1609981_aVvi.7144 Transcr ibed locus, weakly similar to NP_197591.1 zinc finger (C3HC4-type RING finger) fam 2290.33 2120.648 1862.147 1793.346 16 11.16134 11.05029 10.86275 10.80844 0.0485442 4.371752 0.08067378 9989 1.2059915 up 11.10581 10.83559 0.078525 0.038405 0.27022 1.024938
1609982_at 42.61648 35.27531 27.41425 28.95829 16 5.41334 5.140587 4.776854 4.855905 0.0833295 3.243809 0.12231967 11309 1.3760984 up 5.276963 4.81638 0.192865 0.055897 0.4605835 1.095629
1609983_aVvi.15840 Transcr ibed locus 8.26533 8.131912 7.736237 7.870212 16 3.047072 3.023595 2.951632 2.976403 0.0527639 4.179225 0.08599052 10186 1.0506748 up 3.035334 2.964017 0.016601 0.017515 0.0713162 1.024061
1609984_aVvi.810 Transcr ibed locus, weakly similar to NP_567456.1 catalytic LigB subunit of aromatic ring-ope 2289.015 2221.993 1422.102 1300.158 16 11.16051 11.11764 10.47381 10.34447 0.0085994 10.71395 0.03220978 4429 1.658564 up 11.13907 10.40914 0.030315 0.091456 0.729934 1.070124
1609985_aVvi.11294 Transcr ibed locus, strongly similar to NP_176280.1 ATP citrate-lyase -related [Arabidopsis t 132.9255 124.5061 209.0563 223.4975 16 7.054474 6.960073 7.707747 7.804114 0.0080196 11.09938 0.03158401 4210 1.6802282 down 7.007274 7.755931 0.066752 0.068142 -0.7486573 0.903473
1609986_aVvi.4950 Transcr ibed locus, moderately similar to NP_192421.1 equilibrative nucleoside transporter, p 141.0118 131.6228 169.876 142.868 16 7.139672 7.040266 7.408338 7.158539 0.2867204 1.439234 0.34228316 13906 1.1435108 down 7.089969 7.283439 0.07029 0.176634 -0.19347 0.973437
1609987_aVvi.1672 Transcr ibed locus 147.962 170.4645 270.6283 263.56 16 7.209083 7.413328 8.080169 8.041987 0.0186594 7.21782 0.04344553 7129 1.6816444 down 7.311205 8.061078 0.144423 0.026998 -0.7498726 0.906976
1609988_aVvi.11367 Transcr ibed locus, moderately similar to NP_187329.1 thioredoxin family protein [Arabidopsis 8.089277 8.278691 7.33756 7.137343 16 3.016011 3.049403 2.8753 2.835387 0.0208508 6.816529 0.04590669 7539 1.130815 up 3.032707 2.855344 0.023612 0.028223 0.1773629 1.062116



1609989_at 4.186575 4.208717 4.05169 4.066977 16 2.065771 2.073381 2.018524 2.023957 0.0092261 10.33877 0.03305301 4632 1.0340711 up 2.069576 2.02124 0.005381 0.003842 0.0483353 1.023914
1609990_aVvi.15788 Transcr ibed locus 16.19544 29.15167 7.156066 11.26642 16 4.017516 4.865507 2.839167 3.493958 0.1403152 2.380029 0.18710949 12449 2.4199028 up 4.441511 3.166562 0.59962 0.463007 1.274949 1.402629
1609991_aVvi.11304 Transcr ibed locus 195.3841 176.5434 107.4814 83.6655 16 7.61017 7.463879 6.747943 6.38656 0.0381105 4.974854 0.06756126 9364 1.9585322 up 7.537025 6.567252 0.103444 0.255536 0.9697728 1.147668
1609992_aVvi.2795 Transcr ibed locus, moderately similar to NP_568680.1 MutT/nudix family protein [Arabidopsis 5.199095 5.262643 5.000705 4.944458 16 2.378261 2.395788 2.322132 2.305812 0.0258304 6.100873 0.05221428 8212 1.0519396 up 2.387024 2.313972 0.012393 0.011539 0.073052 1.03157
1609993_aVvi.11648 Transcr ibed locus, weakly similar to NP_191064.1 In2-1 protein, putative [Arabidopsis thaliana 856.3291 731.2917 196.5995 167.9545 16 9.742022 9.514303 7.619115 7.391926 0.0056922 13.1977 0.02983043 3165 4.354906 up 9.628162 7.505521 0.161021 0.160647 2.122641 1.282811
1609994_aVvi.13466 Transcr ibed locus, moderately similar to NP_172433.1 tRNA synthetase class I (I, L, M and V 6.551142 6.615625 7.270274 6.446706 16 2.711747 2.725878 2.86201 2.688562 0.5828877 0.649043 0.62722456 15427 1.039921 down 2.718812 2.775286 0.009992 0.122646 -0.056474 0.979651
1609995_sVvi.4992 Transcr ibed locus, moderately similar to NP_171994.1 1-aminocyclopropane-1-carboxylate ox 7434.582 7404.301 7018.76 7453.586 16 12.86004 12.85415 12.777 12.86372 0.4869787 0.845226 0.5387366 15006 1.0257881 up 12.85709 12.82036 0.004163 0.06132 0.036733 1.002865
1609996_aVvi.431 Transcr ibed locus, moderately similar to NP_200638.1 leucine-rich repeat transmembrane pr    534.3788 507.1699 1129.219 979.2028 16 9.061719 8.986325 10.14111 9.935464 0.0114586 9.261406 0.03541189 5370 2.0198724 down 9.024022 10.03829 0.053311 0.145413 -1.014264 0.89896
1609997_aVvi.7067 Transcr ibed locus, weakly similar to XP_468355.1 F-box family protein-like [Oryza sativa (japo 609.9948 611.0292 401.0914 414.1742 16 9.252653 9.255097 8.647787 8.694094 0.0015782 25.14218 0.02483053 1051 1.4978938 up 9.253876 8.67094 0.001728 0.032744 0.582936 1.067229
1609998_aVvi.12568 Transcr ibed locus 7.789061 7.758328 7.199078 6.989821 16 2.961449 2.955746 2.847812 2.805255 0.0254232 6.151472 0.05172851 8158 1.0958602 up 2.958598 2.826534 0.004033 0.030092 0.1320639 1.046723
1609999_aVvi.8537 Transcr ibed locus 92.65484 115.0624 73.84863 105.8752 16 6.533794 6.846273 6.206499 6.726221 0.5375192 0.737678 0.5859918 15227 1.1677029 up 6.690033 6.46636 0.220955 0.367499 0.2236734 1.03459
1610000_aVvi.15532 Transcr ibed locus 12.44975 15.19154 14.67736 14.40014 16 3.638045 3.925196 3.875521 3.848011 0.6343002 0.555667 0.6753449 15592 1.0571247 down 3.781621 3.861766 0.203046 0.019452 -0.0801455 0.979246
1610001_aVvi.9715 Transcr ibed locus, weakly similar to NP_197916.1 expressed protein [Arabidopsis thaliana] 38.26164 43.35684 40.8539 31.31735 16 5.257827 5.438188 5.352402 4.96889 0.4698711 0.884185 0.5223516 14933 1.1386791 up 5.348007 5.160646 0.127534 0.271184 0.187361 1.036306
1610002_aVvi.7078 Transcr ibed locus, moderately similar to NP_177675.1 glycosyl transferase family 1 protein [A 251.7029 267.0841 336.2965 301.9688 16 7.975578 8.061151 8.39359 8.238256 0.0784914 3.355692 0.1169657 11140 1.2290629 down 8.018364 8.315923 0.060509 0.109838 -0.297559 0.964218
1610003_aVvi.6652 Transcr ibed locus, moderately similar to NP_564761.1 aldo/keto reductase family protein [Ara 5433.504 5498.396 6165.491 5576.546 16 12.40767 12.42479 12.59 12.44516 0.2990978 1.389716 0.35458595 14003 1.0727746 down 12.41623 12.51758 0.01211 0.10242 -0.101347 0.991904
1610004_aVvi.1210 Transcr ibed locus, moderately similar to XP_471493.1 OSJNBb0067G11.14 [Oryza sativa (ja 681.7885 640.485 867.5117 938.9873 16 9.41318 9.323021 9.760739 9.874962 0.0251871 6.181363 0.05140212 8134 1.3658026 down 9.368101 9.81785 0.063752 0.080768 -0.449749 0.954191
1610005_aVvi.4491 Transcr ibed locus 3.923573 3.947616 3.817357 3.816903 16 1.972168 1.980982 1.932574 1.932403 0.0098483 10.00213 0.03376016 4842 1.03103 up 1.976575 1.932488 0.006232 1.21E-04 0.0440864 1.022813
1610006_aVvi.15562 Transcr ibed locus 3.94215 3.964809 3.808195 3.832117 16 1.978983 1.987251 1.929107 1.938142 0.0149657 8.082276 0.0388888 6387 1.0349007 up 1.983117 1.933625 0.005847 0.006388 0.0494923 1.025596
1610007_aVvi.357 Transcr ibed locus, weakly similar to NP_179396.1 histone H1-3 (HIS1-3) [Arabidopsis thalian 736.3088 856.8268 640.5184 457.3157 16 9.524167 9.74286 9.323096 8.837047 0.1734454 2.076772 0.22328489 12895 1.467583 up 9.633513 9.080071 0.154639 0.343689 0.553442 1.060951
1610008_sVvi.10825 Transcr ibed locus, weakly similar to NP_922664.1 putative enoyl-CoA-hydratase [Oryza sativa 986.1162 974.0305 1453.81 1457.727 16 9.945614 9.927823 10.50562 10.50951 2.54E-04 62.6976 0.0180123 230 1.485395 down 9.936718 10.50757 0.01258 0.002745 -0.570847 0.945673
1610009_at 155.3192 149.3953 142.7015 141.9187 16 7.279093 7.222992 7.156857 7.148921 0.0741587 3.464657 0.11185453 11006 1.0704026 up 7.251042 7.152889 0.03967 0.005611 0.0981534 1.013722
1610010_at 12.37889 11.81512 11.47147 11.80744 16 3.62981 3.562562 3.519978 3.561624 0.2963724 1.400399 0.3520085 13977 1.0391364 up 3.596186 3.540801 0.047552 0.029448 0.0553852 1.015642
1610011_s_at 37805.3 34627.87 21743.29 23004.44 8 15.2063 15.07965 14.40828 14.48963 0.0115567 9.221314 0.03545325 5409 1.6177844 up 15.14297 14.44895 0.089558 0.057518 0.694019 1.048032
1610012_sVvi.2665 Transcr ibed locus 398.474 402.5523 218.0205 219.7745 16 8.638342 8.653032 7.76832 7.77988 1.15E-04 93.24968 0.01656679 114 1.8296748 up 8.645687 7.7741 0.010388 0.008174 0.871587 1.112114
1610013_sVvi.10203 Transcr ibed locus, weakly similar to NP_191107.1 C2 domain-containing protein [Arabidopsis 1287.331 1228.278 907.5302 998.6648 16 10.33017 10.26242 9.825802 9.963857 0.0347793 5.22126 0.06343732 9101 1.3208488 up 10.29629 9.894829 0.047903 0.09762 0.401465 1.040573
1610014_aVvi.3176 Transcr ibed locus 984.8029 993.3916 1206.42 1133.209 16 9.943691 9.956219 10.23652 10.1462 0.0338665 5.294929 0.06224426 9032 1.1821406 down 9.949955 10.19136 0.008858 0.063864 -0.241402 0.976313
1610015_aVvi.13762 Transcr ibed locus, weakly similar to XP_469591.1 expressed protein [Oryza sativa (japonica c 2955.843 2757.529 1426.212 1480.091 16 11.52935 11.42916 10.47797 10.53147 0.0033787 17.16008 0.02783547 2007 1.965009 up 11.47926 10.50472 0.070848 0.037828 0.974536 1.092771
1610016_aVvi.658 Transcr ibed locus, weakly similar to NP_174466.1 amino acid permease family protein [Arabid  43.19241 41.35652 76.75074 79.49358 16 5.432706 5.370043 6.262108 6.312766 0.0020611 21.99258 0.02556811 1337 1.8481259 down 5.401374 6.287437 0.044309 0.03582 -0.8860631 0.859074
1610017_aVvi.13814 Transcr ibed locus, weakly similar to NP_188422.1 expressed protein [Arabidopsis thaliana] 5.391543 5.961441 13.21121 8.213065 16 2.430698 2.575661 3.723691 3.037921 0.1292581 2.504198 0.17512184 12253 1.8373493 down 2.50318 3.380806 0.102504 0.484912 -0.8776259 0.740409
1610018_aVvi.5564 Transcr ibed locus, moderately similar to XP_475311.1 putative tubby protein [Oryza sativa (jap 1706.348 1570.672 1520.763 1464.664 16 10.7367 10.61717 10.57058 10.51635 0.1789969 2.033676 0.22922753 12963 1.0969249 up 10.67693 10.54347 0.08452 0.038344 0.133464 1.012658
1610019_aVvi.8554 Transcr ibed locus, moderately similar to NP_192770.2 isoleucyl-tRNA synthetase, putative / i 1103.4 1030.107 803.2259 883.6537 16 10.10774 10.00858 9.649662 9.787337 0.0570918 4.003789 0.09131394 10378 1.2654573 up 10.05816 9.7185 0.070118 0.097351 0.339659 1.03495
1610020_aVvi.6662 Transcr ibed locus, moderately similar to NP_565650.1 carbon-nitrogen hydrolase family prote 555.7683 489.8002 441.7644 431.3742 16 9.11834 8.936049 8.787133 8.752796 0.1091339 2.773429 0.15258577 11872 1.1951823 up 9.027195 8.769964 0.128899 0.02428 0.257231 1.029331
1610021_aVvi.13515 Transcr ibed locus, strongly similar to NP_173116.1 expressed protein [Arabidopsis thaliana] 3.650068 3.638499 3.528752 3.539875 16 1.867923 1.863343 1.819158 1.823699 0.0052791 13.70866 0.02950386 2962 1.0311148 up 1.865633 1.821428 0.003238 0.003211 0.0442049 1.024269
1610022_sVvi.12586 Transcr ibed locus, moderately similar to NP_568013.1 expressed protein [Arabidopsis thalian 142.4554 184.1149 167.0244 181.4713 16 7.154367 7.524463 7.383915 7.503598 0.645299 0.536507 0.68551666 15627 1.0750036 down 7.339415 7.443756 0.261697 0.084629 -0.1043414 0.985983
1610023_aVvi.9168 Transcr ibed locus, moderately similar to XP_470861.1 Unknown protein [Oryza sativa] 778.0792 668.3414 744.6234 733.6507 16 9.603773 9.384441 9.540367 9.51895 0.777573 0.322642 0.8055202 16025 1.0249482 down 9.494107 9.529658 0.155091 0.015145 -0.035551 0.996269
1610024_aVvi.7198 Transcr ibed locus, strongly similar to NP_197509.1 expressed protein [Arabidopsis thaliana] 1802.898 1780.848 1913.503 1736.486 16 10.8161 10.79835 10.902 10.76196 0.7593157 0.350688 0.7896617 15963 1.0173053 down 10.80723 10.83198 0.012554 0.099027 -0.024753 0.997715
1610025_aVvi.15053 Transcr ibed locus 3.445972 3.462843 3.353445 3.372317 16 1.784911 1.791957 1.745644 1.75374 0.0186522 7.219257 0.04344029 7126 1.027218 up 1.788434 1.749692 0.004982 0.005725 0.0387423 1.022142
1610026_aVvi.7077 Transcr ibed locus, moderately similar to NP_567879.1 UDP-glucuronic acid/UDP-N-acetylg 6.010051 6.043736 5.847869 5.79059 16 2.587377 2.595441 2.547911 2.533711 0.0250652 6.19696 0.05129622 8111 1.0356944 up 2.591409 2.540811 0.005702 0.010041 0.0505984 1.019914
1610027_aVvi.483 Transcr ibed locus, weakly similar to NP_172716.1 oxidoreductase family protein [Arabidopsis 7.475607 7.192359 6.786495 6.758229 16 2.902191 2.846465 2.762667 2.756645 0.0548591 4.091776 0.08859632 10279 1.0827289 up 2.874328 2.759656 0.039404 0.004258 0.114672 1.041553
1610028_aVvi.5606 Transcr ibed locus, weakly similar to NP_199693.1 kip-related protein 3 (KRP3) / cyclin-depen 93.57965 86.13026 126.596 119.1723 16 6.548123 6.428448 6.984088 6.896905 0.0257701 6.108289 0.05214657 8203 1.3681349 down 6.488286 6.940496 0.084623 0.061648 -0.4522104 0.934845
1610029_s_at 15.68656 15.82194 16.36629 15.31868 16 3.971457 3.983855 4.032655 3.937221 0.893597 0.151336 0.9090935 16318 1.0050603 down 3.977656 3.984938 0.008767 0.067483 -0.007282 0.998173
1610030_s_at 229.1233 306.0753 1155.558 1113.641 16 7.83998 8.257743 10.17437 10.12107 0.0099163 9.96727 0.03386763 4860 4.2837043 down 8.048862 10.14772 0.295403 0.037693 -2.0988585 0.793169
1610031_aVvi.5622 Transcr ibed locus 5.476624 5.574467 5.340322 5.332629 16 2.453287 2.478834 2.416927 2.414847 0.0594832 3.914947 0.09418593 10484 1.0353893 up 2.46606 2.415887 0.018065 0.001471 0.0501733 1.020768
1610032_aVvi.1179 Transcr ibed locus, moderately similar to NP_196763.1 17.6 kDa  class II heat shock protein (H 7.808086 7.874433 7.496794 8.186186 16 2.964969 2.977176 2.906274 3.033191 0.9851395 0.021018 0.98763806 16559 1.0009292 up 2.971072 2.969733 0.008632 0.089744 0.0013399 1.000451
1610033_sVvi.2571 Transcr ibed locus, moderately similar to NP_568382.1 expressed protein [Arabidopsis thalian 510.596 469.679 137.9439 135.301 16 8.996038 8.875531 7.107938 7.080029 0.0011257 29.77924 0.0230302 808 3.584574 up 8.935785 7.093984 0.085211 0.019735 1.8418013 1.259629
1610034_aVvi.3108 Transcr ibed locus, moderately similar to NP_192207.1 auxin-binding protein 1 (ABP1) [Arabi 190.3081 193.3355 183.0004 195.9077 16 7.572193 7.594963 7.515703 7.61403 0.7463896 0.370781 0.77792454 15928 1.013054 up 7.583578 7.564867 0.016101 0.069528 0.018711 1.002473
1610035_x_at 1699.447 1829.289 1715.372 1701.346 16 10.73085 10.83707 10.74431 10.73246 0.4835793 0.852855 0.5355469 14990 1.0320946 up 10.78396 10.73838 0.075108 0.008375 0.045575 1.004244
1610036_at 8.665844 10.03689 7.688478 5.990697 16 3.11534 3.32724 2.942698 2.582724 0.1592938 2.195673 0.20807202 12709 1.3741877 up 3.22129 2.762711 0.149836 0.25454 0.458579 1.165989
1610037_aVvi.15452 Transcr ibed locus 5.814908 5.800758 5.716033 5.671084 16 2.539756 2.536242 2.515014 2.503624 0.0405741 4.812131 0.0707724 9517 1.0200781 up 2.537999 2.509319 0.002485 0.008054 0.0286797 1.011429
1610038_aVvi.12131 Transcr ibed locus, weakly similar to NP_680186.1 hydroxyproline-rich glycoprotein family pro 9.916663 12.21224 8.569582 8.1302 16 3.309855 3.610256 3.099225 3.023291 0.12356 2.574132 0.16879316 12152 1.3184086 up 3.460055 3.061258 0.212416 0.053693 0.3987976 1.130272
1610039_sVvi.12950 Transcr ibed locus, strongly similar to NP_039387.1 NADH dehydrogenase subunit K [Oryza 5345.876 5272.192 4800.832 4856.062 16 12.38421 12.36419 12.22907 12.24557 0.0088639 10.55082 0.03257871 4516 1.0995239 up 12.3742 12.23732 0.014159 0.011668 0.136879 1.011185
1610040_aVvi.15297 Transcr ibed locus 3.115907 3.134292 3.023158 3.033594 16 1.639652 1.64814 1.596056 1.601028 0.0115555 9.221829 0.03545325 5408 1.0319362 up 1.643896 1.598542 0.006001 0.003516 0.0453537 1.028372
1610041_aVvi.12061 Transcr ibed locus 5.048175 5.041415 4.809159 4.818345 16 2.335762 2.333829 2.265785 2.268538 6.18E-04 40.20754 0.02101682 487 1.0479969 up 2.334796 2.267161 0.001367 0.001947 0.0676344 1.029832
1610042_aVvi.6974 Transcr ibed locus, strongly similar to NP_198446.3 DNA-binding protein, putative [Arabidops 638.2644 556.6289 63.50369 60.75232 16 9.31801 9.120572 5.988769 5.924868 0.00101 31.44224 0.02259248 740 9.596266 up 9.219292 5.956819 0.13961 0.045185 3.2624734 1.547687
1610043_aVvi.7583 Transcr ibed locus, weakly similar to NP_564399.1 senescence-associated family protein [Ara 1662.726 1855.698 2267.777 2213.553 16 10.69934 10.85775 11.14706 11.11215 0.0494493 4.328443 0.08177677 10038 1.2755024 down 10.77854 11.12961 0.112014 0.024689 -0.351065 0.968457
1610044_s_at 6.437477 6.297235 6.073415 6.052086 16 2.686495 2.654718 2.602508 2.597433 0.0481674 4.390131 0.08021626 9968 1.05018 up 2.670607 2.59997 0.02247 0.003589 0.0706366 1.027168
1610045_aVvi.12382 Transcr ibed locus, weakly similar to NP_563837.1 SKP1 interacting partner 3-related [Arabid 316.5412 303.1253 56.89486 74.15073 16 8.30625 8.243771 5.830226 6.212389 0.0073 11.63994 0.03107765 3897 4.769051 up 8.27501 6.021308 0.044179 0.27023 2.253702 1.374288
1610046_aVvi.14954 Transcr ibed locus 19.46233 26.07338 47.58866 62.00023 16 4.282613 4.704506 5.572546 5.954202 0.0466945 4.464052 0.07841613 9885 2.4113057 down 4.493559 5.763374 0.298323 0.269871 -1.2698146 0.779675
1610047_s_at 808.3735 857.759 724.3818 688.1205 16 9.658878 9.744429 9.500607 9.426518 0.0521095 4.207581 0.08525049 10147 1.1794313 up 9.701654 9.463562 0.060493 0.052389 0.2380915 1.025159
1610048_aVvi.9586 Transcr ibed locus, moderately similar to XP_470637.1 Putative endosomal protein [Oryza sati 370.407 358.1296 605.2112 560.0496 16 8.532968 8.484338 9.241295 9.129411 0.0080275 11.09385 0.03158401 4216 1.5984788 down 8.508653 9.185352 0.034386 0.079114 -0.676699 0.926328
1610049_aVvi.7357 Transcr ibed locus, weakly similar to NP_568409.1 La domain-containing protein / proline-rich 183.8683 159.5264 189.4657 195.8788 16 7.522529 7.317652 7.565793 7.613817 0.2480743 1.613025 0.30243284 13617 1.1248358 down 7.42009 7.589805 0.14487 0.033959 -0.1697146 0.977639
1610050_aVvi.9063 Transcr ibed locus, weakly similar to XP_464945.1 putative PKG-Ib [Oryza sativa (japonica cul 307.9406 277.3099 187.453 180.0443 16 8.266508 8.115356 7.550385 7.492208 0.0143116 8.269045 0.03829651 6202 1.5906702 up 8.190931 7.521297 0.106881 0.041137 0.6696345 1.089032
1610051_aVvi.12386 Transcr ibed locus, moderately similar to NP_564148.1 replication factor C 37 kDa, putative [A  91.39273 90.68211 155.9574 179.6474 16 6.514007 6.502746 7.285008 7.489025 0.0132516 8.600342 0.03713761 5923 1.8386408 down 6.508377 7.387016 0.007963 0.144261 -0.8786397 0.881056
1610052_aVvi.2320 Transcr ibed locus, weakly similar to XP_475143.1 unknown protein [Oryza sativa (japonica cu 254.6204 285.7528 464.4562 507.1126 16 7.992204 8.158624 8.859399 8.986162 0.014898 8.101041 0.03885992 6359 1.7992146 down 8.075414 8.922781 0.117676 0.089635 -0.847367 0.905033
1610053_aVvi.4421 Transcr ibed locus, weakly similar to XP_474107.1 OSJNBa0070O11.10 [Oryza sativa (japonic 33.3123 37.23078 41.77573 40.13821 16 5.057983 5.218424 5.384593 5.326904 0.1253332 2.551894 0.17080788 12181 1.1627533 down 5.138204 5.355749 0.113449 0.040792 -0.2175451 0.959381
1610054_aVvi.2998 Transcr ibed locus, weakly similar to NP_174037.2 disease resistance protein (TIR-NBS-LRR 399.5132 405.5292 158.1957 214.9562 16 8.642099 8.663662 7.305567 7.747898 0.0365544 5.085842 0.06565794 9242 2.182752 up 8.652881 7.526732 0.015247 0.312775 1.1261486 1.14962
1610055_aVvi.4652 Transcr ibed locus, weakly similar to NP_568974.1 copper chaperone (CCH)-related [Arabido 4.647598 4.674217 4.511767 4.535913 16 2.216485 2.224725 2.173693 2.181393 0.0167177 7.636817 0.04106601 6757 1.0302984 up 2.220605 2.177543 0.005826 0.005445 0.0430623 1.019776
1610056_sVvi.3960 Transcr ibed locus, moderately similar to NP_196670.1 serine-rich protein-related [Arabidops  249.5255 314.1224 441.8091 482.0571 16 7.963044 8.295183 8.787279 8.91306 0.0556385 4.060476 0.08954155 10315 1.6483892 down 8.129113 8.85017 0.234858 0.088941 -0.721057 0.918526
1610057_aVvi.7566 Transcr ibed locus, weakly similar to NP_567425.1 expressed protein [Arabidopsis thaliana] 3792.051 3871.22 7531.523 7605.182 16 11.88876 11.91857 12.87873 12.89277 2.81E-04 59.60815 0.01827131 249 1.9753093 down 11.90367 12.88575 0.021078 0.00993 -0.982079 0.923786
1610058_at 5.089982 5.109584 4.878956 4.86696 16 2.347661 2.353206 2.286573 2.283021 0.002507 19.93434 0.02661241 1563 1.0465467 up 2.350433 2.284797 0.003921 0.002511 0.0656366 1.028728
1610059_aVvi.4005 Transcr ibed locus, moderately similar to NP_849615.1 L-allo-threonine aldolase-related [Ara 1224.852 1277.449 283.2822 245.9717 16 10.25839 10.31905 8.146096 7.942349 0.0022352 21.11619 0.02589414 1430 4.7387257 up 10.28872 8.044222 0.042892 0.144071 2.244499 1.27902
1610060_at 9.340367 9.469187 9.28876 8.134307 11 3.22348 3.243241 3.215486 3.02402 0.3591993 1.180436 0.41513583 14364 1.08193 up 3.23336 3.119753 0.013973 0.135387 0.113607 1.036415
1610061_aVvi.6817 Transcr ibed locus, moderately similar to XP_480181.1 putative mitogen-activated protein kina      3.408718 3.422726 3.272364 3.294657 16 1.769229 1.775146 1.710333 1.720128 0.0099414 9.954502 0.03389936 4866 1.0402691 up 1.772188 1.715231 0.004184 0.006926 0.0569568 1.033206
1610062_aVvi.4355 Transcr ibed locus 3.68684 3.706939 3.573162 3.590339 16 1.882385 1.890228 1.837201 1.84412 0.0128728 8.728478 0.03681191 5804 1.0321453 up 1.886307 1.840661 0.005546 0.004892 0.0456459 1.024799
1610063_aVvi.12849 Transcr ibed locus, weakly similar to NP_172347.2 F-box family protein [Arabidopsis thaliana] 136.6174 136.4804 87.04387 70.005 16 7.093997 7.092549 6.443671 6.129386 0.0359109 5.133791 0.06483612 9194 1.7492598 up 7.093273 6.286529 0.001024 0.222233 0.8067444 1.128329
1610064_aVvi.6999 Transcr ibed locus, moderately similar to NP_915299.1 putative DNA-binding protein ABF1 [O 1713.257 2004.362 1419.923 1293.746 16 10.74253 10.96893 10.4716 10.33734 0.0755453 3.428808 0.11355388 11044 1.3672326 up 10.85573 10.40447 0.16009 0.094935 0.451258 1.043372
1610065_aVvi.11280 Transcr ibed locus, weakly similar to NP_568356.1 co-chaperone grpE family protein [Arabido 238.5487 226.27 238.7817 225.2044 16 7.89814 7.821902 7.899549 7.815091 0.966446 0.047479 0.9713019 16518 1.0018739 up 7.860021 7.85732 0.053909 0.05972 0.0027006 1.000344
1610066_aVvi.156 Transcr ibed locus 781.922 731.9349 924.8894 989.2442 16 9.610881 9.515572 9.853137 9.950183 0.0380912 4.976192 0.06753811 9362 1.2643827 down 9.563227 9.90166 0.067394 0.068622 -0.338433 0.965821
1610067_aVvi.10006 Transcr ibed locus, weakly similar to NP_564133.1 transporter-related [Arabidopsis thaliana] 2182.319 2222.403 2686.375 2717.524 16 11.09165 11.11791 11.39145 11.40808 0.0027642 18.98072 0.0270467 1693 1.2268729 down 11.10478 11.39976 0.018568 0.011761 -0.294986 0.974123
1610068_aVvi.14572 Transcr ibed locus 5622.243 5225.681 2822.986 2909.064 16 12.45693 12.3514 11.46301 11.50634 0.003826 16.12051 0.02827039 2244 1.8914526 up 12.40417 11.48467 0.074619 0.030641 0.919494 1.080063
1610069_aVvi.352 Transcr ibed locus 3.01402 3.029096 2.933961 2.947642 16 1.591689 1.598887 1.55285 1.559562 0.0154871 7.941896 0.03951212 6505 1.0274603 up 1.595288 1.556206 0.00509 0.004746 0.0390828 1.025114
1610070_at 8.479192 8.551776 8.006158 7.931182 16 3.083927 3.096224 3.00111 2.987536 0.0090236 10.45576 0.03278826 4568 1.0686225 up 3.090076 2.994323 0.008695 0.009598 0.0957522 1.031978
1610071_aVvi.7603 Transcr ibed locus, moderately similar to NP_564860.2 beta-expansin, putative (EXBP2) [Arab  3.634055 3.650905 153.1384 117.7177 16 1.861581 1.868254 7.258693 6.879187 0.0013273 27.42103 0.0237454 927 36.86099 down 1.864917 7.06894 0.004719 0.268351 -5.2040227 0.263819
1610072_aVvi.3482 Transcr ibed locus, moderately similar to XP_474364.1 OSJNBb0017I01.5 [Oryza sativa (japo 637.3693 655.0985 772.4062 772.6478 16 9.315986 9.355568 9.593216 9.593667 0.0058488 13.01836 0.03005582 3227 1.1955411 down 9.335777 9.593441 0.027989 3.19E-04 -0.257664 0.973142
1610073_at 3.57965 3.600783 3.484456 3.508989 16 1.839819 1.848311 1.800934 1.811055 0.0288166 5.76277 0.05573316 8583 1.0267394 up 1.844065 1.805995 0.006005 0.007157 0.03807 1.02108
1610074_aVvi.15050 Transcr ibed locus 5.376214 5.36457 5.172126 5.145415 16 2.42659 2.423463 2.370757 2.363287 0.0048378 14.32501 0.02934507 2736 1.0410244 up 2.425026 2.367023 0.002212 0.005282 0.0580039 1.024505
1610075_aVvi.11077 Transcr ibed locus, weakly similar to NP_563785.1 C2 domain-containing protein [Arabidopsis 1382.822 1371.005 1239.434 1165.915 16 10.4334 10.42102 10.27547 10.18725 0.0480274 4.397016 0.08003926 9961 1.1454014 up 10.42721 10.23136 0.008756 0.062381 0.195853 1.019142
1610076_aVvi.14299 Transcr ibed locus 80.90589 63.16821 121.9249 95.26218 16 6.338173 5.981127 6.929849 6.573832 0.1432851 2.348974 0.19038175 12494 1.5075343 down 6.15965 6.751841 0.25247 0.251742 -0.5921906 0.912292
1610077_aVvi.7864 Transcr ibed locus, strongly similar to NP_914258.1 P0483G10.15 [Oryza sativa (japonica cul 5755.314 5345.932 4771.636 5185.698 16 12.49068 12.38423 12.22027 12.34032 0.1892115 1.958912 0.2402148 13076 1.1150875 up 12.43745 12.2803 0.075274 0.084891 0.157157 1.012797
1610078_aVvi.9407 Transcr ibed locus, moderately similar to NP_197640.1 zinc finger (ZPR1-type) family protein 6.17161 6.211934 5.97425 6.60228 16 2.625647 2.635042 2.578758 2.722964 0.8031541 0.283938 0.829175 16080 1.0143223 down 2.630345 2.650861 0.006644 0.10197 -0.0205162 0.992261
1610079_aVvi.7290 Transcr ibed locus, moderately similar to NP_179486.1 ATPase 1, plasma membrane-type, pu 627.677 685.4465 459.8697 455.8109 16 9.293879 9.4209 8.845081 8.832292 0.0148084 8.126061 0.03878772 6337 1.4326671 up 9.357389 8.838686 0.089818 0.009044 0.518703 1.058686
1610080_aVvi.12637 Transcr ibed locus, weakly similar to NP_176037.1 expressed protein [Arabidopsis thaliana] 230.6534 240.6557 254.4182 211.4788 16 7.849583 7.910827 7.991058 7.724369 0.8845357 0.164391 0.900924 16299 1.015712 up 7.880205 7.857714 0.043306 0.188578 0.0224913 1.002862
1610081_aVvi.7523 Transcr ibed locus, moderately similar to NP_195822.1 expressed protein [Arabidopsis thalian 877.2974 822.6052 204.4063 178.1996 16 9.776922 9.684056 7.675296 7.47735 0.0025656 19.70451 0.0266497 1596 4.4511147 up 9.73049 7.576323 0.065666 0.139969 2.154167 1.284329
1610082_aVvi.15724 Transcr ibed locus 8.104297 9.321957 6.812355 7.844549 16 3.018687 3.220633 2.768154 2.97169 0.2236283 1.742025 0.2767144 13416 1.1889912 up 3.11966 2.869922 0.142797 0.143922 0.249738 1.087019
1610083_aVvi.6406 Transcr ibed locus, weakly similar to NP_199678.1 MADS-box family protein [Arabidopsis thal 3.919346 3.949502 3.767079 3.781449 16 1.970613 1.981671 1.913446 1.918939 0.010439 9.710697 0.03447535 5026 1.0424289 up 1.976142 1.916193 0.007819 0.003884 0.0599489 1.031285
1610084_aVvi.9240 Transcr ibed locus 34.21177 34.47698 31.96453 35.74493 16 5.096421 5.107562 4.9984 5.159667 0.8030831 0.284044 0.8291533 16079 1.0160408 up 5.101991 5.079033 0.007878 0.114033 0.022958 1.00452
1610085_aVvi.5068 Transcr ibed locus, moderately similar to NP_176789.1 leucine-rich repeat protein kinase, put 189.3254 238.426 946.9059 838.7872 16 7.564724 7.897397 9.887077 9.712161 0.0081528 11.00722 0.03164294 4272 4.194674 down 7.731061 9.79962 0.235235 0.123684 -2.068559 0.788914
1610086_aVvi.14239 Transcr ibed locus 9.978857 9.866466 9.089697 10.38174 16 3.318874 3.302533 3.184232 3.375976 0.7806048 0.31802 0.80845916 16029 1.0214366 up 3.310704 3.280104 0.011555 0.135583 0.0305996 1.009329
1610087_aVvi.15603 Transcr ibed locus 34.61578 37.97934 46.4698 50.04062 16 5.113358 5.247143 5.538221 5.645028 0.0406705 4.806058 0.07092711 9518 1.3299519 down 5.18025 5.591624 0.0946 0.075523 -0.4113743 0.92643
1610088_aVvi.15202 Transcr ibed locus 160.2496 153.3233 185.2114 153.6287 16 7.324177 7.260433 7.533029 7.263303 0.5247374 0.763912 0.57430875 15168 1.0761366 down 7.292305 7.398166 0.045074 0.190725 -0.105861 0.985691
1610089_aVvi.7894 Transcr ibed locus, moderately similar to NP_176500.1 rhomboid family protein [Arabidopsis t 468.3737 462.537 231.6842 218.8803 16 8.871516 8.853425 7.856015 7.773998 0.0016035 24.94303 0.02490227 1068 2.0668933 up 8.862471 7.815007 0.012792 0.057995 1.0474643 1.134032
1610090_aVvi.12591 Transcr ibed locus 6.480751 6.480869 7.275067 6.348288 16 2.696161 2.696187 2.862961 2.666368 0.5580402 0.696768 0.60450107 15325 1.0486186 down 2.696174 2.764664 1.85E-05 0.139012 -0.0684901 0.975227
1610091_aVvi.3979 Transcr ibed locus, weakly similar to XP_477727.1 putative tetratricopeptide repeat(TPR)-con      5.060169 5.112038 4.830312 4.861021 16 2.339186 2.353899 2.272116 2.281259 0.0150278 8.065174 0.03892679 6407 1.0496105 up 2.346542 2.276688 0.010404 0.006465 0.0698541 1.030682
1610092_aVvi.7745 Transcr ibed locus, strongly similar to NP_178826.1 40S ribosomal protein S16 (RPS16A) [A 9435.318 9271.598 11331.73 11621.65 16 13.20386 13.1786 13.46808 13.50453 0.0055978 13.30954 0.0297654 3121 1.2269499 down 13.19123 13.48631 0.017857 0.025772 -0.295076 0.97812
1610093_aVvi.15231 Transcr ibed locus 4.46707 4.485331 4.331523 4.349836 16 2.159329 2.165214 2.114874 2.120961 0.0089874 10.4771 0.03272825 4558 1.0312212 up 2.162272 2.117918 0.004162 0.004304 0.0443537 1.020942
1610094_aVvi.795 Transcr ibed locus, weakly similar to NP_650022.1 CG4655-PA, isoform A [Drosophila melan 413.7101 498.2611 539.9743 445.2575 16 8.692476 8.960758 9.076747 8.798496 0.623706 0.574377 0.6652597 15564 1.0799801 down 8.826617 8.937622 0.189704 0.196753 -0.111005 0.98758
1610095_sVvi.4518 Transcr ibed locus, moderately similar to NP_190470.1 60S ribosomal protein L13 (RPL13B) 16960.57 16419.19 22309.65 22260.83 16 14.0499 14.0031 14.44538 14.44222 0.003144 17.79237 0.02773125 1880 1.3354288 down 14.0265 14.4438 0.033094 0.002235 -0.417303 0.971109
1610096_aVvi.10255 Transcr ibed locus, strongly similar to XP_578415.1 PREDICTED: similar to germinal histon     335.387 414.8745 5527.755 6460.554 16 8.389683 8.696531 12.43248 12.65744 0.0022522 21.03589 0.02595298 1439 16.020563 down 8.543107 12.54496 0.216975 0.159072 -4.001853 0.680999
1610097_at 4.840463 4.87545 4.656817 4.699971 16 2.275145 2.285535 2.219344 2.232652 0.0232917 6.437358 0.04896068 7895 1.0383856 up 2.28034 2.225998 0.007347 0.00941 0.0543422 1.024413
1610098_aVvi.9952 Transcr ibed locus 6.560377 6.539351 6.31736 6.380928 16 2.713779 2.709148 2.659322 2.673766 0.0273444 5.922627 0.05387747 8425 1.0316253 up 2.711463 2.666544 0.003275 0.010214 0.044919 1.016845
1610099_aVvi.2216 Transcr ibed locus, moderately similar to NP_566716.1 protein kinase, putative [Arabidopsis th 904.5039 929.1765 829.22 776.4263 16 9.820983 9.859809 9.695611 9.600705 0.0643413 3.749497 0.100112 10669 1.1425346 up 9.840396 9.648158 0.027454 0.067109 0.192238 1.019925
1610100_x_at 920.2186 905.7407 893.1184 917.9269 16 9.845833 9.822954 9.802708 9.842236 0.6536845 0.522071 0.69309425 15657 1.0082978 up 9.834394 9.822472 0.016178 0.02795 0.0119215 1.001214
1610101_aVvi.15117 Transcr ibed locus 5.232284 5.277038 5.007172 5.007165 16 2.387441 2.399728 2.323996 2.323994 0.0077045 11.32677 0.03135112 4074 1.049418 up 2.393585 2.323995 0.008689 1.53E-06 0.0695895 1.029944
1610102_aVvi.13497 Transcr ibed locus, moderately similar to NP_974285.1 vacuolar protein sorting 55 family prot 1059.959 1156.702 1163.432 988.8095 16 10.04979 10.1758 10.18417 9.949549 0.7630161 0.344973 0.7931621 15970 1.0323532 up 10.1128 10.06686 0.089102 0.165903 0.045937 1.004563
1610103_aVvi.9800 Transcr ibed locus 8.250188 7.007966 9.481522 9.221813 16 3.044427 2.808996 3.245119 3.205051 0.1297159 2.498766 0.17561312 12262 1.229757 down 2.926711 3.225085 0.166475 0.028332 -0.2983732 0.907484
1610104_aVvi.9519 Transcr ibed locus 4.720887 4.715565 4.555187 4.57902 16 2.239058 2.237431 2.18751 2.195039 0.0066555 12.19648 0.03064172 3605 1.0330929 up 2.238244 2.191274 0.001151 0.005323 0.0469699 1.021435
1610105_at 21.52396 19.52301 20.50794 20.71405 16 4.427872 4.287103 4.35811 4.372538 0.9219196 0.11076 0.93378747 16390 1.0054466 down 4.357488 4.365324 0.099538 0.010202 -0.0078363 0.998205
1610106_at 9.655886 9.250656 8.507513 8.908817 10 3.271409 3.209556 3.088738 3.155234 0.1208046 2.609592 0.1657245 12101 1.0856029 up 3.240482 3.121986 0.043737 0.04702 0.1184963 1.037955
1610107_aVvi.9676 Transcr ibed locus, moderately similar to NP_193114.1 methionine--tRNA ligase, putative / m 473.0707 516.8515 711.4238 599.0303 16 8.885912 9.013606 9.474566 9.226485 0.1028234 2.872719 0.14515711 11759 1.320209 down 8.949759 9.350525 0.090293 0.175419 -0.400766 0.95714
1610108_aVvi.13508 Transcr ibed locus 504.1305 503.2578 453.1611 500.1166 16 8.977654 8.975154 8.82388 8.966121 0.3709447 1.144409 0.42669043 14432 1.058047 up 8.976404 8.895 0.001767 0.100579 0.081404 1.009152
1610109_aVvi.1548 Transcr ibed locus 3.88628 3.900346 3.750633 3.775262 16 1.95839 1.963602 1.907134 1.916577 0.0118302 9.112212 0.03569701 5501 1.0346483 up 1.960996 1.911856 0.003685 0.006677 0.0491404 1.025703
1610110_aVvi.2628 Transcr ibed locus, weakly similar to XP_472308.1 OSJNBa0055C08.14 [Oryza sativa (japonic 5.310168 5.319467 5.083436 5.092024 16 2.408757 2.411282 2.345804 2.348239 7.74E-04 35.92338 0.02212453 576 1.0446342 up 2.410019 2.347022 0.001785 0.001722 0.0629978 1.026842
1610111_aVvi.10649 Transcr ibed locus, weakly similar to NP_188783.2 expressed protein [Arabidopsis thaliana] 713.9108 745.0153 976.2924 990.788 16 9.4796 9.541126 9.93117 9.952433 0.0056433 13.25526 0.02979867 3140 1.3485775 down 9.510363 9.941801 0.043506 0.015035 -0.431438 0.956604
1610112_aVvi.6827 Transcr ibed locus, strongly similar to NP_564985.1 expressed protein [Arabidopsis thaliana] 1384.57 1347.422 1468.41 1349.414 16 10.43522 10.39599 10.52004 10.39812 0.5672512 0.678857 0.61307883 15360 1.0305927 down 10.4156 10.45908 0.027745 0.086212 -0.043474 0.995843
1610113_aVvi.6685 Transcr ibed locus, moderately similar to NP_193740.1 peptidase M20/M25/M40 family protei 324.7253 338.4806 437.6978 405.0309 16 8.343076 8.402929 8.773791 8.661888 0.0322304 5.43459 0.06020359 8887 1.2700076 down 8.373003 8.71784 0.042323 0.079128 -0.344837 0.960445
1610114_aVvi.14607 Transcr ibed locus 448.7354 440.2071 485.3925 532.9536 16 8.809721 8.782039 8.923008 9.057866 0.1056993 2.826428 0.1485939 11808 1.1443728 down 8.795879 8.990437 0.019574 0.095359 -0.194558 0.978359
1610115_aVvi.11637 Transcr ibed locus 410.567 414.0893 762.3972 701.4076 16 8.681474 8.693798 9.574399 9.454109 0.0053071 13.67221 0.02950386 2983 1.7735232 down 8.687635 9.514254 0.008715 0.085058 -0.826619 0.913118
1610116_aVvi.9655 Transcr ibed locus, weakly similar to NP_187286.1 dehydroquinate dehydratase, putative / shik    6.125415 6.144664 6.449997 6.016683 16 2.614808 2.619334 2.689298 2.588968 0.70332 0.43935 0.7383721 15812 1.0154101 down 2.617071 2.639134 0.003201 0.070944 -0.0220625 0.99164
1610117_at 5.138436 5.165631 4.895245 5.095418 9 2.361329 2.368945 2.291381 2.349201 0.2638994 1.537962 0.3190314 13732 1.0315733 up 2.365137 2.320291 0.005385 0.040885 0.0448463 1.019328
1610118_aVvi.3478 Transcr ibed locus, moderately similar to XP_450415.1 putative elicitor inducible beta-1,3-gluc 3.859739 3.951253 4.978711 6.9005 16 1.948503 1.98231 2.315772 2.786701 0.1311786 2.481591 0.17717959 12290 1.5009022 down 1.965407 2.551237 0.023905 0.332997 -0.5858299 0.770374
1610119_aVvi.9440 Transcr ibed locus 134.2478 106.9493 122.5849 100.0081 16 7.068754 6.740784 6.937637 6.643972 0.6562125 0.517747 0.69506437 15673 1.0821977 up 6.904769 6.790805 0.23191 0.207652 0.113964 1.016782
1610120_aVvi.9727 Transcr ibed locus, weakly similar to NP_179840.2 short vegetative phase protein (SVP) [Arab 4.444777 4.469175 4.281668 4.278443 16 2.152111 2.160009 2.098173 2.097086 0.0046218 14.65833 0.02926091 2618 1.041332 up 2.15606 2.09763 0.005585 7.69E-04 0.0584302 1.027855
1610121_at 5.453515 5.480127 5.211526 5.216671 16 2.447187 2.454209 2.381706 2.383129 0.002742 19.05766 0.02700983 1683 1.0484661 up 2.450698 2.382418 0.004966 0.001006 0.0682803 1.02866
1610122_aVvi.9998 Transcr ibed locus, weakly similar to NP_921505.1 putative auxin-induced protein [Oryza sativa 20.39678 17.83456 15.75412 14.56596 16 4.350269 4.156604 3.977657 3.864529 0.0974935 2.963566 0.1388391 11657 1.2590569 up 4.253437 3.921093 0.136942 0.079994 0.3323436 1.084758
1610123_aVvi.11375 Transcr ibed locus, weakly similar to XP_479530.1 putative potassi um transporter [Oryza sativ 170.5048 165.6469 68.68694 70.43161 16 7.413669 7.371967 6.101964 6.138151 4.70E-04 46.10339 0.01899094 410 2.4162352 up 7.392818 6.120057 0.029487 0.025588 1.272761 1.207966
1610124_aVvi.8122 Transcr ibed locus, moderately similar to NP_176880.1 ribulose bisphosphate carboxylase sm 406.9395 348.547 5.214212 6.449468 16 8.668671 8.44521 2.382449 2.68918 9.92E-04 31.73206 0.02255868 728 64.944046 up 8.55694 2.535815 0.158011 0.216891 6.0211252 3.374434
1610125_aVvi.9479 Transcr ibed locus, moderately similar to NP_187426.1 NAD-dependent glycerol-3-phosphate 77.1755 68.15039 61.41156 63.78167 16 6.270071 6.09065 5.940438 5.99507 0.1515383 2.267153 0.1997331 12595 1.1587802 up 6.180361 5.967754 0.12687 0.03863 0.212607 1.035626
1610126_aVvi.7464 Transcr ibed locus, moderately similar to XP_463436.1 aspartate aminotransferase [Oryza sat   7173.413 6845.617 5181.586 5111.856 16 12.80844 12.74097 12.33918 12.31963 0.006165 12.67707 0.03021735 3386 1.3615965 up 12.7747 12.32941 0.047715 0.013821 0.445299 1.036117
1610127_aVvi.14483 Transcr ibed locus 67.81681 60.52108 86.96214 78.79995 16 6.083571 5.919365 6.442315 6.300123 0.0765078 3.404476 0.1147202 11071 1.2921294 down 6.001468 6.371219 0.116111 0.100545 -0.3697507 0.941965
1610128_aVvi.6791 Transcr ibed locus, moderately similar to NP_199595.1 adenylate kinase, chloroplast, putative 450.082 406.793 337.0788 358.6228 16 8.814044 8.668151 8.396942 8.486323 0.072807 3.500549 0.11026647 10961 1.2306873 up 8.741097 8.441633 0.103162 0.063202 0.299464 1.035475
1610129_aVvi.13712 Transcr ibed locus, moderately similar to XP_470335.1 putative ferredoxin [Oryza sativa (japon 3.729779 3.446528 3.621711 3.83887 16 1.89909 1.785144 1.856671 1.940682 0.5080803 0.799043 0.5586932 15097 1.0399828 down 1.842117 1.898677 0.080572 0.059404 -0.0565597 0.970211
1610130_aVvi.3415 Transcr ibed locus, moderately similar to NP_563980.2 leucine-rich repeat family protein [Ara 236.3431 206.4815 191.0494 163.3852 16 7.884738 7.689869 7.577802 7.352134 0.1631176 2.162162 0.21223189 12759 1.2503537 up 7.787304 7.464968 0.137793 0.159571 0.3223363 1.04318
1610131_aVvi.13454 Transcr ibed locus, moderately similar to NP_179311.1 ubiquitin family protein [Arabidopsis th 3.935885 3.945981 3.812716 3.83914 16 1.976688 1.980384 1.930819 1.940783 0.0151109 8.042469 0.03904603 6424 1.0300646 up 1.978536 1.935801 0.002613 0.007046 0.0427349 1.022076
1610132_sVvi.992 Transcr ibed locus, moderately similar to NP_200750.1 oxysterol-binding family protein [Arabi 2941.56 2955.122 2393.243 2395.106 16 11.52237 11.529 11.22475 11.22587 1.26E-04 89.25176 0.0167938 122 1.2314612 up 11.52568 11.22531 0.004693 7.94E-04 0.300371 1.026758
1610133_at 3.849217 3.861956 3.735758 3.757533 16 1.944565 1.949332 1.901401 1.909786 0.0133266 8.575635 0.03722824 5942 1.02908 up 1.946949 1.905593 0.003371 0.005929 0.0413551 1.021702
1610134_aVvi.5544 Transcr ibed locus, moderately similar to NP_568727.1 cyclopropyl isomerase (CPI1) [Arabid 82.64215 73.21281 262.3476 243.4584 16 6.368806 6.194024 8.035336 7.927531 0.003628 16.55692 0.02818367 2134 3.249051 down 6.281415 7.981433 0.123589 0.076229 -1.7000184 0.787003
1610135_aVvi.1290 Transcr ibed locus, weakly similar to NP_175385.1 kip-related protein 7 (KRP7) / cyclin-depen 376.7408 382.1038 225.028 214.2542 16 8.557428 8.577821 7.81396 7.74318 0.0021715 21.42443 0.02580234 1393 1.7279421 up 8.567625 7.77857 0.01442 0.050049 0.789055 1.10144
1610136_aVvi.1870 Transcr ibed locus, strongly similar to NP_193769.1 elongation factor Tu / EF-Tu (TUFA) [Ar  685.374 694.9679 670.7296 658.7679 16 9.420748 9.440803 9.389587 9.363627 0.0807423 3.302441 0.11947934 11218 1.03826 up 9.430775 9.376607 0.014181 0.018357 0.054168 1.005777
1610137_at 4.98004 5.00541 4.785428 4.75594 16 2.316157 2.323489 2.258648 2.249731 0.0076454 11.37103 0.03135112 4045 1.0465444 up 2.319823 2.254189 0.005184 0.006306 0.0656335 1.029116
1610138_aVvi.11352 Transcr ibed locus, weakly similar to NP_194476.2 CBS domain-containing protein [Arabidops 762.2979 737.9499 445.2499 453.2744 16 9.574211 9.527379 8.798471 8.824241 0.0013039 27.66653 0.02357308 916 1.6695266 up 9.550795 8.811356 0.033115 0.018222 0.739439 1.083919
1610139_sVvi.7563 Transcr ibed locus, moderately similar to NP_564417.1 60S ribosomal protein L9 (RPL90B) [A 8244.637 8513.413 10616.35 10857.09 16 13.00924 13.05552 13.374 13.40635 0.0061694 12.67253 0.03021735 3388 1.2814648 down 13.03238 13.39018 0.032727 0.022875 -0.357794 0.973279
1610140_aVvi.11849 Transcr ibed locus, weakly similar to XP_476864.1 putative RRM RNA binding protein NSAP1 319.1233 362.6631 360.3499 372.2184 16 8.31797 8.502486 8.493255 8.540006 0.3798443 1.117981 0.43553942 14478 1.0765396 down 8.410229 8.51663 0.130472 0.033058 -0.106401 0.987507
1610141_aVvi.2725 Transcr ibed locus 13.48188 13.88748 12.40363 12.85002 16 3.752949 3.795713 3.63269 3.683699 0.0732179 3.489536 0.11073734 10976 1.0838283 up 3.774331 3.658195 0.030238 0.036069 0.1161364 1.031747
1610142_aVvi.5989 Transcr ibed locus 120.7825 129.5705 257.7261 254.1682 16 6.916268 7.017593 8.009695 7.98964 0.0024915 19.9967 0.02655604 1556 2.0459015 down 6.96693 7.999667 0.071648 0.014181 -1.0327366 0.870903
1610143_aVvi.11102 Transcr ibed locus, weakly similar to XP_467068.1 putative protein kinase [Oryza sativa (japon 279.4684 322.2812 259.63 252.6197 16 8.126541 8.332176 8.020313 7.980823 0.1604667 2.185278 0.20930766 12727 1.1718519 up 8.229359 8.000568 0.145406 0.027924 0.228791 1.028597
1610144_aVvi.13135 Transcr ibed locus, strongly similar to NP_039366.1 photosystem II protein D2 [Oryza sativa (j 776.59 335.1365 132.1536 251.4588 16 9.601009 8.388605 7.046072 7.974178 0.1912342 1.94475 0.24233797 13100 2.798555 up 8.994807 7.510125 0.857299 0.656271 1.484682 1.197691
1610145_aVvi.6718 Transcr ibed locus, moderately similar to NP_849407.1 protein kinase, putative [Arabidopsis th 2110.154 1952.181 1954.459 1737.166 16 11.04313 10.93087 10.93255 10.76252 0.3044761 1.368985 0.35988262 14045 1.1014968 up 10.987 10.84754 0.079381 0.120232 0.139465 1.012857
1610146_aVvi.2274 Transcr ibed locus, moderately similar to XP_507429.1 PREDICTED B1370C05.32 gene prod     2975.434 2883.522 4160.516 4136.398 16 11.53888 11.49362 12.02255 12.01416 0.0020952 21.81234 0.02578561 1348 1.4162755 down 11.51625 12.01835 0.032009 0.00593 -0.5021015 0.958222
1610147_aVvi.14465 Transcr ibed locus 5.169388 5.227061 4.990341 4.991505 16 2.369993 2.386 2.319138 2.319475 0.0180999 7.331672 0.0427949 7020 1.0415196 up 2.377997 2.319307 0.011318 2.38E-04 0.0586901 1.025305
1610148_aVvi.1107 Transcr ibed locus, moderately similar to NP_195907.1 60S ribosomal protein L4/L1 (RPL4D) 8815.673 8881.917 9971.996 9827.752 16 13.10586 13.11666 13.28367 13.26265 0.0052847 13.70134 0.02950386 2966 1.1187593 down 13.11126 13.27316 0.007638 0.014863 -0.161899 0.987803
1610149_aVvi.3436 Transcr ibed locus, weakly similar to NP_564294.1 interferon-related developmental regulator 5231.076 4734.749 1724.694 1763.122 16 12.35289 12.20907 10.75213 10.78392 0.002361 20.54374 0.02616672 1497 2.8539526 up 12.28098 10.76802 0.101696 0.02248 1.512961 1.140505
1610150_aVvi.9781 Transcr ibed locus, strongly similar to NP_197294.1 5-methyltetrahydropteroyltriglutamate--ho 238.196 223.743 357.6141 349.6533 16 7.896006 7.805699 8.48226 8.449781 0.0060294 12.82007 0.03011773 3321 1.531737 down 7.850852 8.466021 0.063857 0.022966 -0.615169 0.927337
1610151_aVvi.11036 Transcr ibed locus, moderately similar to NP_564824.1 AAA-type ATPase family protein [Arab  1061.028 980.3544 478.1643 469.5135 16 10.05125 9.93716 8.901362 8.875023 0.0027901 18.89193 0.0270467 1707 2.1524959 up 9.994204 8.888193 0.080672 0.018625 1.106011 1.124436
1610152_at 8.395536 8.539732 7.890347 7.614778 10 3.069622 3.094191 2.980089 2.928802 0.0463333 4.482703 0.07798196 9863 1.0923697 up 3.081907 2.954445 0.017373 0.036265 0.1274612 1.043142
1610153_aVvi.10421 Transcr ibed locus, weakly similar to NP_908851.1 putative transposase Tam3 [Oryza sativa (j 20.49304 18.7916 21.04532 31.35128 16 4.357062 4.232016 4.395427 4.970452 0.3176497 1.320049 0.37345943 14120 1.3089415 down 4.294539 4.68294 0.088421 0.406604 -0.3884005 0.917061
1610154_aVvi.4297 Transcr ibed locus 206.9697 242.8227 471.1022 486.3178 16 7.693276 7.92376 8.879896 8.925756 0.0113337 9.313199 0.03526922 5334 2.1351078 down 7.808518 8.902826 0.162976 0.032427 -1.0943085 0.877083
1610155_aVvi.9556 Transcr ibed locus, moderately similar to NP_563991.1 expressed protein [Arabidopsis thalian 202.3382 197.7573 191.2764 196.055 16 7.660626 7.627587 7.579516 7.615115 0.1938362 1.926825 0.24511142 13128 1.0329648 up 7.644106 7.597315 0.023362 0.025172 0.046791 1.006159
1610156_aVvi.15243 Transcr ibed locus 5.07252 5.083224 4.891031 4.821661 16 2.342703 2.345744 2.290139 2.26953 0.0251833 6.181851 0.05140212 8131 1.045642 up 2.344223 2.279834 0.002151 0.014572 0.064389 1.028243
1610157_aVvi.13503 Transcr ibed locus, moderately similar to NP_565938.1 tRNA-binding region domain-containi 4.732164 4.75343 4.828805 5.930571 16 2.2425 2.248969 2.271666 2.568171 0.3610609 1.174635 0.41701174 14373 1.1283259 down 2.245735 2.419919 0.004574 0.209661 -0.1741838 0.928021
1610158_at 889.0911 782.7189 958.664 922.5483 16 9.796187 9.61235 9.904882 9.849481 0.2134769 1.801137 0.2661195 13316 1.1273314 down 9.704269 9.877181 0.129992 0.039174 -0.172912 0.982494
1610159_sVvi.2522 Transcr ibed locus 5.585955 5.621063 5.362601 5.376137 16 2.481804 2.490843 2.422933 2.42657 0.0062022 12.63866 0.03025465 3402 1.0436023 up 2.486323 2.424751 0.006392 0.002572 0.0615721 1.025393
1610160_aVvi.5590 Transcr ibed locus 300.4001 298.9196 223.1209 257.5058 16 8.230742 8.223614 7.801682 8.008461 0.0895162 3.113613 0.1297153 11456 1.2501545 up 8.227178 7.905071 0.00504 0.146215 0.3221067 1.040747
1610161_at 5.972126 5.982873 6.010022 5.727364 16 2.578244 2.580838 2.58737 2.517871 0.5198186 0.774171 0.56963885 15149 1.0188353 up 2.579541 2.552621 0.001834 0.049143 0.0269208 1.010546
1610162_at 7.876723 7.945717 7.493446 7.465997 16 2.977596 2.990177 2.905629 2.900335 0.0070417 11.85379 0.03087745 3784 1.0576807 up 2.983887 2.902982 0.008897 0.003744 0.0809043 1.027869
1610163_aVvi.4781 Transcr ibed locus 5.596909 5.627945 5.455301 5.413128 16 2.48463 2.492608 2.447659 2.436463 0.0211097 6.773258 0.04621294 7582 1.0327984 up 2.488619 2.442061 0.005641 0.007917 0.0465586 1.019065
1610164_aVvi.4120 Transcr ibed locus, weakly similar to NP_850344.1 calmodulin-2/3/5 (CAM2) (CAL1) [Arabido 4.499826 4.520178 4.287167 4.411557 16 2.169869 2.17638 2.100025 2.141288 0.1286014 2.512036 0.1743744 12243 1.0370376 up 2.173125 2.120656 0.004603 0.029177 0.0524683 1.024742
1610165_at 8.234877 8.432352 7.588856 7.443376 16 3.041747 3.075935 2.923883 2.895957 0.0212682 6.747138 0.04643004 7603 1.1087403 up 3.058841 2.90992 0.024175 0.019746 0.1489215 1.051177
1610166_aVvi.8568 Transcr ibed locus, strongly similar to XP_482648.1 splicing factor 3B subunit 5-like protein [O    2959.719 2924.892 3281.146 3272.164 16 11.53124 11.51417 11.67998 11.67603 0.0031698 17.71953 0.02773125 1894 1.1136533 down 11.52271 11.67801 0.012075 0.002797 -0.1553 0.986701
1610167_aVvi.1865 Transcr ibed locus, moderately similar to NP_196926.2 protoporphyrinogen oxidase, putative [A 68.746 54.70866 52.55329 51.60945 16 6.103204 5.773698 5.715709 5.689563 0.2897584 1.426837 0.3454132 13926 1.1775714 up 5.938451 5.702636 0.232996 0.018488 0.2358148 1.041352
1610168_aVvi.15717 Transcr ibed locus 360.8934 342.1619 459.8822 502.4518 16 8.495429 8.418535 8.84512 8.972841 0.026135 6.063784 0.05249264 8264 1.367935 down 8.456982 8.908981 0.054372 0.090312 -0.451999 0.949265
1610169_aVvi.5884 Transcr ibed locus, moderately similar to NP_565539.1 isochorismatase hydrolase family prot 828.2914 818.9163 1151.496 1093.347 16 9.693995 9.677572 10.16929 10.09454 0.0072783 11.65745 0.03107765 3886 1.3623815 down 9.685783 10.13191 0.011612 0.052862 -0.446131 0.955968
1610170_aVvi.5179 Transcr ibed locus, weakly similar to NP_565285.1 DNA polymerase-related [Arabidopsis thal 19.03949 20.55081 43.41771 31.54356 16 4.250923 4.361123 5.440212 4.979274 0.0623888 3.813742 0.09775133 10594 1.8708831 down 4.306023 5.209743 0.077923 0.325932 -0.9037195 0.826533
1610171_aVvi.11768 Transcr ibed locus, weakly similar to NP_187547.1 transcr iption factor IIB (TFIIB) family prote  17.56744 17.28678 15.96242 15.44851 16 4.134832 4.111598 3.996607 3.949396 0.0293335 5.709484 0.05642857 8629 1.1097335 up 4.123215 3.973002 0.01643 0.033383 0.1502132 1.037808
1610172_aVvi.10070 Transcr ibed locus, moderately similar to NP_192019.1 mitochondrial substrate carrier family 504.4806 502.493 450.8911 459.9974 16 8.978655 8.97296 8.816635 8.845482 0.0101591 9.845646 0.03404365 4952 1.105538 up 8.975807 8.831059 0.004027 0.020398 0.1447485 1.016391
1610173_at 79.62293 79.61467 92.35564 102.8506 16 6.315112 6.314962 6.529128 6.684406 0.0640926 3.757523 0.09982789 10658 1.2241073 down 6.315037 6.606767 1.06E-04 0.109798 -0.2917297 0.955844
1610174_aVvi.10140 Transcr ibed locus, weakly similar to NP_917506.1 putative Mutator-like transposase [Oryza s 206.8575 194.333 298.0771 220.331 16 7.692493 7.602387 8.219542 7.783528 0.252666 1.590627 0.30730847 13649 1.2781839 down 7.64744 8.001535 0.063715 0.308308 -0.354095 0.955747
1610175_aVvi.11307 Transcr ibed locus, weakly similar to NP_916297.1 P0665A11.10 [Oryza sativa (japonica cultiv 7.794252 7.858977 7.445446 7.402328 16 2.962411 2.974342 2.896358 2.887979 0.0090262 10.45426 0.03278923 4569 1.0542431 up 2.968376 2.892169 0.008436 0.005925 0.0762077 1.02635
1610176_aVvi.3977 Transcr ibed locus, moderately similar to NP_195399.1 geranylgeranyl pyrophosphate synthas 169.6387 139.0679 175.827 183.3944 16 7.406322 7.119645 7.458013 7.518806 0.2637875 1.538472 0.3189953 13727 1.1691222 down 7.262983 7.488409 0.202711 0.042987 -0.2254257 0.969897
1610177_aVvi.4168 Transcr ibed locus, moderately similar to NP_180178.1 glycine dehydrogenase [decarboxylatin 4.232062 4.253167 4.102549 4.101045 16 2.081361 2.088538 2.03652 2.035992 0.0054157 13.53326 0.02956287 3040 1.0343276 up 2.084949 2.036256 0.005075 3.74E-04 0.0486932 1.023913
1610178_aVvi.6593 Transcr ibed locus, moderately similar to NP_851024.1 WD-40 repeat family protein [Arabidop 1396.202 1503.647 1798.52 1772.891 16 10.44729 10.55425 10.81259 10.79189 0.0311311 5.534445 0.05875176 8796 1.2324002 down 10.50077 10.80224 0.07563 0.014641 -0.30147 0.972092
1610179_aVvi.2629 Transcr ibed locus, weakly similar to NP_175576.1 ATP synthase epsilon chain, mitochondrial 8.038998 7.990097 7.631845 7.612191 16 3.007016 2.998213 2.932032 2.928312 0.0043222 15.16132 0.02910788 2463 1.0514952 up 3.002614 2.930172 0.006224 0.00263 0.0724423 1.024723
1610180_aVvi.6753 Transcr ibed locus, weakly similar to NP_172940.1 expressed protein [Arabidopsis thaliana] 4.983253 5.062339 4.72088 4.630752 16 2.317088 2.339804 2.239056 2.211247 0.0289076 5.753291 0.05586351 8590 1.074224 up 2.328446 2.225151 0.016063 0.019664 0.103295 1.046422
1610181_aVvi.8116 Transcr ibed locus 6.508724 6.579724 6.206067 6.050364 16 2.702375 2.718027 2.633679 2.597022 0.0414249 4.75927 0.07191635 9562 1.0679545 up 2.710201 2.615351 0.011068 0.025921 0.0948503 1.036267
1610182_aVvi.790 Transcr ibed locus, weakly similar to NP_198460.1 cytochrome P450 family protein [Arabidops 14636.2 16283.05 19207.34 17130.48 16 13.83725 13.99108 14.22937 14.06428 0.1753128 2.062069 0.22527428 12919 1.1749958 down 13.91417 14.14682 0.108774 0.116738 -0.232656 0.983554
1610183_aVvi.1987 Transcr ibed locus 15.27307 10.94281 10.44978 9.574581 16 3.932918 3.451912 3.385401 3.259209 0.2750287 1.488524 0.3305361 13813 1.292451 up 3.692415 3.322305 0.340123 0.089231 0.3701096 1.111401
1610184_x_at 13575.49 14368.84 12484.75 13228.6 16 13.72872 13.81066 13.60788 13.69137 0.1765272 2.052621 0.22662161 12930 1.0867801 up 13.76969 13.64963 0.057939 0.059038 0.12006 1.008796
1610185_at 75.6563 62.58483 108.322 90.41626 12 6.241389 5.967741 6.759182 6.49851 0.1090648 2.774473 0.15251799 11871 1.4382172 down 6.104565 6.628846 0.193498 0.184322 -0.5242813 0.920909
1610186_aVvi.10158 Transcr ibed locus, weakly similar to NP_564055.1 expressed protein [Arabidopsis thaliana] 138.2056 123.231 99.15825 104.6369 16 7.110672 6.945221 6.631661 6.709248 0.0595487 3.912586 0.09425372 10488 1.2811971 up 7.027947 6.670454 0.116992 0.054862 0.3574925 1.053593
1610187_aVvi.3301 Transcr ibed locus, moderately similar to NP_201478.1 scarecrow transcr iption factor family p 79.18696 89.18082 563.8184 516.804 16 6.30719 6.478662 9.139087 9.013474 0.001565 25.24817 0.02483053 1044 6.4234767 down 6.392926 9.076281 0.121248 0.088822 -2.683355 0.704355
1610188_aVvi.6819 Transcr ibed locus, moderately similar to NP_564431.1 avirulence-responsive protein, putative 1833.378 1770.97 1400.886 1492.597 16 10.84029 10.79032 10.45212 10.54361 0.0259144 6.090581 0.05229077 8226 1.2461175 up 10.81531 10.49787 0.03533 0.06469 0.31744 1.030239
1610189_aVvi.9596 Transcr ibed locus 313.6985 299.5684 332.9679 350.5068 16 8.293235 8.226742 8.379239 8.453299 0.0881916 3.140384 0.12813133 11426 1.1144103 down 8.259989 8.416269 0.047018 0.052368 -0.15628 0.981431
1610190_at 6.306727 6.367525 5.905526 5.892151 16 2.656891 2.670733 2.562066 2.558795 0.0046983 14.53764 0.02932391 2659 1.074289 up 2.663812 2.56043 0.009787 0.002313 0.1033822 1.040377
1610191_x_at 4.123725 4.169446 3.994373 3.988251 16 2.043948 2.059856 1.997969 1.995756 0.0206315 6.853813 0.04562733 7506 1.0388874 up 2.051902 1.996863 0.011248 0.001565 0.0550393 1.027563
1610192_aVvi.13465 Transcr ibed locus, moderately similar to NP_564354.1 early-responsive to dehydration stress 1426.582 1339.225 1766.429 1603.139 16 10.47835 10.38718 10.78662 10.64668 0.076703 3.399594 0.11491955 11080 1.2174714 down 10.43276 10.71665 0.064463 0.09895 -0.283888 0.97351
1610193_aVvi.67 Transcr ibed locus, moderately similar to NP_177466.1 nascent polypeptide-associated compl 18814.29 17232.57 18763.89 19538.11 16 14.19954 14.07285 14.19567 14.254 0.3315339 1.271077 0.3877237 14195 1.0633682 down 14.1362 14.22484 0.089584 0.041247 -0.088641 0.993769
1610194_aVvi.2786 Transcr ibed locus, weakly similar to NP_182075.1 cytochrome P450, putative [Arabidopsis tha 282.673 275.2657 75.41982 71.79593 16 8.14299 8.104681 6.236872 6.16583 4.40E-04 47.63765 0.01871624 388 3.790754 up 8.123836 6.201351 0.027089 0.050234 1.9224853 1.310011
1610195_aVvi.8011 Transcr ibed locus, moderately similar to NP_173859.1 T-complex protein 1 epsilon subunit, p 1709.353 1812.008 2544.351 2604.699 16 10.73924 10.82337 11.31308 11.3469 0.0067593 12.10144 0.0307196 3652 1.4627538 down 10.7813 11.32999 0.059495 0.023914 -0.548687 0.951572
1610196_aVvi.5287 Transcr ibed locus 4.482265 4.403491 4.221327 4.199337 16 2.164228 2.138648 2.077697 2.070162 0.0283401 5.813161 0.05515859 8529 1.0551943 up 2.151438 2.073929 0.018088 0.005328 0.0775088 1.037373
1610197_aVvi.8226 Transcr ibed locus 14.41609 14.26554 18.64937 14.69758 16 3.849608 3.834463 4.221055 3.877507 0.351338 1.205328 0.4073833 14317 1.1544818 down 3.842035 4.049281 0.010709 0.242926 -0.2072453 0.948819
1610198_at 3.841474 3.846349 3.700509 3.737433 16 1.94166 1.94349 1.887724 1.902048 0.0221624 6.605078 0.04758705 7730 1.0336078 up 1.942575 1.894886 0.001294 0.010128 0.0476889 1.025167
1610199_aVvi.146 Transcr ibed locus, weakly similar to NP_177083.1 expressed protein [Arabidopsis thaliana] 1319.819 1181.158 1835.508 1861.234 16 10.36612 10.20599 10.84196 10.86204 0.0197309 7.013335 0.0447256 7323 1.4803604 down 10.28606 10.852 0.113235 0.014198 -0.565948 0.947849
1610200_at 9.377564 9.729203 8.663062 8.791067 16 3.229213 3.282322 3.114877 3.136038 0.0449018 4.558764 0.07627614 9772 1.0945286 up 3.255767 3.125458 0.037553 0.014963 0.1303095 1.041693
1610201_aVvi.3124 Transcr ibed locus, weakly similar to XP_483309.1 putative aminoacylase [Oryza sativa (japoni  340.6174 355.9048 341.1713 290.7847 16 8.412008 8.475348 8.414352 8.183807 0.3500148 1.209582 0.4060475 14310 1.1054226 up 8.443678 8.29908 0.044788 0.16302 0.144598 1.017423
1610202_aVvi.5448 Transcr ibed locus, weakly similar to NP_564264.1 ribonuclease 3 (RNS3) [Arabidopsis thalia 945.6968 1104.617 1993.925 1756.693 16 9.885234 10.10933 10.9614 10.77865 0.0263646 6.036254 0.05278638 8291 1.8311359 down 9.997282 10.87002 0.158461 0.129223 -0.872739 0.919711
1610203_aVvi.13948 Transcr ibed locus, strongly similar to NP_051039.1 photosystem II protein D1 [Arabidopsis th 14.27795 7.745074 35.83472 45.12617 16 3.835717 2.953279 5.163286 5.495893 0.0545603 4.103944 0.088227 10265 3.8240237 down 3.394498 5.329589 0.623978 0.235188 -1.9350915 0.636915
1610204_at 3.946387 3.968625 3.814357 3.856653 16 1.980533 1.988639 1.93144 1.947349 0.036884 5.061764 0.06605689 9269 1.03182 up 1.984586 1.939395 0.005732 0.01125 0.0451914 1.023302
1610205_aVvi.11961 Transcr ibed locus, weakly similar to NP_195489.1 ovule development protein aintegumenta (A 248.4096 304.0947 434.1543 427.0932 16 7.956577 8.248377 8.762064 8.738407 0.0474597 4.425231 0.07932405 9932 1.566732 down 8.102477 8.750236 0.206333 0.016728 -0.647759 0.925972
1610206_aVvi.1950 Transcr ibed locus, moderately similar to NP_190894.1 phenylalanine ammonia-lyase 2 (PAL2  5093.487 5917.223 6114.534 5898.945 16 12.31444 12.5307 12.57803 12.52624 0.3641025 1.165232 0.41995484 14393 1.0939618 down 12.42257 12.55213 0.152924 0.036619 -0.129563 0.989678
1610207_aVvi.5207 Transcr ibed locus, moderately similar to NP_177485.2 sec34-like family protein [Arabidopsis 149.8702 150.4291 154.2224 171.8896 16 7.22757 7.23294 7.268869 7.425338 0.2740684 1.492689 0.32966843 13801 1.0843631 down 7.230255 7.347103 0.003798 0.11064 -0.116848 0.984096
1610208_aVvi.9956 Transcr ibed locus 8.205 9.111262 7.81592 7.841763 16 3.036503 3.187651 2.966416 2.971178 0.1985802 1.894958 0.25006285 13183 1.1044135 up 3.112077 2.968797 0.106878 0.003368 0.1432805 1.048262
1610209_at 4.204526 4.198473 4.039423 4.066291 16 2.071943 2.069865 2.014149 2.023714 0.0087502 10.62003 0.03240157 4482 1.0366813 up 2.070904 2.018931 0.00147 0.006763 0.0519724 1.025743
1610210_aVvi.7105 Transcr ibed locus, strongly similar to NP_568342.1 rubredoxin family protein [Arabidopsis tha 479.8706 437.6784 8.636629 7.526989 16 8.906502 8.773727 3.110468 2.912073 4.19E-04 48.83309 0.01871624 365 56.84037 up 8.840115 3.011271 0.093886 0.140287 5.8288445 2.935676
1610211_at 5.023355 5.027713 5.133969 4.911527 16 2.328651 2.329902 2.360075 2.296172 0.9744818 0.036101 0.9783712 16535 1.0008 up 2.329277 2.328123 8.85E-04 0.045186 0.0011538 1.000496
1610212_at 5.065422 5.078587 4.915741 5.440325 16 2.340683 2.344427 2.297409 2.443693 0.738825 0.382638 0.7707177 15914 1.0195949 down 2.342555 2.370551 0.002648 0.103438 -0.027996 0.98819
1610213_aVvi.812 Transcr ibed locus, moderately similar to XP_480325.1 putative somatic embryogenesis recep 1866.524 2092.23 1667.071 1418.556 16 10.86614 11.03083 10.7031 10.47021 0.1265388 2.537023 0.17210342 12205 1.2850538 up 10.94848 10.58665 0.116451 0.16468 0.3618285 1.034178
1610214_at 10.27489 10.29893 9.76973 10.21531 16 3.361051 3.364422 3.288319 3.352661 0.3200543 1.311384 0.37597302 14131 1.0297163 up 3.362737 3.32049 0.002383 0.045497 0.0422467 1.012723
1610215_x_at 22.52986 23.01379 17.77726 15.33141 12 4.493766 4.524427 4.151961 3.938419 0.0500405 4.30077 0.08254901 10063 1.3792713 up 4.509096 4.04519 0.02168 0.150997 0.463906 1.114681
1610216_aVvi.15382 Transcr ibed locus 4.143848 4.159841 3.982915 3.984311 16 2.050971 2.056529 1.993825 1.99433 0.0021793 21.38598 0.02580234 1401 1.042229 up 2.05375 1.994077 0.00393 3.58E-04 0.0596724 1.029925
1610217_aVvi.2473 Transcr ibed locus 6.468987 6.490449 6.066108 6.045429 16 2.69354 2.698318 2.600771 2.595845 0.0012334 28.4479 0.02331889 875 1.0700076 up 2.695929 2.598308 0.003379 0.003484 0.097621 1.037571
1610218_sVvi.8544 Transcr ibed locus, moderately similar to NP_197053.1 UDP-glucose 6-dehydrogenase, puta 2070.14 2166.09 3140.664 3592.549 16 11.01551 11.08088 11.61686 11.81079 0.0228273 6.504839 0.0484071 7828 1.5862591 down 11.0482 11.71382 0.04622 0.137134 -0.665628 0.943176
1610219_aVvi.11407 Transcr ibed locus, moderately similar to NP_564050.1 basal transcr iption factor complex sub 441.7857 450.7001 445.234 433.0313 16 8.787203 8.816024 8.79842 8.758328 0.4459069 0.94132 0.4995915 14817 1.0162386 up 8.801613 8.778374 0.02038 0.02835 0.023239 1.002647
1610220_aVvi.5747 Transcr ibed locus, weakly similar to NP_198005.1 plastocyanin-like domain-containing protei 47.98794 43.69676 33.76944 28.7937 16 5.5846 5.449454 5.077646 4.847681 0.0532937 4.156638 0.08665833 10209 1.4685203 up 5.517027 4.962664 0.095562 0.16261 0.5543633 1.111707
1610221_aVvi.15568 Transcr ibed locus 79.44733 49.69697 103.4393 96.7363 16 6.311927 5.635086 6.69264 6.595985 0.1887372 1.962262 0.23968603 13072 1.5919626 down 5.973507 6.644313 0.478599 0.068345 -0.6708065 0.899041
1610222_aVvi.1791 Transcr ibed locus, strongly similar to NP_179632.1 succi nyl-CoA ligase [GDP-forming] beta 1372.186 1307.638 1524.846 1679.046 16 10.42226 10.35275 10.57445 10.71343 0.0808285 3.300445 0.11956826 11222 1.1945213 down 10.3875 10.64394 0.049153 0.098272 -0.256432 0.975908
1610223_at 69.784 71.44376 74.53616 76.68773 16 6.124825 6.158736 6.219869 6.260924 0.0657804 3.703932 0.10188315 10718 1.0707462 down 6.14178 6.240397 0.023979 0.02903 -0.0986165 0.984197
1610224_at 14.4529 14.40148 14.58159 18.2209 16 3.853287 3.848145 3.866076 4.187522 0.3876341 1.095426 0.44324687 14518 1.1298119 down 3.850716 4.026799 0.003636 0.227297 -0.1760827 0.956272
1610225_aVvi.12945 Transcr ibed locus 254.4861 245.488 240.5704 237.274 16 7.991443 7.939508 7.910315 7.89041 0.1440222 2.341404 0.19123869 12502 1.0461662 up 7.965475 7.900363 0.036723 0.014075 0.065112 1.008242
1610226_at 7.944454 7.98999 7.255753 7.142088 9 2.989948 2.998194 2.859125 2.836346 0.0067821 12.08088 0.03073394 3658 1.1067545 up 2.994071 2.847736 0.005831 0.016108 0.1463354 1.051387
1610227_aVvi.3050 Transcr ibed locus, weakly similar to NP_199803.1 octicosapeptide/Phox/Bem1p (PB1) domain 109.6736 118.1162 94.85167 89.70751 16 6.777072 6.884063 6.567601 6.487157 0.0454361 4.529961 0.07686269 9813 1.2338686 up 6.830568 6.527379 0.075654 0.056883 0.303189 1.046449
1610228_aVvi.3037 Transcr ibed locus 54.78946 44.62702 38.37263 43.21027 16 5.775826 5.479846 5.262006 5.433302 0.2429603 1.638609 0.297027 13579 1.2143476 up 5.627836 5.347654 0.20929 0.121125 0.2801815 1.052393
1610229_aVvi.10382 Transcr ibed locus, weakly similar to NP_196016.1 calmodulin-binding family protein [Arabido 4.21222 4.226789 4.094865 4.100149 16 2.074581 2.079562 2.033816 2.035676 0.0039222 15.92041 0.02848491 2285 1.0297722 up 2.077071 2.034746 0.003522 0.001315 0.0423252 1.020801
1610230_aVvi.1292 Transcr ibed locus, moderately similar to XP_463512.1 putative hydroxymethyltransferase [Ory 338.6511 300.6671 191.2271 202.1985 16 8.403656 8.232023 7.579144 7.659628 0.0179222 7.36894 0.04256355 6989 1.6227648 up 8.31784 7.619386 0.121363 0.056911 0.6984543 1.091668
1610231_at 56.51063 57.59607 51.31507 53.74891 16 5.82045 5.847899 5.681311 5.748164 0.0806159 3.305375 0.11931752 11216 1.086311 up 5.834174 5.714737 0.019409 0.047272 0.119437 1.0209
1610232_aVvi.2305 Transcr ibed locus, weakly similar to XP_468549.1 putative phospholipase A2 [Oryza sativa (ja 665.413 593.0118 474.0289 514.8458 16 9.378106 9.211917 8.888831 9.007997 0.0770989 3.389749 0.11533177 11096 1.2715584 up 9.295012 8.948414 0.117514 0.084263 0.3465975 1.038733
1610233_at 113.7125 112.0075 126.6316 124.2745 16 6.829248 6.807452 6.984494 6.957386 0.0127431 8.773668 0.036716 5760 1.1115634 down 6.81835 6.97094 0.015412 0.019168 -0.15259 0.978111
1610234_aVvi.9170 Transcr ibed locus, weakly similar to XP_450623.1 unknown protein [Oryza sativa (japonica cu 113.6864 97.5946 133.1904 111.844 16 6.828916 6.608729 7.057346 6.805344 0.3318075 1.270137 0.3879617 14198 1.1587124 down 6.718823 6.931345 0.155695 0.178193 -0.2125225 0.969339
1610235_aVvi.243 Transcr ibed locus, weakly similar to NP_849588.1 cryptochrome 2 apoprotein (CRY2) / blue l 254.604 238.2266 190.423 179.8433 16 7.992112 7.896191 7.573064 7.490596 0.0227315 6.519014 0.0482841 7815 1.3308252 up 7.944151 7.53183 0.067826 0.058313 0.412321 1.054744
1610236_aVvi.6933 Transcr ibed locus, weakly similar to NP_918669.1 OSJNBa0054L14.21 [Oryza sativa (japonic  513.0283 531.1339 584.8173 485.5629 16 9.002894 9.052932 9.191842 8.923514 0.8475841 0.218097 0.86813444 16208 1.0208459 down 9.027913 9.057678 0.035382 0.189736 -0.029765 0.996714
1610237_aVvi.6088 Transcr ibed locus, weakly similar to NP_909944.1 putative DNA (cytosine-5-)-methyltransfera 8.784304 9.435322 9.311335 9.209986 16 3.134928 3.238072 3.218988 3.203199 0.6837835 0.471386 0.7206357 15752 1.017193 down 3.1865 3.211093 0.072934 0.011165 -0.0245934 0.992341
1610238_sVvi.7456 Transcr ibed locus, weakly similar to NP_564563.1 cell division protein ftsH homolog 1, chloro 3450.852 3436.541 356.6888 324.1501 16 11.75274 11.74674 8.478522 8.340518 4.27E-04 48.36184 0.01871624 374 10.127586 up 11.74974 8.40952 0.00424 0.097584 3.340219 1.397195
1610239_at 6.342145 6.348141 6.184052 6.203445 16 2.664971 2.666334 2.628552 2.63307 0.0045535 14.76863 0.02926091 2574 1.0244443 up 2.665653 2.630811 9.64E-04 0.003194 0.0348415 1.013244
1610240_aVvi.2344 Transcr ibed locus 5.979145 6.028819 5.624158 5.680524 16 2.579939 2.591875 2.491637 2.506024 0.0113266 9.316127 0.03525404 5333 1.0622154 up 2.585907 2.498831 0.00844 0.010173 0.0870764 1.034847
1610241_aVvi.9178 Transcr ibed locus, weakly similar to NP_568751.1 polyadenylate-binding protein, putative / PA   293.1741 255.3067 279.7822 268.2862 16 8.195614 7.996088 8.12816 8.067629 0.9861398 0.019606 0.9884618 16562 1.0014176 down 8.095851 8.097895 0.141086 0.042802 -0.002044 0.999748
1610242_aVvi.15361 Transcr ibed locus 3.863582 3.905186 3.744834 3.763777 16 1.949939 1.965391 1.904902 1.912181 0.0289218 5.751809 0.05587806 8592 1.0346364 up 1.957665 1.908541 0.010926 0.005147 0.0491238 1.025739
1610243_aVvi.13448 Transcr ibed locus, weakly similar to NP_180503.1 glutathione S-transferase, putative [Arabid 8374.503 9298.702 7127.701 6133.682 16 13.03179 13.18281 12.79922 12.58254 0.0875652 3.153245 0.12741081 11409 1.3346117 up 13.1073 12.69088 0.106792 0.153218 0.41642 1.032813
1610244_x_at 2413.578 2385.925 2767.044 3124.136 16 11.23696 11.22033 11.43413 11.60924 0.0794853 3.331913 0.11803349 11179 1.2252195 down 11.22865 11.52169 0.011755 0.123823 -0.293041 0.974566
1610245_aVvi.5233 Transcr ibed locus, strongly similar to NP_916688.1 chlorophyll a/b binding protein [Oryza sa 78.34478 30.89421 6.353173 6.542429 16 6.291765 4.949265 2.667477 2.709827 0.0486715 4.365593 0.08080434 9999 7.630951 up 5.620515 2.688652 0.949291 0.029945 2.931863 2.090458
1610246_aVvi.4845 Transcr ibed locus, moderately similar to NP_916550.1 putative vesicle transport v-SNARE pr     389.9833 354.7109 429.544 380.5601 16 8.607268 8.4705 8.746662 8.57198 0.3910379 1.085733 0.44630665 14545 1.0870638 down 8.538884 8.659321 0.09671 0.123519 -0.120437 0.986092
1610247_aVvi.10651 Transcr ibed locus, moderately similar to XP_450667.1 putative polyamine oxidase precursor [ 4.478741 4.502144 4.316373 4.341013 16 2.163093 2.170612 2.10982 2.118032 0.0108837 9.506996 0.03490279 5176 1.0373676 up 2.166853 2.113926 0.005317 0.005807 0.0529273 1.025037
1610248_aVvi.3508 Transcr ibed locus, strongly similar to NP_198892.1 glucose-6-phosphate 1-dehydrogenase / 2241.189 2290.186 2265.648 2315.385 16 11.13005 11.16125 11.14571 11.17704 0.5507063 0.711225 0.59811765 15285 1.0109581 down 11.14565 11.16137 0.022062 0.022152 -0.015723 0.998591
1610249_sVvi.8978 Transcr ibed locus 216.7322 229.7656 128.4477 137.9031 16 7.759769 7.844019 7.005037 7.107511 0.0078212 11.24098 0.0314613 4122 1.6766944 up 7.801894 7.056274 0.059573 0.07246 0.7456197 1.105668
1610250_aVvi.4321 Transcr ibed locus 76.91327 68.41972 121.5733 91.67857 16 6.265161 6.09634 6.925682 6.518513 0.1333734 2.456313 0.17961268 12327 1.4553312 down 6.18075 6.722097 0.119374 0.287912 -0.5413474 0.919467
1610251_aVvi.10201 Transcr ibed locus, weakly similar to NP_990686.1 RING zinc finger protein [Gallus gallus] 3.912953 3.949842 3.77068 3.785471 16 1.968258 1.981795 1.914825 1.920473 0.0159485 7.823423 0.0400388 6612 1.0405725 up 1.975026 1.917649 0.009572 0.003993 0.0573776 1.029921
1610252_aVvi.8001 Transcr ibed locus 3.649918 3.664908 3.54736 3.56406 16 1.867864 1.873777 1.826746 1.833522 0.0119939 9.048672 0.03585429 5552 1.0286034 up 1.870821 1.830134 0.004181 0.004791 0.0406868 1.022232
1610253_aVvi.11262 Transcr ibed locus, weakly similar to NP_176794.1 glutamine synthetase, putative [Arabidopsis 3.164293 3.164103 3.080768 3.082959 16 1.661883 1.661797 1.62329 1.624316 1.83E-04 73.91667 0.0168302 179 1.0267159 up 1.66184 1.623803 6.10E-05 7.25E-04 0.0380369 1.023425
1610254_aVvi.2541 Transcr ibed locus, weakly similar to NP_193386.2 expressed protein [Arabidopsis thaliana] 22.89309 27.4232 23.06489 22.40952 16 4.516841 4.777325 4.527627 4.48604 0.3990203 1.06337 0.45426425 14582 1.1020958 up 4.647083 4.506833 0.184191 0.029406 0.14025 1.031119
1610255_aVvi.1959 Transcr ibed locus 14.81658 14.17114 14.27244 17.40822 16 3.88914 3.824884 3.835161 4.121697 0.4952271 0.826939 0.54676867 15036 1.0878024 down 3.857012 3.978429 0.045436 0.202612 -0.1214165 0.969481
1610256_aVvi.14586 Transcr ibed locus 4.804475 4.750048 4.70172 4.746259 16 2.264379 2.247942 2.233189 2.246791 0.2688021 1.515864 0.32403812 13771 1.0112716 up 2.25616 2.23999 0.011623 0.009618 0.0161705 1.007219
1610257_at 20.91781 20.18749 21.44194 21.91405 16 4.38666 4.33539 4.422364 4.453785 0.1244713 2.562647 0.16987039 12164 1.0548583 down 4.361025 4.438074 0.036254 0.022218 -0.077049 0.982639
1610258_aVvi.8971 Transcr ibed locus, moderately similar to NP_564248.1 expressed protein [Arabidopsis thalian 380.4605 373.8261 374.6306 416.7458 16 8.571603 8.546224 8.549325 8.703024 0.4788582 0.86354 0.53092057 14973 1.0477262 down 8.558913 8.626175 0.017946 0.108682 -0.067262 0.992203
1610259_aVvi.9226 Transcr ibed locus, moderately similar to NP_172751.1 flower pigmentation protein (AN11) [A 152.9139 156.3601 210.8052 230.9306 16 7.256576 7.288729 7.719767 7.851316 0.016986 7.574718 0.04135115 6818 1.4269042 down 7.272653 7.785541 0.022735 0.093019 -0.5128884 0.934123
1610260_aVvi.329 Transcr ibed locus, weakly similar to NP_567395.1 gamma interferon responsive lysosomal th 3012.203 2860.867 2580.514 2321.626 16 11.5566 11.48224 11.33344 11.18092 0.0906648 3.090854 0.13088848 11499 1.1993389 up 11.51942 11.25718 0.052586 0.10785 0.26224 1.023295
1610261_aVvi.1768 Transcr ibed locus, weakly similar to NP_196048.1 glycine-rich RNA-binding protein [Arabido  493.0379 488.2611 413.9585 445.4666 16 8.945555 8.931509 8.693342 8.799173 0.0691725 3.602017 0.10604875 10828 1.1425633 up 8.938532 8.746258 0.009932 0.074834 0.192274 1.021984
1610262_s_at 94.36885 91.85143 11.11571 5.989024 11 6.560239 6.52123 3.474528 2.582321 0.0157812 7.865791 0.03983009 6575 11.410656 up 6.540734 3.028425 0.027584 0.630886 3.5123098 2.159781
1610263_aVvi.7783 Transcr ibed locus, moderately similar to NP_174563.2 glycosyl hydrolase family 17 protein [A 30.51195 33.25658 60.39693 50.58681 16 4.931303 5.055568 5.916403 5.660689 0.030509 5.593294 0.05800627 8731 1.7352116 down 4.993435 5.788547 0.087869 0.180817 -0.7951116 0.862641
1610264_aVvi.6431 Transcr ibed locus, moderately similar to XP_473919.1 OSJNBa0058K23.17 [Oryza sativa (jap 156.4519 187.1558 199.2943 155.8903 16 7.289576 7.548096 7.638756 7.284387 0.8635082 0.194852 0.8825389 16243 1.0300655 down 7.418836 7.461572 0.182802 0.250577 -0.0427361 0.994273
1610265_at 7.063722 7.134305 7.11903 7.853509 16 2.820429 2.834773 2.831681 2.973337 0.4030686 1.052221 0.45849568 14594 1.0532941 down 2.827601 2.902509 0.010143 0.100167 -0.0749083 0.974192
1610266_aVvi.5413 Transcr ibed locus, weakly similar to NP_200484.1 peptidase M16 family protein / insulinase fa   6.346127 6.119774 6.100797 6.292918 16 2.665876 2.613478 2.608998 2.653729 0.8317708 0.241352 0.85436237 16162 1.0057795 up 2.639678 2.631363 0.037051 0.03163 0.0083141 1.00316
1610267_s_at 619.1647 559.9578 566.521 519.2123 12 9.274179 9.129174 9.145986 9.020181 0.3420711 1.235529 0.39827925 14258 1.0856764 up 9.201677 9.083083 0.102534 0.088957 0.118594 1.013057
1610268_sVvi.1213 Transcr ibed locus, weakly similar to XP_474252.1 OSJNBa0087O24.10 [Oryza sativa (japonic 503.0686 474.9231 808.5713 682.9825 16 8.974611 8.89155 9.659231 9.415705 0.0424461 4.697883 0.07304959 9645 1.5203329 down 8.933081 9.537468 0.058733 0.172199 -0.604387 0.93663
1610269_aVvi.2872 Transcr ibed locus, weakly similar to NP_172157.1 expressed protein [Arabidopsis thaliana] 102.351 115.2223 135.4322 109.9749 16 6.677381 6.848277 7.081426 6.78103 0.4325841 0.974516 0.48746094 14732 1.1238109 down 6.762829 6.931228 0.120842 0.212412 -0.168399 0.975704
1610270_at 913.9424 933.6866 413.0155 431.443 16 9.835959 9.866795 8.690052 8.753026 9.61E-04 32.22678 0.02252694 707 2.188343 up 9.851378 8.721539 0.021804 0.044529 1.1298385 1.129546
1610271_at 5.034901 5.032914 4.86256 4.856846 16 2.331963 2.331394 2.281716 2.28002 3.10E-04 56.79256 0.01827131 277 1.0358467 up 2.331679 2.280868 4.03E-04 0.001199 0.0508106 1.022277
1610272_aVvi.5200 Transcr ibed locus, moderately similar to NP_174275.1 expressed protein [Arabidopsis thalian 272.5761 256.625 375.9039 379.4699 16 8.090515 8.003518 8.55422 8.567842 0.0072572 11.67459 0.03107461 3876 1.428019 down 8.047016 8.561031 0.061516 0.009632 -0.514015 0.939959
1610273_aVvi.14581 Transcr ibed locus 3.473349 3.507229 3.380919 3.399692 16 1.796327 1.810332 1.757415 1.765404 0.0350476 5.200147 0.06377252 9123 1.0294828 up 1.803329 1.76141 0.009903 0.005649 0.0419197 1.023799
1610274_aVvi.4303 Transcr ibed locus 4.292096 4.299423 4.12379 4.136169 16 2.101682 2.104143 2.043971 2.048295 0.0019141 22.82401 0.02532748 1251 1.0401413 up 2.102913 2.046133 0.00174 0.003058 0.0567797 1.02775
1610275_aVvi.6687 Transcr ibed locus, moderately similar to NP_188762.2 ABC transporter family protein [Arabid 358.5379 363.9061 342.0848 324.4377 16 8.485982 8.507422 8.41821 8.341798 0.0987878 2.940866 0.14038129 11682 1.0842506 up 8.496702 8.380004 0.015161 0.054032 0.116698 1.013926
1610276_sVvi.7935 Transcr ibed locus, moderately similar to XP_466768.1 putative glutaredoxin [Oryza sativa (jap  7900.217 7903.205 7276.178 7615.026 16 12.94768 12.94822 12.82896 12.89463 0.1197341 2.623677 0.16460232 12074 1.061533 up 12.94795 12.8618 3.85E-04 0.046435 0.086149 1.006698
1610277_aVvi.9352 Transcr ibed locus, weakly similar to NP_564290.1 glycosyl transferase family 43 protein [Arab 130.1791 132.3148 226.9505 216.176 16 7.024354 7.047831 7.826233 7.756063 0.0023923 20.40858 0.02621088 1514 1.6876969 down 7.036092 7.791148 0.0166 0.049618 -0.7550557 0.903088
1610278_sVvi.7719 Transcr ibed locus, moderately similar to XP_470556.1 Unknown protein [Oryza sativa] 2626.533 2635.248 3652.11 3581.106 16 11.35894 11.36372 11.83452 11.80619 9.78E-04 31.9591 0.02255868 715 1.3746065 down 11.36133 11.82035 0.003379 0.020029 -0.459019 0.961167
1610279_sVvi.11383 Transcr ibed locus, moderately similar to NP_197430.1 esterase/lipase/thioesterase family pro 120.4214 115.6933 216.7694 171.8662 16 6.911948 6.854161 7.760017 7.425142 0.052843 4.175828 0.08608577 10190 1.6352657 down 6.883055 7.59258 0.040861 0.236793 -0.7095253 0.90655
1610280_aVvi.519 Transcr ibed locus 6.438401 6.477027 6.062045 6.054905 16 2.686703 2.695332 2.599805 2.598104 0.002274 20.93462 0.02609025 1446 1.065893 up 2.691017 2.598954 0.006102 0.001202 0.0920628 1.035423
1610281_aVvi.15402 Transcr ibed locus 4.16236 4.163966 4.009139 4.008159 16 2.057402 2.057958 2.003292 2.00294 3.64E-05 165.7007 0.01326001 43 1.0385453 up 2.05768 2.003116 3.93E-04 2.49E-04 0.054564 1.02724
1610282_aVvi.10252 Transcr ibed locus 264.8195 276.6545 369.215 341.2117 16 8.048865 8.111941 8.528317 8.414523 0.0265802 6.010716 0.05303903 8319 1.3113174 down 8.080403 8.47142 0.044601 0.080465 -0.391017 0.953843
1610283_at 41.10657 44.3848 39.65202 86.21632 16 5.361297 5.471994 5.309322 6.429889 0.5055251 0.804532 0.55636245 15084 1.3688463 down 5.416646 5.869606 0.078274 0.79236 -0.4529605 0.922829
1610284_aVvi.8953 Transcr ibed locus 5.956799 5.999823 5.727351 5.742006 16 2.574537 2.58492 2.517868 2.521555 0.0083202 10.89454 0.03182728 4339 1.0424781 up 2.579729 2.519712 0.007342 0.002607 0.0600171 1.023819
1610285_aVvi.4329 Transcr ibed locus 6.11053 6.205061 5.964407 6.027337 16 2.611298 2.633445 2.576379 2.591521 0.1033454 2.864182 0.1457639 11769 1.0269897 up 2.622371 2.58395 0.015661 0.010707 0.0384216 1.014869
1610286_aVvi.12842 Transcr ibed locus, moderately similar to NP_196434.1 porphyromonas-type peptidyl-arginine    238.9173 245.5152 449.5946 423.5865 16 7.900368 7.939669 8.812481 8.726513 0.0030812 17.97354 0.02768036 1846 1.8018497 down 7.920018 8.769497 0.02779 0.060789 -0.849479 0.903133
1610287_at 6.081484 6.103935 5.757011 5.734821 16 2.604424 2.60974 2.52532 2.519748 0.0020676 21.95796 0.02556811 1340 1.0603548 up 2.607081 2.522534 0.003759 0.00394 0.084547 1.033517
1610288_aVvi.3172 Transcr ibed locus 3.845786 3.864101 3.730406 3.757144 16 1.943278 1.950133 1.899333 1.909636 0.0208093 6.823546 0.04584942 7534 1.029698 up 1.946706 1.904484 0.004847 0.007286 0.0422213 1.022169
1610289_at 6.352826 6.343661 5.921033 5.907238 16 2.667399 2.665316 2.565849 2.562484 3.75E-04 51.64434 0.01871624 327 1.0734022 up 2.666357 2.564166 0.001473 0.002379 0.1021907 1.039853
1610290_aVvi.15148 Transcr ibed locus 4.8552 5.045233 4.716675 4.718831 16 2.279531 2.334921 2.23777 2.238429 0.1299672 2.495796 0.17588158 12267 1.0490811 up 2.307226 2.2381 0.039167 4.66E-04 0.0691261 1.030886
1610291_aVvi.14291 Transcr ibed locus 3.449572 3.466292 3.348146 3.353117 16 1.786418 1.793393 1.743363 1.745503 0.0063756 12.46396 0.03038486 3481 1.0320212 up 1.789905 1.744433 0.004933 0.001513 0.0454726 1.026067
1610292_aVvi.14391 Transcr ibed locus 167.1152 192.8853 349.211 348.71 16 7.384699 7.591599 8.447955 8.445884 0.0114438 9.26749 0.03541189 5362 1.9436531 down 7.488149 8.446919 0.1463 0.001465 -0.9587703 0.886495
1610293_aVvi.11841 Transcr ibed locus 7.089405 7.207228 6.741671 6.737448 16 2.825665 2.849444 2.753106 2.752202 0.0190808 7.135363 0.04393302 7209 1.0606145 up 2.837555 2.752654 0.016815 6.39E-04 0.0849005 1.030843
1610294_aVvi.10582 Transcr ibed locus, weakly similar to NP_189499.1 AAA-type ATPase family protein [Arabidop 3.628474 3.607995 3.49144 3.512077 16 1.859363 1.851197 1.803822 1.812324 0.0152343 8.009069 0.03921846 6448 1.0332625 up 1.85528 1.808073 0.005774 0.006012 0.0472068 1.026109
1610295_aVvi.2301 Transcr ibed locus, moderately similar to NP_199394.1 CBL-interacting protein kinase 20 (CI 2547.695 2245.414 675.8724 646.0289 16 11.31498 11.13277 9.400607 9.335455 0.002707 19.18095 0.02697927 1664 3.619626 up 11.22387 9.368031 0.128843 0.04607 1.85584 1.198104
1610296_aVvi.9520 Transcr ibed locus, weakly similar to NP_179316.2 expressed protein [Arabidopsis thaliana] 62.91401 60.92676 89.72655 93.00922 16 5.975309 5.929004 6.487463 6.539302 0.0038129 16.14839 0.02824424 2239 1.475522 down 5.952157 6.513382 0.032743 0.036656 -0.5612254 0.913835
1610297_aVvi.5151 Transcr ibed locus, weakly similar to NP_851100.1 RIO1 family protein [Arabidopsis thaliana] 98.76066 100.4173 95.54221 142.6078 16 6.625865 6.649865 6.578067 7.155909 0.5112149 0.792347 0.5615077 15114 1.1721219 down 6.637865 6.866988 0.01697 0.408596 -0.2291227 0.966634
1610298_aVvi.3063 Transcr ibed locus, moderately similar to NP_569004.1 nucleotide-sugar transporter family pr 865.2031 968.2996 484.9595 454.0298 16 9.756895 9.91931 8.921721 8.826643 0.0093957 10.24373 0.03329499 4683 1.9506036 up 9.838102 8.874182 0.114844 0.06723 0.96392 1.108621
1610299_aVvi.8896 Transcr ibed locus, weakly similar to NP_173813.1 Bet v I allergen family protein [Arabidopsis 4.916678 4.938079 4.755713 4.727409 16 2.297684 2.30395 2.249662 2.24105 0.0090933 10.41507 0.03284026 4596 1.0391914 up 2.300817 2.245356 0.004431 0.00609 0.0554614 1.0247
1610300_aVvi.12766 Transcr ibed locus, weakly similar to XP_450273.1 integral membrane protein-like [Oryza sativ 296.2424 282.8619 352.6995 302.0904 16 8.210634 8.143954 8.462296 8.238836 0.2755984 1.486062 0.33105302 13820 1.1276131 down 8.177294 8.350566 0.04715 0.15801 -0.173272 0.97925
1610301_aVvi.15490 Transcr ibed locus 3.663158 3.680975 3.534907 3.563635 16 1.873088 1.880088 1.821672 1.83335 0.0187022 7.209327 0.04348164 7138 1.0346029 up 1.876588 1.827511 0.00495 0.008257 0.0490771 1.026855
1610302_aVvi.9231 Transcr ibed locus, weakly similar to NP_197615.1 5'-AMP-activated protein kinase beta-2 sub 1188.933 1114.434 1283.712 1205.41 16 10.21545 10.1221 10.32611 10.23531 0.2277468 1.719039 0.2813492 13438 1.0806757 down 10.16877 10.28071 0.066013 0.064203 -0.111933 0.989112
1610303_aVvi.2208 Transcr ibed locus 11.6989 19.38697 174.3223 166.0501 16 3.548301 4.277016 7.445613 7.375475 0.0107742 9.555986 0.03484985 5131 11.29714 down 3.912658 7.410544 0.515279 0.049596 -3.4978858 0.527985
1610304_aVvi.15206 Transcr ibed locus 6.208149 6.226024 6.158768 5.865189 16 2.634163 2.638311 2.622642 2.552178 0.300702 1.383485 0.35618252 14015 1.0344238 up 2.636237 2.58741 0.002933 0.049826 0.0488274 1.018871
1610305_at 5.316495 5.350853 5.194182 5.221223 16 2.410476 2.419769 2.376897 2.384388 0.0286798 5.777114 0.05556179 8568 1.0241877 up 2.415122 2.380642 0.006572 0.005297 0.0344801 1.014484
1610306_aVvi.732 Transcr ibed locus, moderately similar to NP_849488.1 expressed protein [Arabidopsis thalian 633.0795 630.6149 472.8725 428.6551 16 9.306243 9.300615 8.885307 8.743673 0.0203714 6.898815 0.04540281 7448 1.4034117 up 9.303429 8.81449 0.003979 0.10015 0.488939 1.05547
1610307_at 5.593522 5.712551 5.369549 5.358141 16 2.483757 2.514135 2.424801 2.421732 0.0383659 4.957274 0.06788252 9382 1.0538573 up 2.498946 2.423267 0.021481 0.00217 0.0756796 1.03123
1610308_aVvi.12978 Transcr ibed locus 6.093381 6.108765 5.907105 5.928513 16 2.607243 2.610881 2.562451 2.56767 0.0051854 13.83299 0.02949601 2917 1.0309691 up 2.609062 2.565061 0.002572 0.003691 0.0440011 1.017154
1610309_at 8.776647 8.889351 9.974937 8.004234 16 3.13367 3.152078 3.318308 3.000763 0.9261234 0.104764 0.9374162 16401 1.0116159 down 3.142874 3.159535 0.013017 0.224538 -0.0166616 0.994727
1610310_aVvi.8776 Transcr ibed locus, weakly similar to NP_177495.2 MutT/nudix family protein [Arabidopsis thal 68.74149 48.74494 23.12171 31.69269 16 6.103109 5.607181 4.531176 4.986078 0.0826581 3.258769 0.1215898 11285 2.138379 up 5.855145 4.758627 0.350674 0.321664 1.0965175 1.230427
1610311_aVvi.5718 Transcr ibed locus 4023.799 5256.178 24686.92 25445.37 16 11.97434 12.3598 14.59146 14.63512 0.0062282 12.61198 0.03025465 3413 5.44985 down 12.16707 14.61329 0.272558 0.03087 -2.446217 0.832603
1610312_aVvi.9969 Transcr ibed locus, weakly similar to NP_200908.1 replication protein, putative [Arabidopsis th 12.49166 12.0955 11.6318 11.70363 16 3.642894 3.596398 3.540003 3.548884 0.0864076 3.177363 0.1260247 11382 1.0535089 up 3.619646 3.544443 0.032878 0.00628 0.0752024 1.021217
1610313_at 136.0549 139.5985 177.9775 172.1873 16 7.088045 7.125139 7.475551 7.427835 0.0075809 11.41985 0.03135112 4011 1.2702394 down 7.106592 7.451693 0.02623 0.03374 -0.3451006 0.953688
1610314_aVvi.12308 Transcr ibed locus 7.326966 7.432309 7.095478 7.085705 16 2.873216 2.89381 2.8269 2.824911 0.0307678 5.568601 0.05831796 8758 1.0407383 up 2.883513 2.825906 0.014562 0.001406 0.0576074 1.020385
1610315_aVvi.1723 Transcr ibed locus, moderately similar to NP_567243.1 cullin family protein [Arabidopsis thalia 308.5839 291.3969 290.9925 308.5364 16 8.269519 8.186842 8.184838 8.269297 0.9866837 0.018833 0.98894733 16563 1.000771 up 8.22818 8.227068 0.058461 0.059721 0.001112 1.000135
1610316_aVvi.8775 Transcr ibed locus, weakly similar to NP_197565.1 copper transporter family protein [Arabidop  5973.963 6120.349 7303.25 6529.562 16 12.54447 12.5794 12.83432 12.67277 0.1462796 2.318551 0.19364752 12540 1.1420377 down 12.56194 12.75355 0.024696 0.114235 -0.191611 0.984976
1610317_at 4.173523 4.164744 4.03696 4.063761 16 2.061266 2.058228 2.013269 2.022816 0.014121 8.325854 0.03812385 6148 1.0293292 up 2.059747 2.018042 0.002148 0.00675 0.0417044 1.020666
1610318_at 12.01089 11.81478 11.83817 11.99793 16 3.586271 3.56252 3.565374 3.584714 0.9700761 0.042338 0.97441936 16527 1.0004497 down 3.574396 3.575044 0.016794 0.013675 -0.0006485 0.999819
1610319_aVvi.14678 Transcr ibed locus 3.941521 3.962006 3.822678 3.850679 16 1.978752 1.986231 1.934584 1.945113 0.0221712 6.603726 0.04758705 7734 1.0299995 up 1.982492 1.939848 0.005288 0.007445 0.0426435 1.021983
1610320_aVvi.12870 Transcr ibed locus 407.1139 460.088 423.1681 437.3559 16 8.669289 8.845766 8.725087 8.772664 0.9332085 0.094669 0.9431501 16426 1.006015 up 8.757527 8.748876 0.124788 0.033642 0.008651 1.000989
1610321_sVvi.7042 Transcr ibed locus, strongly similar to XP_464900.1 ubiquitin-conjugating enzyme OsUBC5b    5390.816 5311.704 5356.265 5048.699 16 12.39629 12.37496 12.38701 12.3017 0.4470282 0.938574 0.50071263 14821 1.0290195 up 12.38562 12.34435 0.015082 0.060327 0.04127 1.003343
1610322_aVvi.9218 Transcr ibed locus, moderately similar to NP_172701.2 cornichon family protein [Arabidopsis 1608.143 1550.878 1810.567 1837.861 16 10.65118 10.59887 10.82223 10.84381 0.0180077 7.350932 0.04268484 7003 1.1550814 down 10.62503 10.83302 0.036989 0.015264 -0.207994 0.9808
1610323_aVvi.618 Transcr ibed locus, moderately similar to NP_908456.1 unnamed protein product [Oryza sativa 5107.557 4592.955 278.996 289.2938 16 12.31842 12.16521 8.124101 8.176392 3.91E-04 50.54827 0.01871624 340 17.04842 up 12.24181 8.150246 0.108336 0.036975 4.091566 1.502017
1610324_aVvi.7783 Transcr ibed locus, moderately similar to NP_174563.2 glycosyl hydrolase family 17 protein [A 4.677751 4.763034 4.613119 4.65225 16 2.225815 2.251881 2.205743 2.217929 0.2012342 1.877571 0.25302103 13203 1.0188999 up 2.238848 2.211836 0.018431 0.008617 0.0270124 1.012213
1610325_aVvi.6983 Transcr ibed locus, weakly similar to NP_680106.1 cytochrome P450 71A26, putative (CYP71A 20.54772 29.05294 5.934634 6.776012 16 4.360906 4.860612 2.569159 2.760437 0.0183814 7.273753 0.04315767 7070 3.8529446 up 4.610759 2.664798 0.353346 0.135254 1.9459615 1.730247
1610326_aVvi.6319 Transcr ibed locus, moderately similar to NP_198704.2 expressed protein [Arabidopsis thalian 71.02365 65.14766 143.08 126.0144 16 6.150228 6.025641 7.160678 6.977445 0.012512 8.855863 0.03648454 5691 1.9740065 down 6.087935 7.069061 0.088096 0.129566 -0.9811268 0.861208
1610327_aVvi.7062 Transcr ibed locus, strongly similar to XP_475868.1 putative ATP synthase beta chain [Oryza 5684.758 5454.492 6050.384 5971.267 16 12.47288 12.41323 12.56281 12.54382 0.0719987 3.522472 0.10924169 10941 1.0794227 down 12.44306 12.55332 0.042182 0.013428 -0.11026 0.991217
1610328_aVvi.8548 Transcr ibed locus, moderately similar to NP_180090.2 two-component responsive regulator f 39.01647 42.35971 41.14002 41.05616 16 5.286011 5.404621 5.362471 5.359527 0.8162512 0.264361 0.84076196 16117 1.0109297 down 5.345316 5.360999 0.08387 0.002082 -0.0156826 0.997075
1610329_aVvi.889 Transcr ibed locus, moderately similar to NP_179097.1 expressed protein [Arabidopsis thalian 978.2725 835.1771 583.4531 628.357 16 9.934093 9.705938 9.188473 9.295441 0.044368 4.58804 0.0756077 9741 1.4928386 up 9.820015 9.241957 0.161329 0.075638 0.578058 1.062547
1610330_aVvi.1304 Transcr ibed locus, moderately similar to NP_566429.1 zinc finger (AN1-like) family protein [A 6705.274 6573.511 3581.442 3940.845 16 12.71108 12.68245 11.80633 11.94429 0.0072752 11.65995 0.03107765 3882 1.7671897 up 12.69676 11.87531 0.020247 0.097554 0.821457 1.069174
1610331_aVvi.9607 Transcr ibed locus 6.290084 6.238822 5.856646 5.856339 16 2.653079 2.641274 2.550075 2.549999 0.0036725 16.45595 0.02823081 2158 1.0696504 up 2.647176 2.550037 0.008348 5.34E-05 0.0971393 1.038093
1610332_x_at 275.2324 300.683 344.8294 384.5002 16 8.104507 8.2321 8.429739 8.586841 0.0783235 3.359752 0.11676787 11135 1.265745 down 8.168303 8.508289 0.090222 0.111088 -0.339986 0.960041
1610333_aVvi.15670 Transcr ibed locus 2.675288 2.686069 2.601511 2.620827 16 1.419694 1.425497 1.37935 1.390022 0.0247229 6.241365 0.05089027 8064 1.0266252 up 1.422595 1.384686 0.004103 0.007547 0.0379095 1.027378
1610334_at 6.238878 6.269362 6.06319 6.091079 16 2.641287 2.648319 2.600077 2.606698 0.0133253 8.576033 0.03722824 5941 1.0291228 up 2.644803 2.603387 0.004972 0.004682 0.0414152 1.015908
1610335_sVvi.639 Transcr ibed locus, weakly similar to NP_921939.1 putative RNA-binding protein [Oryza sativa 2502.192 2803.163 3067.376 3127.731 16 11.28898 11.45284 11.58279 11.6109 0.1129026 2.717923 0.15678969 11953 1.1695365 down 11.37091 11.59685 0.115869 0.019878 -0.225937 0.980517
1610336_aVvi.9141 Transcr ibed locus, strongly similar to NP_187300.2 pyruvate dehydrogenase (lipoamide) kina   2104.785 1983.632 889.5543 887.3971 16 11.03946 10.95393 9.796939 9.793436 0.0012665 28.07254 0.02354478 890 2.2997956 up 10.99669 9.795187 0.060478 0.002477 1.201506 1.122663
1610337_aVvi.6339 Transcr ibed locus, weakly similar to NP_567482.2 lipase class 3 family protein [Arabidopsis t 187.6489 181.4618 191.5734 254.9461 16 7.551892 7.503522 7.581754 7.994049 0.3366711 1.25358 0.39292887 14224 1.19764 down 7.527707 7.787901 0.034203 0.291536 -0.2601944 0.96659
1610338_aVvi.2603 Transcr ibed locus, weakly similar to XP_472167.1 OSJNBb0076A22.18 [Oryza sativa (japonic 6.49972 6.387133 5.996863 5.959948 16 2.700378 2.675169 2.584208 2.5753 0.0149731 8.080228 0.03888984 6391 1.0777475 up 2.687773 2.579754 0.017825 0.006299 0.1080191 1.041872
1610339_at 5.511543 5.562241 5.265815 5.311863 16 2.462456 2.475666 2.396657 2.409218 0.0184743 7.254919 0.04323529 7092 1.0469003 up 2.469061 2.402937 0.009341 0.008882 0.066124 1.027518
1610340_at 8.702247 8.827332 7.915569 7.728434 10 3.121388 3.141978 2.984693 2.950176 0.0146415 8.173295 0.03868821 6282 1.120582 up 3.131683 2.967434 0.014559 0.024407 0.1642482 1.05535
1610341_aVvi.4737 Transcr ibed locus, moderately similar to NP_916357.1 putative purple acid phosphatase [Oryz    6.427637 6.212367 6.228583 6.241569 16 2.684289 2.635143 2.638904 2.641909 0.5149868 0.784342 0.56501526 15131 1.0134741 up 2.659716 2.640406 0.034751 0.002125 0.0193093 1.007313
1610342_at 5.654088 5.658699 5.357958 5.356154 16 2.499294 2.50047 2.421683 2.421197 6.58E-05 123.2844 0.0145291 74 1.0558771 up 2.499882 2.42144 8.32E-04 3.44E-04 0.0784418 1.032395
1610343_s_at 209.5763 232.0895 312.2555 309.2347 16 7.711332 7.858537 8.286583 8.272558 0.0216209 6.69006 0.04687479 7656 1.4089652 down 7.784935 8.279571 0.10409 0.009917 -0.4946365 0.940258
1610344_aVvi.611 Transcr ibed locus, weakly similar to NP_564406.1 zinc-binding family protein [Arabidopsis th 662.751 644.5159 187.3245 131.2918 16 9.372323 9.332072 7.549396 7.036634 0.0152417 8.00709 0.03921917 6451 4.167503 up 9.352198 7.293015 0.028462 0.362578 2.0591835 1.28235
1610345_aVvi.3008 Transcr ibed locus, weakly similar to NP_567446.1 expressed protein [Arabidopsis thaliana] 776.0358 847.6649 834.0378 782.8167 16 9.599979 9.72735 9.703969 9.612531 0.9512177 0.069071 0.95860845 16473 1.0037605 up 9.663665 9.65825 0.090065 0.064657 0.005415 1.000561
1610346_aVvi.12181 Transcr ibed locus, weakly similar to XP_472855.1 OSJNBa0022H21.5 [Oryza sativa (japonica 5.451719 5.585419 5.195711 5.208272 16 2.446711 2.481665 2.377321 2.380805 0.0400318 4.846686 0.07007313 9483 1.0607798 up 2.464188 2.379063 0.024716 0.002463 0.0851252 1.035781
1610347_s_at 6838.733 6882.028 5368.122 6684.005 16 12.73951 12.74862 12.3902 12.7065 0.3416127 1.237048 0.3977734 14257 1.1452931 up 12.74407 12.54835 0.006438 0.223654 0.195717 1.015597
1610348_at 10.51063 9.188087 7.523149 7.277448 16 3.393777 3.199765 2.911337 2.863433 0.0547266 4.097159 0.08843402 10273 1.3281204 up 3.296771 2.887385 0.137187 0.033873 0.4093859 1.141784
1610349_sVvi.10746 Transcr ibed locus, moderately similar to NP_172330.1 RNA polymerase sigma subunit SigB 127.1677 120.2157 76.65096 82.45204 16 6.990588 6.909482 6.260232 6.365483 0.0106979 9.590552 0.03476357 5108 1.5552834 up 6.950035 6.312858 0.057351 0.074424 0.6371774 1.100933
1610350_at 3.783185 3.810846 3.695702 3.673049 16 1.919601 1.930111 1.885848 1.876978 0.0241508 6.317647 0.05017127 7989 1.0305704 up 1.924856 1.881413 0.007432 0.006272 0.043443 1.023091
1610351_aVvi.10389 Transcr ibed locus, weakly similar to NP_563664.1 expressed protein [Arabidopsis thaliana] 5.883771 5.916452 5.620057 5.6976 16 2.556741 2.564732 2.490585 2.510354 0.0299 5.652647 0.05722187 8674 1.0426587 up 2.560737 2.50047 0.005651 0.013979 0.060267 1.024102
1610352_aVvi.15121 Transcr ibed locus 3.595288 3.614577 3.467142 3.493429 16 1.846107 1.853827 1.793747 1.804644 0.0168596 7.603791 0.04121121 6790 1.0358187 up 1.849967 1.799196 0.005459 0.007705 0.0507715 1.028219
1610353_aVvi.12595 Transcr ibed locus 7.061017 7.074804 6.816196 6.882606 16 2.819876 2.82269 2.768967 2.782955 0.023894 6.352754 0.04981651 7962 1.0319136 up 2.821283 2.775961 0.00199 0.009891 0.045322 1.016327
1610354_sVvi.8006 Transcr ibed locus, strongly similar to XP_478736.1 putative 40S ribosomal protein S11 [Oryz 25042.88 24596.61 27443.63 27673.47 16 14.61211 14.58617 14.74418 14.75622 0.0088394 10.56558 0.03255377 4507 1.1103836 down 14.59914 14.7502 0.018342 0.008508 -0.151058 0.989759
1610355_at 6.173183 6.232384 5.792346 5.803522 16 2.626015 2.639784 2.534148 2.536929 0.005164 13.86181 0.02947135 2907 1.0698148 up 2.632899 2.535538 0.009736 0.001966 0.0973611 1.038399
1610356_aVvi.3442 Transcr ibed locus, moderately similar to NP_196762.1 expressed protein [Arabidopsis thalian 2560.401 2592.064 2766.544 2688.461 16 11.32215 11.33989 11.43387 11.39257 0.0673021 3.657291 0.10373689 10770 1.058629 down 11.33102 11.41322 0.012538 0.029207 -0.082198 0.992798
1610357_at 3.375968 3.389291 3.2815 3.279455 16 1.755301 1.760984 1.714355 1.713456 0.0042016 15.37879 0.0288901 2408 1.0311373 up 1.758142 1.713906 0.004018 6.36E-04 0.0442366 1.02581
1610358_aVvi.5314 Transcr ibed locus, moderately similar to NP_180122.1 phosphate translocator-related [Arabid 1092.451 1048.855 1156.331 1142.15 16 10.09335 10.0346 10.17534 10.15754 0.0792285 3.338016 0.11776802 11168 1.0736032 down 10.06398 10.16644 0.041545 0.012588 -0.102461 0.989922
1610359_aVvi.6694 Transcr ibed locus, moderately similar to NP_191164.1 protein kinase family protein [Arabidop 917.2361 955.8633 688.1183 675.8197 16 9.841149 9.900661 9.426513 9.400495 0.0050031 14.08468 0.02943507 2817 1.3730663 up 9.870905 9.413504 0.042081 0.018398 0.457401 1.04859
1610360_aVvi.2588 Transcr ibed locus, weakly similar to NP_565335.1 membrane protein, putative [Arabidopsis th 1396.668 1373.815 34.31697 19.86433 16 10.44777 10.42397 5.10085 4.312108 0.0047088 14.52132 0.02932456 2661 53.05416 up 10.43587 4.706479 0.01683 0.557725 5.729394 2.217342
1610361_aVvi.5677 Transcr ibed locus, moderately similar to NP_680720.1 expressed protein [Arabidopsis thalian 354.1367 359.671 368.4565 338.5464 16 8.468163 8.490534 8.525351 8.40321 0.8308613 0.242695 0.85358655 16159 1.0104991 up 8.479348 8.46428 0.015819 0.086367 0.015068 1.00178
1610362_at 6.387094 6.397474 6.215465 6.249467 16 2.67516 2.677502 2.635862 2.643733 0.0123977 8.897355 0.03636527 5659 1.0256463 up 2.676331 2.639798 0.001657 0.005566 0.0365333 1.013839
1610363_aVvi.6372 Transcr ibed locus, moderately similar to NP_193539.2 ABC transporter family protein [Arabid 4032.586 4323.485 4276.438 4212.747 16 11.97749 12.07798 12.0622 12.04055 0.6907738 0.45985 0.7269414 15775 1.0165181 down 12.02774 12.05137 0.071058 0.015308 -0.023636 0.998039
1610364_aVvi.13196 Transcr ibed locus, weakly similar to NP_197012.1 protein kinase, putative [Arabidopsis thalian 63.86236 64.22632 525.5286 574.0624 16 5.996894 6.005093 9.037625 9.165064 4.24E-04 48.55603 0.01871624 369 8.576279 down 6.000993 9.101345 0.005797 0.090113 -3.1003517 0.659352
1610365_aVvi.9839 Transcr ibed locus, moderately similar to NP_201332.1 LMBR1 integral membrane family pro 100.5576 106.1037 111.5044 105.556 16 6.651878 6.72933 6.800957 6.721865 0.3291637 1.279259 0.38538617 14179 1.0503037 down 6.690604 6.761411 0.054767 0.055927 -0.0708067 0.989528
1610366_aVvi.6047 Transcr ibed locus, weakly similar to NP_567651.1 potassi um channel protein 2 (AKT2) (AKT  6.399159 6.496904 9.088586 7.798433 16 2.677882 2.699752 3.184056 2.963184 0.0740523 3.467448 0.1117245 11003 1.3056811 down 2.688818 3.07362 0.015464 0.15618 -0.3848025 0.874805
1610367_aVvi.14249 Transcr ibed locus 4.015913 4.031364 3.882316 3.87297 16 2.005728 2.011268 1.956918 1.95344 0.0037412 16.30317 0.02823139 2197 1.0376495 up 2.008498 1.955179 0.003917 0.002459 0.0533192 1.027271
1610368_aVvi.2277 Transcr ibed locus, moderately similar to XP_474779.1 OSJNBa0040D17.15 [Oryza sativa (ja 624.4742 674.929 390.9067 372.2711 16 9.286498 9.398592 8.610681 8.54021 0.0073659 11.58714 0.03113452 3926 1.7018447 up 9.342545 8.575445 0.079262 0.04983 0.7671 1.089453
1610369_aVvi.13715 Transcr ibed locus, weakly similar to XP_472455.1 OSJNBb0108J11.16 [Oryza sativa (japonic 4.294311 4.304761 4.125851 4.138236 16 2.102427 2.105933 2.044692 2.049016 0.0023492 20.59547 0.02616672 1484 1.0405354 up 2.10418 2.046854 0.002479 0.003058 0.0573261 1.028007
1610370_sVvi.759 Transcr ibed locus, weakly similar to NP_197039.1 plastocyanin-like domain-containing protei 402.0983 396.2424 2341.469 2560.917 16 8.651404 8.63024 11.1932 11.32245 6.26E-04 39.9639 0.02102278 493 6.134733 down 8.640821 11.25782 0.014966 0.091391 -2.617001 0.767539
1610371_aVvi.4426 Transcr ibed locus 4.309042 4.335372 4.173752 4.177721 16 2.107367 2.116156 2.061345 2.062716 0.0079031 11.18189 0.03151864 4160 1.035072 up 2.111761 2.06203 0.006214 9.70E-04 0.049731 1.024117
1610372_aVvi.14539 Transcr ibed locus 639.0158 639.7487 354.1503 342.803 16 9.319708 9.321362 8.468218 8.421236 7.20E-04 37.25977 0.02180507 544 1.8350352 up 9.320535 8.444727 0.001169 0.033221 0.875808 1.103711
1610373_aVvi.12393 Transcr ibed locus, weakly similar to XP_479175.1 unknown protein [Oryza sativa (japonica cu 353.3844 342.2546 321.6215 294.8473 16 8.465095 8.418926 8.32922 8.203824 0.1195148 2.626583 0.16438983 12069 1.1293474 up 8.442011 8.266521 0.032646 0.088668 0.17549 1.021229
1610374_aVvi.15076 Transcr ibed locus 6.098415 6.244803 5.736688 5.739451 16 2.608434 2.642656 2.520218 2.520913 0.0255626 6.134019 0.05184967 8184 1.0754793 up 2.625545 2.520566 0.024198 4.91E-04 0.1049798 1.041649
1610375_aVvi.15223 Transcr ibed locus 6.564375 6.416884 6.016775 6.028624 16 2.714658 2.681873 2.58899 2.591829 0.0224905 6.555067 0.04799341 7778 1.0776253 up 2.698265 2.59041 0.023182 0.002007 0.1078555 1.041636
1610376_aVvi.3502 Transcr ibed locus, weakly similar to NP_201357.2 expressed protein [Arabidopsis thaliana] 448.8104 399.4377 448.413 451.2883 16 8.809962 8.641827 8.808684 8.817905 0.4082687 1.038082 0.4637753 14614 1.062454 down 8.725895 8.813295 0.11889 0.00652 -0.0874 0.990083
1610377_aVvi.12981 Transcr ibed locus 3.584889 3.602051 3.464122 3.488477 16 1.841929 1.848818 1.79249 1.802597 0.0159617 7.820109 0.04005376 6615 1.0337088 up 1.845373 1.797544 0.004872 0.007147 0.0478299 1.026608
1610378_aVvi.7166 Transcr ibed locus, weakly similar to NP_193919.2 pentatricopeptide (PPR) repeat-containing 83.44076 84.98351 202.8485 232.4999 16 6.382681 6.409111 7.664259 7.861086 0.0052367 13.76453 0.02950386 2942 2.5789368 down 6.395896 7.762672 0.018689 0.139178 -1.3667764 0.82393
1610379_aVvi.1377 Transcr ibed locus, strongly similar to NP_194688.1 expressed protein [Arabidopsis thaliana] 5.092906 5.145675 4.854244 4.836375 16 2.348489 2.36336 2.279247 2.273926 0.0097631 10.04635 0.03364966 4815 1.0565333 up 2.355925 2.276586 0.010516 0.003762 0.0793383 1.03485
1610380_at 5.184651 5.199819 4.892848 4.913535 16 2.374247 2.378461 2.290674 2.296761 0.0020006 22.32397 0.02553182 1298 1.0589513 up 2.376354 2.293718 0.00298 0.004304 0.0826361 1.036027
1610381_aVvi.15003 Transcr ibed locus 3.430969 3.447926 3.326836 3.342332 16 1.778616 1.785729 1.734151 1.740855 0.0117594 9.140111 0.03565072 5475 1.0314469 up 1.782172 1.737503 0.00503 0.004741 0.0446696 1.025709
1610382_at 6.32361 6.358897 6.118829 5.689073 16 2.660749 2.668777 2.613256 2.508194 0.1869833 1.97475 0.23776786 13055 1.0747775 up 2.664763 2.560725 0.005677 0.07429 0.104038 1.040628
1610383_at 389.858 371.4076 362.854 368.1746 16 8.606805 8.53686 8.503245 8.524246 0.2526397 1.590754 0.30729908 13648 1.0410839 up 8.571833 8.513746 0.049459 0.01485 0.058087 1.006823
1610384_sVvi.1286 Transcr ibed locus, weakly similar to NP_188425.2 C2 domain-containing protein [Arabidopsis 67.55171 67.04501 107.8848 104.484 16 6.07792 6.067058 6.753347 6.707139 0.0012995 27.71333 0.02357308 911 1.5776241 down 6.072489 6.730243 0.007681 0.032675 -0.6577534 0.902269
1610385_aVvi.11222 Transcr ibed locus, moderately similar to NP_849912.1 phosphoribulokinase/uridine kinase-re 218.591 197.9679 136.0957 109.0465 16 7.77209 7.629123 7.088478 6.7688 0.0477884 4.408834 0.07976106 9946 1.7075969 up 7.700606 6.928639 0.101093 0.226047 0.7719673 1.111417
1610386_aVvi.10422 Transcr ibed locus, weakly similar to NP_908948.1 putative rust resistance kinase Lr10 [Oryza   20.73169 21.83103 16.24133 18.83045 16 4.373766 4.448308 4.021598 4.234995 0.1294719 2.501658 0.17533997 12258 1.2165028 up 4.411037 4.128297 0.05271 0.150895 0.2827395 1.068488
1610387_at 3.832596 3.865224 3.691032 3.704397 16 1.938322 1.950552 1.884024 1.889239 0.0129681 8.695725 0.03688248 5836 1.0408812 up 1.944437 1.886632 0.008648 0.003687 0.0578053 1.030639
1610388_aVvi.15396 Transcr ibed locus 3.239298 3.250698 3.142572 3.160765 16 1.695681 1.700749 1.651946 1.660274 0.0131384 8.638075 0.03707087 5882 1.0296155 up 1.698215 1.65611 0.003584 0.005889 0.0421056 1.025424
1610389_sVvi.7884 Transcr ibed locus, moderately similar to NP_188862.1 60S ribosomal protein L27 (RPL27B) 6596.778 6575.919 7884.624 8793.295 16 12.68755 12.68298 12.94483 13.10219 0.0501192 4.297127 0.08264583 10067 1.2642198 down 12.68526 13.02351 0.003231 0.111272 -0.338247 0.974028
1610390_aVvi.8515 Transcr ibed locus, moderately similar to NP_566320.1 expressed protein [Arabidopsis thalian 1109.26 1146.473 1008.499 992.5199 16 10.11538 10.16299 9.977994 9.954952 0.0226493 6.531241 0.04818637 7802 1.1271757 up 10.13919 9.966473 0.033662 0.016293 0.172712 1.017329
1610391_at 5.742743 5.791474 5.45369 5.443892 16 2.52174 2.533931 2.447233 2.444639 0.00574 13.14226 0.02989878 3181 1.0584108 up 2.527835 2.445936 0.00862 0.001834 0.0818997 1.033484
1610392_aVvi.11599 Transcr ibed locus, weakly similar to NP_850650.1 expressed protein [Arabidopsis thaliana] 3.083841 3.099105 2.998584 3.014386 16 1.624728 1.631852 1.584281 1.591864 0.0163216 7.731288 0.04056537 6678 1.0282688 up 1.62829 1.588073 0.005037 0.005362 0.0402174 1.025325
1610393_aVvi.8401 Transcr ibed locus, moderately similar to XP_468182.1 putative initiation factor 3g [Oryza sativ 4150.644 4143.198 5257.547 5129.289 16 12.01912 12.01653 12.36017 12.32454 0.0030156 18.16889 0.02766159 1804 1.252261 down 12.01782 12.34236 0.001831 0.025194 -0.324536 0.973706
1610394_aVvi.1547 Transcr ibed locus, strongly similar to NP_181559.1 ferritin, putative [Arabidopsis thaliana] 5082.025 4033.305 98.05767 68.30933 16 12.31119 11.97775 6.615558 6.09401 0.0028457 18.70574 0.0270467 1742 55.31824 up 12.14447 6.354784 0.235778 0.36879 5.789683 1.911075
1610395_sVvi.7237 Transcr ibed locus, moderately similar to NP_186761.1 cystathionine gamma-synthase, chloro 2320.991 2022.436 2186.947 2288.402 16 11.18053 10.98188 11.0947 11.16013 0.7017376 0.441921 0.73701817 15806 1.0325505 down 11.0812 11.12741 0.140464 0.04626 -0.046212 0.995847
1610396_aVvi.7205 Transcr ibed locus, moderately similar to NP_188509.1 expressed protein [Arabidopsis thalian 273.9344 283.5584 415.5706 358.9586 16 8.097687 8.147502 8.69895 8.487674 0.049268 4.337022 0.08156641 10027 1.3857975 down 8.122595 8.593311 0.035225 0.149395 -0.470716 0.945223
1610397_aVvi.15425 Transcr ibed locus 6.932333 7.154613 6.628144 6.554108 16 2.793341 2.838874 2.728605 2.7124 0.0583525 3.956293 0.09283833 10434 1.0685133 up 2.816107 2.720502 0.032196 0.011459 0.0956049 1.035142
1610398_aVvi.15740 Transcr ibed locus 4.022277 4.033988 3.865918 3.879775 16 2.008013 2.012207 1.950811 1.955973 0.0034202 17.05532 0.02786147 2037 1.0400966 up 2.010109 1.953392 0.002966 0.00365 0.0567175 1.029035
1610399_at 4.952834 4.973521 4.753396 4.743302 16 2.308254 2.314268 2.248959 2.245892 0.0027838 18.91356 0.0270467 1699 1.0452411 up 2.311261 2.247425 0.004252 0.002169 0.063836 1.028404
1610400_aVvi.11559 Transcr ibed locus, moderately similar to XP_472243.1 OSJNBa0072D21.6 [Oryza sativa (jap 93.97965 89.36577 83.9003 67.0093 16 6.554277 6.48165 6.390604 6.06629 0.2235873 1.742257 0.27668428 13415 1.2222306 up 6.517963 6.228447 0.051354 0.229325 0.2895164 1.046483
1610401_aVvi.15378 Transcr ibed locus 4.493887 4.513514 4.273073 4.290378 16 2.167964 2.174251 2.095274 2.101105 0.0034392 17.00776 0.02792081 2044 1.0518421 up 2.171108 2.098189 0.004446 0.004123 0.0729181 1.034753
1610402_at 6.506208 6.611823 6.154468 6.108779 9 2.701817 2.725048 2.621634 2.610884 0.0169091 7.592375 0.0412769 6800 1.0696757 up 2.713433 2.616259 0.016427 0.007601 0.0971736 1.037142
1610403_sVvi.1907 Transcr ibed locus, weakly similar to NP_172285.1 carbonic anhydrase family protein [Arabido 175.0372 173.3492 344.5924 308.1884 16 7.451518 7.437537 8.428747 8.267669 0.007908 11.17835 0.03152203 4164 1.8708324 down 7.444527 8.348207 0.009886 0.1139 -0.90368 0.891752
1610404_x_at 1195.474 1154.68 2027.468 1737.257 16 10.22337 10.17328 10.98546 10.7626 0.0274017 5.916166 0.05392682 8434 1.5973792 down 10.19832 10.87403 0.035418 0.157591 -0.675707 0.93786
1610405_aVvi.10391 Transcr ibed locus, moderately similar to NP_191055.1 patatin-related [Arabidopsis thaliana] 122.8626 127.7179 323.9125 333.3015 16 6.940902 6.996816 8.33946 8.380684 6.23E-04 40.05337 0.02102278 489 2.622992 down 6.968859 8.360072 0.039537 0.029149 -1.3912133 0.833588
1610406_aVvi.13049 GO:001674Glutathione S-transferase (GST3) 11.75805 10.91176 13.47131 10.83272 16 3.555577 3.447812 3.751818 3.437323 0.6325476 0.558745 0.67365164 15588 1.0664941 down 3.501695 3.594571 0.076201 0.222381 -0.0928759 0.974162
1610407_aVvi.6706 Transcr ibed locus, moderately similar to NP_851120.1 GTP-binding protein / phragmoplastin 2390.285 2319.04 3581.037 3591.017 16 11.22297 11.17931 11.80616 11.81018 0.0013014 27.6932 0.02357308 912 1.5231203 down 11.20114 11.80817 0.030869 0.002839 -0.60703 0.948592
1610408_aVvi.6680 Transcr ibed locus, moderately similar to NP_564074.1 expressed protein [Arabidopsis thalian 4.385566 4.338039 4.180327 4.204879 16 2.132763 2.117043 2.063616 2.072064 0.0235917 6.394828 0.04935965 7934 1.0403458 up 2.124903 2.06784 0.011116 0.005974 0.0570632 1.027596
1610409_at 474.4471 565.765 572.949 553.366 16 8.890103 9.144059 9.162263 9.11209 0.4514329 0.927862 0.5048968 14843 1.0868067 down 9.017081 9.137177 0.179574 0.035478 -0.1200955 0.986856
1610410_aVvi.3842 Transcr ibed locus, weakly similar to NP_180575.1 UDP-glucoronosyl/UDP-glucosyl transfer 9.77297 7.942946 7.521202 7.530163 16 3.288797 2.989674 2.910963 2.912681 0.2677618 1.52051 0.32306552 13759 1.170734 up 3.139236 2.911822 0.211512 0.001215 0.2274135 1.0781
1610411_aVvi.8220 Transcr ibed locus 6.353672 6.362182 6.149753 6.235352 16 2.667591 2.669522 2.620529 2.640471 0.0628339 3.79884 0.09830088 10611 1.0267297 up 2.668556 2.6305 0.001365 0.014101 0.0380564 1.014467
1610412_at 7.746545 7.165897 6.710461 6.672585 16 2.953553 2.841147 2.746412 2.738246 0.1106349 2.751003 0.1542978 11903 1.1134384 up 2.89735 2.742329 0.079483 0.005774 0.1550217 1.056529
1610413_aVvi.366 Transcr ibed locus, strongly similar to NP_171924.1 expressed protein [Arabidopsis thaliana] 49.55745 39.36112 55.69136 53.68306 16 5.63103 5.298699 5.799382 5.746395 0.2086443 1.830596 0.26097438 13272 1.2380104 down 5.464865 5.772888 0.234993 0.037467 -0.3080233 0.946643
1610414_aVvi.11075 Transcr ibed locus, moderately similar to NP_566478.1 tetratricopeptide repeat (TPR)-contain 5.385703 5.75563 5.537402 5.860294 16 2.429135 2.524974 2.469209 2.550973 0.6522753 0.524487 0.69195366 15649 1.0231638 down 2.477054 2.510091 0.067769 0.057816 -0.0330373 0.986838
1610415_aVvi.2994 Transcr ibed locus, weakly similar to NP_191663.1 cytochrome P450 family protein [Arabidops 2419.883 2508.329 160.3116 180.8109 16 11.24072 11.29251 7.324735 7.498338 5.52E-04 42.55917 0.02008398 455 14.470879 up 11.26662 7.411536 0.036621 0.122756 3.855081 1.520146
1610416_at 5.93148 5.462012 5.306017 4.862527 16 2.568392 2.449433 2.407629 2.281706 0.1983801 1.896282 0.2498488 13181 1.1205792 up 2.508913 2.344668 0.084117 0.089041 0.1642446 1.07005
1610417_at 6.804353 6.911203 6.318504 6.314704 16 2.766458 2.788937 2.659583 2.658715 0.0088823 10.53971 0.03258567 4524 1.085642 up 2.777698 2.659149 0.015895 6.14E-04 0.1185484 1.044581
1610418_aVvi.7446 Transcr ibed locus, moderately similar to NP_173446.1 expansin, putative (EXP11) [Arabidops 43.92099 17.95204 123.5468 143.0626 16 5.456839 4.166076 6.948914 7.160503 0.0754957 3.430073 0.11351444 11040 4.7346287 down 4.811457 7.054709 0.912707 0.149617 -2.2432515 0.682021
1610419_aVvi.9045 Transcr ibed locus, moderately similar to NP_566952.1 diacylglycerol acyltransferase family [A 130.5513 120.4374 144.821 131.5785 16 7.028473 6.912139 7.178126 7.03978 0.2647558 1.534064 0.3199269 13738 1.1008719 down 6.970306 7.108953 0.08226 0.097826 -0.1386466 0.980497
1610420_aVvi.2933 Transcr ibed locus, moderately similar to NP_565054.1 expressed protein [Arabidopsis thalian 5.460804 6.388129 5.316884 5.336363 16 2.449113 2.675393 2.410581 2.415857 0.318521 1.3169 0.37435126 14125 1.1088271 up 2.562254 2.413219 0.160004 0.003731 0.1490345 1.061758
1610421_aVvi.1904 Transcr ibed locus, moderately similar to NP_200279.1 basic helix-loop-helix (bHLH) family p  3412.85 3157.575 2837.04 3059.869 16 11.73676 11.6246 11.47017 11.57926 0.1843581 1.99374 0.23489733 13029 1.1141688 up 11.68068 11.52471 0.079308 0.077134 0.1559675 1.013533
1610422_aVvi.9212 Transcr ibed locus, moderately similar to NP_190735.1 SEC14 cytosolic factor family protein / 1095.064 1324.222 4218.981 4092.227 16 10.0968 10.37093 12.04268 11.99867 0.0059819 12.87138 0.03011482 3295 3.4505131 down 10.23386 12.02068 0.19384 0.031119 -1.786811 0.851355
1610423_sVvi.6130 Transcr ibed locus, moderately similar to NP_568953.1 zinc finger (C3HC4-type RING finger 772.7218 802.3896 629.4628 707.2609 16 9.593805 9.648159 9.297977 9.466099 0.1138288 2.70468 0.15785049 11971 1.1801286 up 9.620982 9.382038 0.038434 0.11888 0.238944 1.025468
1610424_at 14.25619 12.37377 15.16386 12.71732 16 3.833517 3.629213 3.922566 3.668723 0.7312815 0.394537 0.7639045 15892 1.0455625 down 3.731365 3.795644 0.144465 0.179494 -0.0642793 0.983065
1610425_at 59.03838 60.69538 213.9878 242.9277 16 5.883581 5.923514 7.741385 7.924383 0.002348 20.60105 0.02616672 1483 3.8088 down 5.903547 7.832884 0.028237 0.129399 -1.9293367 0.753688
1610426_at 5.579676 5.621429 5.485388 7.013931 16 2.480181 2.490937 2.455594 2.810223 0.4935542 0.830623 0.54510295 15031 1.1075327 down 2.485559 2.632908 0.007605 0.250761 -0.1473493 0.944036
1610427_aVvi.6304 Transcr ibed locus, moderately similar to NP_194356.2 expressed protein [Arabidopsis thalian 104.7578 175.1329 93.40759 57.60805 16 6.710914 7.452306 6.545468 5.848198 0.2242241 1.738666 0.27732763 13422 1.8464793 up 7.08161 6.196833 0.524243 0.493044 0.884777 1.142779
1610428_aVvi.921 Transcr ibed locus, moderately similar to NP_922889.1 unknown protein [Oryza sativa (japonic 280.0433 279.6062 832.2886 744.3188 16 8.129506 8.127253 9.70094 9.539777 0.0029049 18.51331 0.02725936 1767 2.8127449 down 8.12838 9.620358 0.001593 0.11396 -1.491978 0.844915
1610429_at 4.83264 4.866849 4.688883 4.742559 16 2.272811 2.282988 2.229244 2.245666 0.0525817 4.187068 0.08581998 10171 1.0284309 up 2.2779 2.237455 0.007196 0.011612 0.0404447 1.018076
1610430_aVvi.15144 Transcr ibed locus 5.231206 5.289369 5.008692 5.011663 16 2.387144 2.403096 2.324434 2.325289 0.0126794 8.79611 0.0366302 5745 1.0499046 up 2.39512 2.324862 0.01128 6.05E-04 0.0702582 1.03022
1610431_aVvi.997 Transcr ibed locus, moderately similar to NP_174207.2 expressed protein [Arabidopsis thalian 148.6481 125.0579 106.4239 100.8022 16 7.215757 6.966453 6.733679 6.655383 0.0935597 3.035276 0.13435166 11560 1.3163778 up 7.091105 6.694531 0.176285 0.055363 0.3965735 1.059238
1610432_aVvi.1341 Transcr ibed locus 5.342614 5.369553 5.188483 5.13961 16 2.417546 2.424802 2.375313 2.361659 0.0208598 6.815011 0.04591811 7541 1.0371957 up 2.421174 2.368486 0.005131 0.009655 0.052688 1.022245
1610433_aVvi.7627 Transcr ibed locus, moderately similar to NP_174569.1 galactosyltransferase family protein [A 383.8707 407.5819 899.1898 842.5187 16 8.584476 8.670946 9.812482 9.718565 0.0031324 17.8255 0.02772998 1874 2.2004714 down 8.627711 9.765524 0.061143 0.066409 -1.137813 0.883487
1610434_aVvi.11013 Transcr ibed locus, weakly similar to NP_563700.1 hydroxyproline-rich glycoprotein family prot 471.5156 485.1416 559.5789 540.8542 16 8.881162 8.922262 9.128198 9.079096 0.024228 6.307199 0.05026651 8001 1.15024 down 8.901712 9.103647 0.029062 0.03472 -0.201935 0.977818
1610435_sVvi.3650 Transcr ibed locus 61.47195 60.63972 6.552364 5.930913 16 5.941856 5.922191 2.712016 2.568254 4.85E-04 45.37403 0.01924971 416 9.793936 up 5.932024 2.640135 0.013905 0.101655 3.2918887 2.246864
1610436_aVvi.13085 Transcr ibed locus, weakly similar to NP_564805.1 homeodomain transcr iption factor (KNAT7  3.976296 3.99337 3.859617 3.880843 16 1.991425 1.997607 1.948458 1.95637 0.0139234 8.385988 0.03783878 6108 1.029613 up 1.994516 1.952414 0.004371 0.005595 0.0421022 1.021564
1610437_aVvi.5921 Transcr ibed locus, moderately similar to NP_176183.1 proton-dependent oligopeptide transpo 139.2298 146.9665 134.1377 127.7931 16 7.121325 7.199344 7.067571 6.997666 0.1349615 2.438381 0.18136908 12352 1.0925627 up 7.160335 7.032619 0.055168 0.04943 0.1277161 1.018161
1610438_aVvi.12756 Transcr ibed locus 7.291767 7.133409 6.940991 7.361029 16 2.866268 2.834592 2.795142 2.879907 0.8022918 0.285232 0.82849085 16076 1.0089856 up 2.85043 2.837524 0.022399 0.059938 0.0129056 1.004548
1610439_aVvi.5549 Transcr ibed locus, weakly similar to NP_176551.2 kinesin motor protein-related [Arabidopsis 12.8067 12.87112 12.35222 12.38862 16 3.678827 3.686065 3.626699 3.630944 0.0060663 12.78068 0.03013007 3341 1.0378696 up 3.682446 3.628821 0.005118 0.003002 0.053625 1.014778
1610440_sVvi.1197 Transcr ibed locus, weakly similar to XP_474351.1 OSJNBa0064G10.16 [Oryza sativa (japonic 10564.79 10389.52 8714.216 8837.145 16 13.36698 13.34284 13.08916 13.10937 0.0037696 16.24129 0.02824058 2215 1.1938723 up 13.35491 13.09926 0.017068 0.014291 0.255649 1.019516
1610441_at 3.896982 3.919223 3.789479 3.804515 16 1.962357 1.970568 1.922 1.927713 0.0141432 8.31919 0.03813616 6156 1.0292591 up 1.966462 1.924856 0.005806 0.00404 0.0416062 1.021615
1610442_at 3.989379 4.002777 3.869023 3.883676 16 1.996164 2.001001 1.951969 1.957423 0.0068276 12.04017 0.03073394 3683 1.0308872 up 1.998583 1.954696 0.003421 0.003856 0.0438866 1.022452
1610443_at 2.968023 2.973764 2.903129 2.929147 14 1.569503 1.57229 1.537609 1.550481 0.055208 4.077684 0.089004 10297 1.0187863 up 1.570896 1.544045 0.001971 0.009102 0.0268514 1.01739
1610444_aVvi.15595 Transcr ibed locus 5.232691 5.254625 4.956359 4.966657 16 2.387553 2.393588 2.309281 2.312275 0.0017774 23.68797 0.02507989 1175 1.056866 up 2.39057 2.310778 0.004267 0.002117 0.0797924 1.034531
1610445_aVvi.6186 Transcr ibed locus, weakly similar to NP_568762.3 RAR1 disease resistance protein (RAR1) 1126.273 1138.621 950.654 915.3215 16 10.13734 10.15307 9.892777 9.838135 0.010171 9.83979 0.03406982 4955 1.2139852 up 10.14521 9.865456 0.011123 0.038638 0.27975 1.028357
1610446_aVvi.381 Transcr ibed locus, moderately similar to NP_179828.1 peroxidase 17 (PER17) (P17) [Arabid  3.908134 3.286523 3.181871 3.196323 16 1.96648 1.716562 1.669875 1.676413 0.3103108 1.346997 0.36594546 14077 1.1237934 up 1.841521 1.673144 0.176719 0.004623 0.1683768 1.100635
1610447_at 466.3501 443.0342 256.9255 213.5626 16 8.86527 8.791274 8.005206 7.738515 0.0202998 6.91134 0.04534011 7432 1.940477 up 8.828272 7.871861 0.052323 0.188579 0.9564115 1.121498
1610448_aVvi.9773 Transcr ibed locus, moderately similar to XP_475062.1 unknown protein [Oryza sativa (japonic 8.133982 8.434833 7.600308 10.8023 16 3.023962 3.076359 2.926058 3.433266 0.6619733 0.507941 0.70049596 15688 1.0939156 down 3.05016 3.179662 0.037051 0.35865 -0.1295014 0.959272
1610449_aVvi.7369 Transcr ibed locus, weakly similar to NP_200746.1 methyl-CpG-binding domain-containing pr 192.8471 195.5974 206.3778 210.8143 16 7.591313 7.611743 7.689144 7.719829 0.0305858 5.58594 0.05807491 8742 1.0739733 down 7.601528 7.704486 0.014446 0.021697 -0.1029584 0.986637
1610450_at 62.06648 62.64463 60.04157 59.96633 16 5.955743 5.969119 5.907889 5.906081 0.014494 8.215707 0.03843299 6260 1.03918 up 5.962431 5.906985 0.009458 0.001279 0.0554457 1.009386
1610451_sVvi.7806 Transcr ibed locus, moderately similar to NP_566131.2 expressed protein [Arabidopsis thalian 3673.06 3761.376 5112.302 5180.298 16 11.84277 11.87705 12.31976 12.33882 0.001741 23.93489 0.02497189 1151 1.3845174 down 11.85991 12.32929 0.024238 0.013479 -0.4693835 0.961929
1610452_aVvi.8352 Transcr ibed locus 50.39669 40.46969 42.90469 43.12189 16 5.655257 5.33877 5.423063 5.430348 0.700348 0.444183 0.73575765 15802 1.0499406 up 5.497014 5.426706 0.22379 0.005151 0.0703076 1.012956
1610453_aVvi.14396 Transcr ibed locus 404.2343 407.5916 613.0606 616.671 16 8.659048 8.67098 9.259886 9.268357 1.49E-04 81.88002 0.0168302 145 1.5147794 down 8.665014 9.264122 0.008437 0.00599 -0.599108 0.93533
1610454_sVvi.7812 Transcr ibed locus, strongly similar to XP_476016.1 putative hypersensitive-induced response 7524.572 7440.428 7400.891 6551.387 16 12.87739 12.86117 12.85348 12.67758 0.3610535 1.174658 0.41701174 14372 1.0745617 up 12.86928 12.76553 0.011472 0.124379 0.103749 1.008127
1610455_aVvi.9124 Transcr ibed locus, moderately similar to NP_193652.1 9-cis-epoxycarotenoid dioxygenase, pu 4.151002 4.177514 3.988852 4.002989 16 2.05346 2.062645 1.995974 2.001078 0.0077004 11.32981 0.03135112 4069 1.0421237 up 2.058052 1.998526 0.006495 0.003609 0.0595264 1.029785
1610456_aVvi.3224 Transcr ibed locus, weakly similar to NP_181990.1 acyl carrier protein, mitochondrial / ACP /     3064.594 3115.765 3852.08 3968.663 16 11.58148 11.60537 11.91142 11.95444 0.0052102 13.79975 0.02950386 2929 1.2653234 down 11.59342 11.93293 0.016893 0.030417 -0.339506 0.971549
1610457_aVvi.1786 Transcr ibed locus, weakly similar to XP_470517.1 unknown protein [Oryza sativa (japonica cu 227.9967 227.4168 322.2561 319.8403 16 7.83287 7.829195 8.332064 8.321208 1.34E-04 86.48747 0.0168302 128 1.40991 down 7.831032 8.326635 0.002598 0.007676 -0.4956027 0.94048
1610458_aVvi.6968 Transcr ibed locus, weakly similar to NP_178028.2 SNARE-associated protein-related [Arabid 442.5009 440.6427 366.9963 386.2682 16 8.789536 8.783465 8.519622 8.593459 0.0249802 6.207895 0.05118291 8101 1.1728028 up 8.786501 8.556541 0.004293 0.052211 0.2299605 1.026875
1610459_s_at 1122.655 1045.898 912.8797 999.9648 16 10.1327 10.03053 9.834281 9.965734 0.1608878 2.181571 0.20975812 12733 1.1341451 up 10.08161 9.900007 0.072247 0.092951 0.181606 1.018344
1610460_aVvi.15080 Transcr ibed locus 4.091019 4.107977 4.193972 3.99223 16 2.032461 2.038428 2.068317 1.997195 0.9468026 0.07534 0.9546806 16464 1.0018651 up 2.035444 2.032756 0.00422 0.050291 0.0026884 1.001323
1610461_aVvi.12053 Transcr ibed locus 10.04038 11.76817 12.58229 10.93372 16 3.327741 3.556818 3.653322 3.450712 0.5474724 0.717657 0.59518814 15270 1.079032 down 3.442279 3.552017 0.161981 0.143267 -0.1097377 0.969106
1610462_aVvi.4625 Transcr ibed locus 4.166154 4.191154 4.212278 4.071076 16 2.058716 2.067347 2.074601 2.02541 0.6539234 0.521662 0.6932603 15658 1.00907 up 2.063032 2.050005 0.006103 0.034783 0.0130263 1.006354
1610463_at 2237.32 2402.281 3234.309 3737.527 16 11.12756 11.23019 11.65924 11.86787 0.0373335 5.029425 0.06658902 9307 1.4997078 down 11.17887 11.76356 0.072573 0.147521 -0.584682 0.950297
1610464_at 3.939943 3.961563 3.798185 3.817521 16 1.978175 1.98607 1.92531 1.932636 0.010111 9.869406 0.03399048 4934 1.0375271 up 1.982122 1.928973 0.005583 0.00518 0.053149 1.027553
1610465_sVvi.5310 Transcr ibed locus, moderately similar to NP_921813.1 putative thiolase [Oryza sativa (japonic 120.8185 153.8355 160.7188 159.5938 16 6.916697 7.265245 7.328395 7.318262 0.3141708 1.332727 0.3700506 14094 1.1747526 down 7.090971 7.323328 0.24646 0.007165 -0.232357 0.968272
1610466_aVvi.15561 Transcr ibed locus 3.107677 3.119068 3.018264 3.037776 16 1.635836 1.641115 1.593719 1.603016 0.0173018 7.503451 0.04175675 6878 1.0281911 up 1.638476 1.598367 0.003733 0.006574 0.0401085 1.025093
1610467_aVvi.14616 Transcr ibed locus 4.874613 4.892772 4.715598 4.764102 16 2.285288 2.290652 2.237441 2.252204 0.0315721 5.493774 0.05929561 8838 1.030359 up 2.28797 2.244823 0.003793 0.010439 0.0431471 1.019221
1610468_aVvi.5949 Transcr ibed locus, moderately similar to XP_418105.1 PREDICTED: similar to ATP-depende 13.46413 18.19943 192.9883 177.5663 16 3.751049 4.185822 7.59237 7.472213 0.003981 15.80176 0.02854954 2314 11.82572 down 3.968435 7.532291 0.307431 0.084963 -3.5638561 0.526856
1610469_aVvi.7181 Transcr ibed locus, moderately similar to NP_191104.1 triosephosphate isomerase, cytosolic, 11753.81 12415.39 10754.09 11061.67 16 13.52084 13.59984 13.3926 13.43328 0.0800915 3.317616 0.11874479 11196 1.1075737 up 13.56034 13.41294 0.055862 0.028767 0.147403 1.01099
1610470_at 1.382327 1.377117 1.383091 1.364767 9 0.467099 0.461651 0.467896 0.448655 0.6039434 0.60999 0.64721584 15491 1.0042366 up 0.464375 0.458276 0.003853 0.013606 0.00609922 1.013309
1610471_at 24.56708 30.67778 20.6997 16.83913 16 4.618655 4.939122 4.371538 4.073745 0.1260507 2.54302 0.17158853 12195 1.4704393 up 4.778889 4.222642 0.226605 0.210571 0.5562472 1.13173
1610472_x_at 9.976333 10.09331 8.816528 8.86829 16 3.31851 3.335327 3.140211 3.148656 0.0026481 19.39396 0.02672241 1643 1.1348368 up 3.326918 3.144433 0.011892 0.005972 0.1824848 1.058034
1610473_at 111.2176 107.6499 64.7627 63.99384 16 6.797241 6.750204 6.017091 5.999861 0.0010696 30.55277 0.02259248 783 1.6996597 up 6.773722 6.008476 0.03326 0.012183 0.7652457 1.127361
1610474_at 25.82951 27.07542 28.94088 27.26319 16 4.690949 4.758912 4.855037 4.768882 0.253589 1.586188 0.30834076 13653 1.0621809 down 4.72493 4.811959 0.048057 0.06092 -0.0870293 0.981914
1610475_aVvi.493 Transcr ibed locus, moderately similar to NP_567599.3 zinc finger protein (LSD1) [Arabidops 6220.142 5710.059 3111.35 3119.159 16 12.60273 12.47929 11.60333 11.60694 0.0043249 15.15644 0.02910788 2465 1.913053 up 12.54101 11.60513 0.087287 0.002556 0.935877 1.080643
1610476_aVvi.14806 Transcr ibed locus 3.661561 3.672579 3.556493 3.558624 16 1.872459 1.876794 1.830455 1.83132 0.0025435 19.79032 0.0266497 1578 1.0307816 up 1.874626 1.830888 0.003065 6.11E-04 0.0437387 1.023889
1610477_sVvi.7748 Transcr ibed locus, strongly similar to NP_187703.1 superoxide dismutase [Mn], mitochondria 5040.789 5172.145 5383.562 5444.772 16 12.29943 12.33655 12.39435 12.41066 0.0529954 4.169313 0.08630011 10194 1.0603274 down 12.31799 12.4025 0.026243 0.011533 -0.08451 0.993186
1610478_aVvi.16041 Transcr ibed locus 177.5756 158.0367 550.6777 542.6935 16 7.47229 7.304116 9.105064 9.083994 0.0024575 20.13494 0.02638588 1544 3.2632883 down 7.388203 9.094529 0.118917 0.014899 -1.7063263 0.812379
1610479_at 7.437154 7.612793 6.980632 6.878664 16 2.894751 2.928426 2.803358 2.782128 0.0269213 5.970938 0.05339879 8369 1.0858654 up 2.911588 2.792743 0.023812 0.015011 0.1188452 1.042555
1610480_aVvi.2352 Transcr ibed locus, moderately similar to NP_175997.1 transcr iption activator NAC1 (NAC1) 7.143266 7.163982 6.899483 6.930044 16 2.836584 2.840762 2.786488 2.792865 0.0059972 12.85479 0.03011482 3305 1.0345448 up 2.838673 2.789676 0.002954 0.004509 0.0489962 1.017563
1610481_aVvi.6040 Transcr ibed locus, weakly similar to NP_189103.1 hypothetical protein [Arabidopsis thaliana] 415.6159 403.0172 117.1321 76.52872 16 8.699107 8.654697 6.871992 6.257929 0.0205916 6.860667 0.04558977 7497 4.3227286 up 8.676903 6.564961 0.031402 0.434208 2.1119425 1.321699
1610482_aVvi.12831 Transcr ibed locus 41.71168 37.63073 60.04425 68.79063 16 5.38238 5.23384 5.907954 6.10414 0.0296998 5.672552 0.05694369 8658 1.6221845 down 5.308109 6.006047 0.105034 0.138724 -0.6979379 0.883794
1610483_aVvi.5520 Transcr ibed locus, weakly similar to XP_482515.1 myosin-like protein [Oryza sativa (japonica 458.7302 458.8424 697.0024 708.264 16 8.841502 8.841855 9.44502 9.468143 3.53E-04 53.1775 0.01862789 314 1.5314544 down 8.841679 9.456581 2.50E-04 0.016351 -0.614902 0.934976
1610484_at 3.777776 3.866558 3.637188 3.653704 16 1.917537 1.95105 1.862824 1.86936 0.0573234 3.994951 0.09156086 10393 1.0484092 up 1.934294 1.866092 0.023697 0.004622 0.0682019 1.036548
1610485_aVvi.6768 Transcr ibed locus, weakly similar to XP_475181.1 'unknown protein, contains zinc finger dom 620.8308 621.8279 438.9176 425.9905 16 9.278056 9.280372 8.777806 8.734677 0.0017008 24.21667 0.02493529 1128 1.4369124 up 9.279214 8.756242 0.001637 0.030497 0.522972 1.059726
1610486_aVvi.15884 Transcr ibed locus 3.431203 3.44782 3.321975 3.33802 16 1.778714 1.785685 1.732041 1.738993 0.0109349 9.484365 0.03495031 5192 1.032887 up 1.782199 1.735517 0.004929 0.004916 0.0466824 1.026898
1610487_aVvi.3907 Transcr ibed locus, weakly similar to XP_475280.1 unknown protein [Oryza sativa (japonica cu 4.901044 4.881003 4.644442 4.676606 16 2.293089 2.287178 2.215505 2.225462 0.0068393 12.02982 0.03075144 3691 1.049462 up 2.290134 2.220484 0.00418 0.007041 0.06965 1.031367
1610488_at 4.594726 4.614892 4.406319 4.425079 16 2.199979 2.206297 2.139574 2.145703 0.0052507 13.74596 0.02950386 2946 1.0428265 up 2.203138 2.142639 0.004467 0.004334 0.0604992 1.028236
1610489_at 347.0987 423.3618 138.2502 217.9762 14 8.439202 8.725747 7.111137 7.768027 0.0858349 3.189466 0.12535712 11366 2.2082336 up 8.582475 7.439582 0.202618 0.464491 1.142893 1.153623
1610490_aVvi.3651 Transcr ibed locus 8.98791 9.303389 8.0676 7.999137 16 3.167986 3.217756 3.01214 2.999844 0.0182996 7.290447 0.04305087 7056 1.1382986 up 3.192871 3.005992 0.035193 0.008694 0.186879 1.062169
1610491_aVvi.14654 Transcr ibed locus 75.85596 63.80474 23.63951 23.18806 16 6.245191 5.995592 4.563128 4.53531 0.0063271 12.5121 0.03037211 3455 2.9714596 up 6.120391 4.549219 0.176493 0.01967 1.571172 1.345372
1610492_aVvi.14363 Transcr ibed locus 3.101374 3.112785 3.012985 3.028691 16 1.632908 1.638206 1.591194 1.598694 0.0125419 8.845114 0.03649785 5704 1.0285507 up 1.635557 1.594944 0.003747 0.005304 0.040613 1.025464
1610493_aVvi.14224 Transcr ibed locus 793.7001 809.2429 1022.93 1012.083 16 9.63245 9.660429 9.998491 9.983112 0.002142 21.57188 0.02580234 1372 1.2695897 down 9.64644 9.990802 0.019784 0.010875 -0.344362 0.965532
1610494_aVvi.14426 Transcr ibed locus 3.311831 3.32478 3.219945 3.2325 16 1.727629 1.733259 1.687036 1.69265 0.0094516 10.21297 0.03330535 4709 1.028542 up 1.730444 1.689843 0.003981 0.00397 0.0406008 1.024026
1610495_at 139.8515 116.9787 108.1293 117.9204 16 7.127751 6.870102 6.756613 6.88167 0.3361002 1.255508 0.39240047 14219 1.1327156 up 6.998927 6.819141 0.182185 0.088428 0.1797856 1.026365
1610496_aVvi.15175 Transcr ibed locus 7.341418 7.378735 6.972383 7.053662 16 2.876059 2.883374 2.801652 2.818373 0.0167105 7.638499 0.04105793 6756 1.0495014 up 2.879716 2.810012 0.005172 0.011823 0.0697042 1.024806
1610497_sVvi.1310 Transcr ibed locus, moderately similar to NP_198158.1 40S ribosomal protein S24 (RPS24B) 9679.296 9526.582 9520.878 10904.88 16 13.24069 13.21774 13.21688 13.41269 0.476877 0.868057 0.5290419 14964 1.061105 down 13.22922 13.31478 0.016224 0.138457 -0.085567 0.993574
1610498_aVvi.7617 Transcr ibed locus, moderately similar to NP_683582.2 RNA-binding protein, putative [Arabid 598.4893 587.3168 763.2893 742.0447 16 9.225182 9.197995 9.576086 9.535362 0.005023 14.05653 0.02943507 2828 1.2693907 down 9.211588 9.555724 0.019224 0.028796 -0.344136 0.963986
1610499_aVvi.3362 Transcr ibed locus, moderately similar to NP_191432.1 vacuolar ATP synthase subunit D (VA 2781.576 2756.186 2552.148 2725.757 16 11.44169 11.42846 11.3175 11.41244 0.281106 1.462582 0.33681595 13855 1.0497915 up 11.43507 11.36497 0.009355 0.067136 0.070103 1.006168
1610500_aVvi.3337 Transcr ibed locus, moderately similar to NP_567184.1 dehydration-responsive protein-related 131.6703 145.0785 261.7378 263.987 16 7.040786 7.18069 8.031979 8.044323 0.0056847 13.20658 0.02982877 3160 1.9018625 down 7.110738 8.038151 0.098927 0.008729 -0.927413 0.884624
1610501_aVvi.8224 Transcr ibed locus 5.981871 6.005067 5.800983 6.15499 16 2.580597 2.58618 2.536298 2.621757 0.9281633 0.101855 0.93902296 16409 1.0030277 up 2.583389 2.579027 0.003948 0.060429 0.0043614 1.001691
1610502_aVvi.8875 Transcr ibed locus, moderately similar to NP_197996.1 chloride channel protein (CLC-d) [Ara 121.0434 112.7489 127.5863 115.6908 16 6.91938 6.81697 6.99533 6.854131 0.583194 0.648466 0.6274097 15431 1.0399796 down 6.868175 6.92473 0.072415 0.099843 -0.0565553 0.991833
1610503_aVvi.2816 Transcr ibed locus 247.7488 234.4292 131.7231 107.4598 16 7.952735 7.873008 7.041364 6.747653 0.0216071 6.69228 0.04686775 7651 2.0256193 up 7.912871 6.894508 0.056375 0.207685 1.018363 1.147706
1610504_aVvi.13072 Transcr ibed locus, moderately similar to XP_473277.1 OSJNBa0081C01.13 [Oryza sativa (ja 5162.263 4923.988 4618.773 4580.127 16 12.33379 12.26561 12.17329 12.16117 0.0620261 3.825995 0.09728463 10584 1.096166 up 12.2997 12.16723 0.048208 0.008571 0.132467 1.010887
1610505_aVvi.13059 Transcr ibed locus, moderately similar to NP_566108.1 universal stress protein (USP) family 48.1111 48.15635 11.94519 10.73461 16 5.588298 5.589654 3.578358 3.424198 0.0013605 27.08377 0.02385507 945 4.2506933 up 5.588976 3.501278 9.59E-04 0.109008 2.0876983 1.596268
1610506_aVvi.14460 Transcr ibed locus 4.608464 4.654128 4.503184 4.530736 16 2.204286 2.218511 2.170945 2.179745 0.0498236 4.310871 0.08224006 10057 1.025305 up 2.211399 2.175345 0.010058 0.006222 0.0360532 1.016574
1610507_aVvi.7614 Transcr ibed locus, weakly similar to NP_200667.2 Ran-binding protein 1, putative / RanBP1, 6662.465 6826.417 9693.408 9177.977 16 12.70184 12.73691 13.24279 13.16396 0.0078508 11.21949 0.0314613 4135 1.3986144 down 12.71938 13.20338 0.0248 0.05574 -0.483998 0.963343
1610508_aVvi.2147 Transcr ibed locus, moderately similar to XP_483748.1 putative low molecular weight phospho 284.5697 311.7994 241.5128 254.4379 16 8.152638 8.284474 7.915956 7.99117 0.0731347 3.491758 0.11064313 10972 1.2016308 up 8.218556 7.953563 0.093222 0.053184 0.2649933 1.033318
1610509_at 432.408 496.0783 1202.972 1098.887 16 8.756249 8.954424 10.23239 10.10183 0.0080833 11.05504 0.03160594 4245 2.48246 down 8.855337 10.16711 0.140131 0.09232 -1.311771 0.870979
1610510_sVvi.6564 Transcr ibed locus, moderately similar to NP_194858.1 20S proteasome beta subunit A (PBA1 2221.965 2048.895 1846.078 1858.004 16 11.11762 11.00063 10.85025 10.85954 0.0735578 3.480495 0.1111427 10986 1.1520739 up 11.05913 10.85489 0.082724 0.00657 0.204233 1.018815
1610511_aVvi.6379 Transcr ibed locus, weakly similar to NP_172767.1 cytochrome P450 family protein [Arabidops  739.2413 625.1213 180.439 162.2758 16 9.529902 9.287993 7.495367 7.342304 0.005133 13.90392 0.02943507 2888 3.9726765 up 9.408947 7.418836 0.171056 0.108232 1.9901114 1.268251
1610512_aVvi.8454 Transcr ibed locus, weakly similar to NP_179759.1 myb family transcr iption factor [Arabidopsis 5.628231 5.672675 5.284699 5.362898 16 2.492682 2.504029 2.401821 2.423013 0.0190049 7.15003 0.04386138 7192 1.0613779 up 2.498355 2.412417 0.008024 0.014985 0.0859384 1.035623
1610513_x_at 5.100047 5.128529 4.854175 4.855222 16 2.350511 2.358545 2.279226 2.279537 0.0028499 18.69195 0.0270467 1746 1.0534678 up 2.354528 2.279382 0.005681 2.20E-04 0.0751462 1.032968
1610514_aVvi.12851 Ripening induced protein (GASR) 10.62445 10.34534 9.212835 9.530578 16 3.409316 3.370909 3.203645 3.252564 0.0349249 5.209778 0.06358529 9117 1.1188432 up 3.390112 3.228105 0.027157 0.034591 0.1620078 1.050187
1610515_aVvi.15180 Transcr ibed locus 3.866355 3.885743 3.725235 3.741785 16 1.950974 1.95819 1.897331 1.903727 0.0078617 11.21167 0.0314613 4143 1.0381775 up 1.954582 1.900529 0.005103 0.004522 0.0540532 1.028441
1610516_aVvi.9524 Transcr ibed locus, moderately similar to XP_469648.1 putative guanine nucleotide-binding pr     96.09625 99.28549 184.6732 208.5598 16 6.586408 6.633511 7.528831 7.704317 0.0080472 11.0801 0.03158655 4228 2.009191 down 6.60996 7.616574 0.033307 0.124087 -1.0066147 0.867839
1610517_sVvi.2888 Transcr ibed locus, strongly similar to NP_197024.1 40S ribosomal protein S9 (RPS9B) [Arab 4654.136 5143.893 6601.973 7014.103 16 12.1843 12.32865 12.68868 12.77604 0.0300179 5.641017 0.05739459 8682 1.390777 down 12.25647 12.73236 0.102069 0.061774 -0.475891 0.962624
1610518_aVvi.3811 Transcr ibed locus 5.547584 5.584854 5.230885 5.220103 16 2.47186 2.48152 2.387055 2.384078 0.0030622 18.02945 0.02768036 1829 1.0651988 up 2.476689 2.385567 0.006831 0.002105 0.0911226 1.038197
1610519_at 7.098256 7.185811 6.488845 6.437388 16 2.827465 2.845151 2.697962 2.686476 0.0053127 13.66491 0.02950386 2986 1.1050327 up 2.836308 2.692219 0.012506 0.008122 0.144089 1.053521
1610520_aVvi.15545 Transcr ibed locus 3.239765 3.255416 3.143634 3.158348 16 1.695889 1.702842 1.652433 1.65917 0.0121235 8.999314 0.03597389 5594 1.0306566 up 1.699365 1.655802 0.004917 0.004764 0.0435637 1.02631
1610521_aVvi.10780 Transcr ibed locus, weakly similar to NP_850976.1 Bet v I allergen family protein [Arabidopsis 6.189328 6.227797 5.954557 5.926449 16 2.629783 2.638722 2.573994 2.567168 0.0077112 11.32181 0.03135112 4081 1.045122 up 2.634252 2.570581 0.006321 0.004827 0.0636713 1.024769
1610522_aVvi.7112 Transcr ibed locus, weakly similar to XP_469589.1 putative leucine-rich repeat receptor kinase 14.27492 16.21024 10.90654 13.41491 16 3.83541 4.018833 3.447122 3.745765 0.1997834 1.887037 0.2514064 13192 1.2576042 up 3.927122 3.596444 0.1297 0.211172 0.3306779 1.091946
1610523_aVvi.5799 Transcr ibed locus 4.784212 4.843744 452.2911 472.0526 16 2.258281 2.276123 8.821108 8.882804 2.38E-05 205.056 0.01316069 29 95.98609 down 2.267202 8.851955 0.012616 0.043626 -6.584753 0.256124
1610524_s_at 7889.477 7946.009 7614.473 7302.487 16 12.94571 12.95602 12.89453 12.83417 0.1057327 2.825902 0.14862199 11810 1.0618011 up 12.95086 12.86435 0.007284 0.042678 0.086514 1.006725
1610525_aVvi.1550 Transcr ibed locus, moderately similar to NP_564580.1 expressed protein [Arabidopsis thalian 536.9154 490.7799 411.859 373.9092 16 9.068551 8.938932 8.686007 8.546544 0.0553971 4.070103 0.08923083 10306 1.3080941 up 9.003742 8.616276 0.091654 0.098615 0.387466 1.044969
1610526_aVvi.9760 Transcr ibed locus, weakly similar to NP_181986.1 zinc finger (C3HC4-type RING finger) fam   96.05277 104.8067 114.0029 115.128 16 6.585755 6.711587 6.832926 6.847095 0.0942657 3.022094 0.13512333 11581 1.1418234 down 6.648671 6.840011 0.088977 0.010019 -0.1913396 0.972026
1610527_aVvi.2453 Transcr ibed locus, moderately similar to NP_179209.1 mannitol transporter, putative [Arabido 1609.049 1822.344 720.5441 667.5793 16 10.65199 10.83158 9.492943 9.382795 0.0064631 12.3785 0.03047314 3520 2.468983 up 10.74179 9.437869 0.126987 0.077886 1.303917 1.138158
1610528_at 7.293747 7.247512 6.696119 6.647801 16 2.86666 2.857486 2.743325 2.732877 0.00313 17.83217 0.02772998 1872 1.0897307 up 2.862073 2.738101 0.006487 0.007388 0.1239718 1.045277
1610529_aVvi.6112 Transcr ibed locus, moderately similar to NP_566577.1 phosphate translocator-related [Arabid 183.5375 174.8006 230.6843 250.2977 16 7.519931 7.449566 7.849776 7.967501 0.0251871 6.181364 0.05140212 8133 1.3415396 down 7.484748 7.908638 0.049756 0.083244 -0.4238896 0.946402
1610530_aVvi.5431 Transcr ibed locus, weakly similar to XP_466142.1 putative receptor protein kinase PERK1 [Or 1136.487 1096.765 744.8055 712.2097 16 10.15037 10.09904 9.54072 9.476158 0.0044481 14.94375 0.02924136 2524 1.5328997 up 10.1247 9.508439 0.036293 0.045652 0.616263 1.064812
1610531_aVvi.10583 Transcr ibed locus, moderately similar to XP_476814.1 putative inositol-1,4,5-trisphosphate 5-     4.539138 4.559815 4.406555 4.415381 16 2.182418 2.188975 2.139651 2.142538 0.0063887 12.45098 0.03040008 3488 1.0313985 up 2.185697 2.141095 0.004636 0.002041 0.0446019 1.020831
1610532_aVvi.4805 Transcr ibed locus 4.584618 4.543647 4.369831 4.415469 16 2.196801 2.183851 2.127578 2.142567 0.0306616 5.578693 0.05817654 8749 1.039042 up 2.190326 2.135072 0.009157 0.010599 0.055254 1.025879
1610533_aVvi.9665 Transcr ibed locus 73.85187 67.69576 41.74045 46.77685 16 6.206562 6.080994 5.383374 5.547723 0.0224685 6.558385 0.04797714 7774 1.6001745 up 6.143778 5.465549 0.08879 0.116212 0.6782295 1.124092
1610534_aVvi.10655 Transcr ibed locus, moderately similar to NP_179684.1 hypothetical protein [Arabidopsis thalia 2.8781 2.897234 2.797076 2.810064 16 1.525117 1.534676 1.483919 1.490603 0.0182026 7.310382 0.0428928 7044 1.0299933 up 1.529896 1.487261 0.006759 0.004726 0.042635 1.028667
1610535_aVvi.12667 Transcr ibed locus 32.97036 33.02797 30.66857 39.69778 16 5.043098 5.045616 4.938689 5.310987 0.707648 0.432337 0.7422525 15827 1.0573705 down 5.044357 5.124838 0.001781 0.263254 -0.080481 0.984296
1610536_aVvi.2376 Transcr ibed locus 4.789528 4.81511 4.650964 4.609083 16 2.259883 2.267569 2.21753 2.20448 0.020013 6.962227 0.04502401 7377 1.0372196 up 2.263726 2.211005 0.005434 0.009228 0.0527215 1.023845
1610537_aVvi.13522 Transcr ibed locus, weakly similar to NP_175330.1 expressed protein [Arabidopsis thaliana] 790.1899 884.2076 219.397 207.8364 16 9.626056 9.788241 7.7774 7.699305 0.0020834 21.8745 0.02567781 1346 3.9144125 up 9.707149 7.738353 0.114683 0.055221 1.968796 1.254421
1610538_aVvi.594 Transcr ibed locus, weakly similar to NP_196290.1 peroxidase, putative [Arabidopsis thaliana] 4549.154 4378.41 6140.648 6427.609 16 12.15138 12.09619 12.58418 12.65007 0.0075033 11.47939 0.03126878 3981 1.4076941 down 12.12379 12.61712 0.039025 0.046593 -0.493334 0.9609
1610539_x_at 41.13185 23.99137 6.801174 5.54126 16 5.362184 4.584444 2.765784 2.470214 0.0298083 5.661742 0.05709894 8666 5.1170588 up 4.973314 2.617999 0.549946 0.208999 2.355315 1.899662
1610540_at 4.123786 4.150593 3.97671 4.029648 16 2.04397 2.053318 1.991575 2.010654 0.0464972 4.474213 0.07816386 9875 1.0334933 up 2.048644 2.001115 0.00661 0.013491 0.047529 1.023751
1610541_aVvi.2271 Transcr ibed locus, weakly similar to NP_191663.1 cytochrome P450 family protein [Arabidops  345.8697 315.3583 25.37377 29.67094 16 8.434085 8.300848 4.665266 4.890979 0.0013304 27.38874 0.0237745 928 12.036496 up 8.367466 4.778122 0.094213 0.159603 3.5893436 1.751204
1610542_aVvi.1524 Transcr ibed locus, strongly similar to XP_466921.1 putative ubiquitin-conjugating enzyme E2 5731.266 5181.422 5057.688 5075.666 16 12.48464 12.33913 12.30426 12.30938 0.2857515 1.443222 0.3413965 13895 1.075541 up 12.41188 12.30682 0.102888 0.00362 0.105062 1.008537
1610543_aVvi.11812 Transcr ibed locus 7.688615 8.112741 7.203799 7.566948 16 2.942724 3.020189 2.848758 2.919712 0.2053865 1.850971 0.25752032 13240 1.0697112 up 2.981456 2.884235 0.054777 0.050172 0.0972213 1.033708
1610544_sVvi.6918 Transcr ibed locus, moderately similar to NP_567210.1 expressed protein [Arabidopsis thalian 2890.392 2704.04 1674.679 1755.185 16 11.49705 11.4009 10.70967 10.77741 0.0068777 11.9958 0.03077344 3708 1.6306382 up 11.44898 10.74354 0.067987 0.047898 0.705437 1.065662
1610545_aVvi.1653 Transcr ibed locus, moderately similar to NP_974694.1 expressed protein [Arabidopsis thalian 146.8007 198.9739 163.3644 215.521 16 7.197715 7.636436 7.351949 7.751685 0.6943113 0.454044 0.7300624 15788 1.0978963 down 7.417075 7.551817 0.310222 0.282656 -0.134742 0.982158
1610546_aVvi.1827 Transcr ibed locus, moderately similar to NP_567820.1 elongation factor Ts family protein [Ar  357.5864 359.0723 214.9726 243.4094 16 8.482148 8.488131 7.748009 7.927241 0.0186414 7.221409 0.04343642 7124 1.566468 up 8.48514 7.837625 0.00423 0.126736 0.6475155 1.082616
1610547_aVvi.1482 Transcr ibed locus 7.614152 7.371142 6.469502 6.142824 16 2.928683 2.881888 2.693655 2.618902 0.0299576 5.64696 0.05729902 8679 1.1883893 up 2.905286 2.656278 0.033089 0.052858 0.2490074 1.093743
1610548_aVvi.1434 Transcr ibed locus, strongly similar to XP_472410.1 OJ000126_13.9 [Oryza sativa (japonica c 3502.856 3532.076 5058.283 5461.141 16 11.77432 11.7863 12.30443 12.41499 0.0090837 10.42062 0.03284026 4589 1.4942278 down 11.78031 12.35971 0.008475 0.078174 -0.5794 0.953122
1610549_aVvi.11149 Transcr ibed locus, moderately similar to NP_912628.1 putative protoporphyrinogen IX oxidase 15.68012 15.52154 15.08551 15.19181 16 3.970865 3.956199 3.915092 3.925222 0.0397166 4.867086 0.06962042 9470 1.0305221 up 3.963532 3.920157 0.01037 0.007163 0.0433755 1.011065
1610550_aVvi.15585 Transcr ibed locus 4.042186 4.061866 3.929994 3.953312 16 2.015136 2.022143 1.974527 1.983062 0.0186655 7.216612 0.04344989 7131 1.0280031 up 2.018639 1.978795 0.004955 0.006035 0.0398445 1.020136
1610551_aVvi.11339 Transcr ibed locus, weakly similar to NP_062754.1 vacuolar protein sorting 29 [Mus musculus 4445.711 4193.797 2725.224 2793.049 16 12.1182 12.03404 11.41216 11.44763 0.0049558 14.15227 0.02943507 2788 1.5650717 up 12.07612 11.42989 0.059508 0.025078 0.646228 1.056538
1610552_at 5.852087 5.813781 15.80688 10.09422 16 2.548951 2.539477 3.982481 3.335458 0.0748979 3.445427 0.11274406 11028 2.165583 down 2.544214 3.658969 0.006699 0.457515 -1.1147554 0.695336
1610553_aVvi.5005 Transcr ibed locus, weakly similar to NP_176616.1 hypothetical protein [Arabidopsis thaliana] 81.42537 107.9214 7.022956 6.693708 16 6.347406 6.753837 2.812079 2.742806 0.0029716 18.30346 0.02751533 1792 13.672257 up 6.550622 2.777442 0.28739 0.048983 3.7731795 2.358509
1610554_aVvi.6674 Transcr ibed locus, weakly similar to NP_178935.2 expressed protein [Arabidopsis thaliana] 1192.721 1372.063 3410.538 3264.2 16 10.22004 10.42213 11.73578 11.67251 0.0058098 13.06236 0.03002726 3209 2.608216 down 10.32109 11.70415 0.142899 0.044739 -1.383063 0.881831
1610555_aVvi.8576 Transcr ibed locus, moderately similar to NP_568982.1 expressed protein [Arabidopsis thalian 970.4385 860.5863 624.4812 616.7509 16 9.922493 9.749176 9.286514 9.268544 0.0234965 6.408239 0.04924736 7920 1.472539 up 9.835835 9.277529 0.122554 0.012707 0.5583055 1.060178
1610556_aVvi.11519 Transcr ibed locus 238.4717 247.1738 343.3646 297.1465 16 7.897674 7.949382 8.423597 8.215031 0.0664319 3.683774 0.10267197 10741 1.3156596 down 7.923528 8.319314 0.036563 0.147479 -0.3957863 0.952426
1610557_at 6.435038 6.498901 6.159017 6.050129 16 2.685949 2.700196 2.6227 2.596966 0.0298286 5.659721 0.05712453 8668 1.059394 up 2.693072 2.609833 0.010074 0.018197 0.0832393 1.031894
1610558_aVvi.9341 Transcr ibed locus, moderately similar to NP_190258.1 chloroplast outer envelope protein, put 2516.948 2558.986 3480.989 3408.694 16 11.29746 11.32136 11.76528 11.735 0.0019095 22.85179 0.02532748 1249 1.3572955 down 11.30941 11.75014 0.016898 0.021411 -0.440735 0.962491
1610559_aVvi.15638 Transcr ibed locus 4.577168 4.571458 4.383922 4.39426 16 2.194455 2.192654 2.132222 2.13562 0.0010383 31.01038 0.02259248 760 1.0422012 up 2.193555 2.133921 0.001273 0.002403 0.0596338 1.027946
1610560_aVvi.767 Transcr ibed locus, strongly similar to NP_190089.2 40S ribosomal protein S20 (RPS20A) [A 18226.71 17776.53 20135.98 19321.82 16 14.15377 14.11769 14.29749 14.23795 0.0630529 3.791568 0.09855958 10620 1.0958052 down 14.13573 14.26772 0.025513 0.042104 -0.131991 0.990749
1610561_at 72.73664 70.94355 14.57001 8.66708 16 6.18461 6.1486 3.86493 3.115546 0.0190847 7.134612 0.04393302 7211 6.3924427 up 6.166605 3.490238 0.025463 0.529895 2.6763673 1.766815
1610562_aVvi.11287 Transcr ibed locus, moderately similar to NP_850312.1 amino acid transporter family protein [A356.5985 346.7472 361.1653 304.586 16 8.478157 8.43774 8.496515 8.250706 0.5681538 0.677116 0.6138546 15365 1.0602013 up 8.457949 8.373611 0.028579 0.173814 0.0843385 1.010072
1610563_aVvi.4602 Transcr ibed locus, weakly similar to NP_565741.1 expressed protein [Arabidopsis thaliana] 432.2874 387.2169 666.5245 640.8784 16 8.755847 8.596998 9.380514 9.323907 0.0152128 8.014864 0.03919567 6442 1.59747 down 8.676422 9.352211 0.112323 0.040027 -0.675789 0.92774
1610564_aVvi.861 Transcr ibed locus, weakly similar to NP_180277.1 expressed protein [Arabidopsis thaliana] 173.7234 149.3515 126.5326 110.7015 16 7.440648 7.222568 6.983365 6.790531 0.0925203 3.054946 0.13316181 11534 1.360993 up 7.331608 6.886948 0.154206 0.136354 0.44466 1.064566
1610565_aVvi.11953 Transcr ibed locus, weakly similar to NP_850854.1 expressed protein [Arabidopsis thaliana] 102.7568 106.8438 98.97761 102.7546 16 6.68309 6.739359 6.62903 6.683059 0.2927705 1.414705 0.34839275 13950 1.0389888 up 6.711225 6.656045 0.039788 0.038205 0.0551801 1.00829
1610566_aVvi.63 Transcr ibed locus, weakly similar to NP_565659.1 expressed protein [Arabidopsis thaliana] 167.3346 166.0571 226.9039 240.1923 16 7.386592 7.375536 7.825938 7.908046 0.007189 11.73043 0.03103162 3843 1.400486 down 7.381064 7.866992 0.007818 0.058059 -0.4859276 0.938232
1610567_aVvi.10315 Transcr ibed locus 470.6617 435.9361 859.0182 896.7561 16 8.878547 8.767973 9.746545 9.808572 0.0043836 15.05406 0.02920871 2487 1.9376379 down 8.823259 9.777558 0.078187 0.04386 -0.954299 0.902399
1610568_aVvi.15412 Transcr ibed locus 3.152553 3.165453 3.058008 3.071999 16 1.656521 1.662412 1.612592 1.619178 0.0101206 9.864609 0.03399048 4940 1.0306693 up 1.659466 1.615885 0.004166 0.004657 0.0435815 1.026971
1610569_aVvi.9410 Transcr ibed locus, weakly similar to XP_475520.1 unknown protein [Oryza sativa (japonica cu 43.60435 53.13771 283.5169 228.0555 16 5.4464 5.731664 8.147291 7.833241 0.0077144 11.31943 0.03135112 4082 5.282547 down 5.589032 7.990266 0.201712 0.222067 -2.401234 0.69948
1610570_aVvi.14595 Transcr ibed locus 269.8403 271.2833 293.5055 281.9985 16 8.075962 8.083656 8.197244 8.139544 0.0931195 3.043568 0.13381545 11552 1.0633267 down 8.079809 8.168394 0.005441 0.0408 -0.088585 0.989155
1610571_aVvi.9769 Transcr ibed locus, moderately similar to NP_850766.1 expressed protein [Arabidopsis thalian 646.8131 624.6951 48.8128 64.77052 16 9.337205 9.287008 5.609188 6.017265 0.0034344 17.01985 0.02790866 2042 11.304935 up 9.312107 5.813226 0.035494 0.288554 3.498881 1.601883
1610572_aVvi.4899 Transcr ibed locus, moderately similar to NP_195876.1 histone H2A, putative [Arabidopsis tha 5.664901 5.709051 5.473088 5.468548 16 2.502051 2.513251 2.452355 2.451158 0.0100009 9.924399 0.03390677 4894 1.0395033 up 2.507651 2.451757 0.00792 8.47E-04 0.0558944 1.022798
1610573_aVvi.7749 Transcr ibed locus, strongly similar to NP_568364.1 tonneau 2 (TON2) [Arabidopsis thaliana] 368.0821 366.9944 522.2532 502.4112 16 8.523884 8.519614 9.028605 8.972725 0.003406 17.0909 0.02783547 2029 1.3936963 down 8.52175 9.000666 0.003019 0.039514 -0.4789165 0.946791
1610574_aVvi.57 Transcr ibed locus, moderately similar to NP_195035.2 aminopeptidase M [Arabidopsis thalia 2809.609 2639.304 2684.061 2436.941 16 11.45615 11.36594 11.3902 11.25086 0.3893229 1.090605 0.44471848 14533 1.0647538 up 11.41105 11.32053 0.063789 0.098533 0.09052 1.007996
1610575_aVvi.6030 Transcr ibed locus 9.65887 9.517585 8.729378 9.314228 16 3.271854 3.250596 3.125879 3.219436 0.2061326 1.846267 0.25829977 13248 1.0633138 up 3.261225 3.172658 0.015032 0.066155 0.0885675 1.027916
1610576_aVvi.1006 Transcr ibed locus, moderately similar to NP_680199.1 mannosyltransferase family protein [Ar  67.91014 63.14483 111.6117 104.5261 16 6.085555 5.980593 6.802344 6.70772 0.0094434 10.21747 0.03330535 4704 1.6494193 down 6.033074 6.755032 0.07422 0.06691 -0.721958 0.893123
1610577_aVvi.8750 Transcr ibed locus, moderately similar to NP_849888.1 3-ketoacyl-ACP synthase, putative [Ara 329.1032 311.9008 365.8601 372.1906 16 8.362396 8.284944 8.515148 8.539898 0.0375484 5.014164 0.06684312 9325 1.1517707 down 8.323669 8.527523 0.054767 0.017501 -0.203854 0.976095
1610578_aVvi.14576 Transcr ibed locus 3588.955 3701.872 3671.492 3514.113 16 11.80935 11.85404 11.84215 11.77895 0.639628 0.546353 0.6803629 15607 1.0147657 up 11.83169 11.81055 0.031601 0.044693 0.021147 1.001791
1610579_aVvi.11041 Transcr ibed locus 17.49981 16.32812 17.34669 17.18661 16 4.129267 4.029286 4.116589 4.103213 0.6054772 0.607191 0.64852464 15499 1.0214537 down 4.079277 4.109901 0.070697 0.009458 -0.030624 0.992549
1610580_sVvi.15597 Transcr ibed locus 765.803 760.6791 918.3227 889.1669 16 9.58083 9.571144 9.842857 9.79631 0.0093894 10.24724 0.03329118 4681 1.1839409 down 9.575987 9.819584 0.006849 0.032914 -0.243597 0.975193
1610581_aVvi.68 Transcr ibed locus, weakly similar to NP_850052.1 chaperone protein dnaJ-related [Arabidops  6.857682 6.779066 6.467312 6.408325 16 2.777721 2.761087 2.693166 2.679947 0.0160486 7.798375 0.0401627 6633 1.0591059 up 2.769404 2.686557 0.011762 0.009347 0.0828469 1.030838
1610582_aVvi.2923 Transcr ibed locus, moderately similar to XP_468387.1 exoribonuclease-like [Oryza sativa (jap 907.8644 880.1995 1088.702 1101.845 16 9.826333 9.781687 10.08839 10.10571 0.0066095 12.23924 0.03059962 3584 1.2252188 down 9.80401 10.09705 0.03157 0.012241 -0.29304 0.970978
1610583_aVvi.11833 Transcr ibed locus, weakly similar to NP_565887.1 expressed protein [Arabidopsis thaliana] 8.211619 6.85108 4.645754 4.465261 16 3.037667 2.776331 2.215913 2.158744 0.032851 5.380411 0.06097175 8944 1.6468059 up 2.906999 2.187329 0.184792 0.040424 0.7196704 1.329018
1610584_aVvi.1727 Transcr ibed locus, weakly similar to NP_172610.1 plastid developmental protein DAG, putativ 179.9968 209.3861 305.5622 302.0956 16 7.491828 7.710022 8.255322 8.238861 0.0274915 5.906081 0.05403914 8445 1.565004 down 7.600925 8.247091 0.154286 0.01164 -0.646166 0.921649



1610585_aVvi.10921 Transcr ibed locus 105.1203 100.348 112.4743 121.104 16 6.715898 6.648869 6.813452 6.920103 0.09955 2.927694 0.14131929 11694 1.1363398 down 6.682383 6.866777 0.047397 0.075414 -0.1843944 0.973147
1610586_aVvi.15625 Transcr ibed locus 3.628326 3.645979 3.529453 3.545774 16 1.859304 1.866306 1.819445 1.826101 0.0142487 8.287676 0.03825298 6183 1.028137 up 1.862805 1.822773 0.004951 0.004706 0.0400325 1.021962
1610587_aVvi.5596 Transcr ibed locus, weakly similar to NP_187218.1 PHD finger family protein [Arabidopsis tha 247.9441 240.6621 166.613 162.4063 16 7.953871 7.910865 7.380358 7.343464 0.0024574 20.13531 0.02638588 1543 1.4849944 up 7.932368 7.361911 0.030409 0.026088 0.5704573 1.077488
1610588_aVvi.9129 Transcr ibed locus, moderately similar to NP_566847.1 expressed protein [Arabidopsis thalian 649.2359 699.2646 99.66402 85.51876 16 9.342599 9.449695 6.639001 6.418169 0.0018263 23.36759 0.02511424 1206 7.298307 up 9.396147 6.528585 0.075728 0.156152 2.867562 1.439232
1610589_aVvi.6883 Transcr ibed locus, moderately similar to NP_195517.1 exostosin family protein [Arabidopsis t 46.94197 49.26822 63.58705 55.32171 16 5.552806 5.622585 5.990661 5.789774 0.1045254 2.845105 0.14713675 11793 1.2332982 down 5.587696 5.890218 0.049341 0.142049 -0.302522 0.94864
1610590_aVvi.13280 Transcr ibed locus, moderately similar to XP_479082.1 putative 6-phosphogluconolactonase [O3.590458 3.629037 3.454651 3.499486 16 1.844168 1.859587 1.78854 1.807143 0.0465275 4.472645 0.07819905 9877 1.038165 up 1.851877 1.797842 0.010903 0.013155 0.0540357 1.030056
1610591_aVvi.7914 Transcr ibed locus, moderately similar to XP_475977.1 putative auxin-regulated protein [Oryza 1510.016 1489.738 2567.779 2376.971 16 10.56035 10.54084 11.32631 11.21491 0.0061112 12.73324 0.03013007 3365 1.6471943 down 10.5506 11.27061 0.013792 0.078769 -0.720011 0.936116
1610592_at 82.44762 51.03645 3.054564 3.002842 16 6.365406 5.673456 1.610966 1.586328 0.0060767 12.76967 0.03013007 3346 21.418476 up 6.019431 1.598647 0.489282 0.017422 4.4207836 3.765327
1610593_aVvi.14327 Transcr ibed locus 4.189545 4.220597 4.091963 4.268165 16 2.066793 2.077447 2.032793 2.093616 0.7999359 0.288771 0.82631505 16071 1.006199 up 2.07212 2.063205 0.007533 0.043008 0.0089157 1.004321
1610594_aVvi.626 Transcr ibed locus, moderately similar to NP_568521.1 expressed protein [Arabidopsis thalian 8.602622 8.472194 7.837965 7.785155 16 3.104776 3.082736 2.970479 2.960726 0.0087273 10.63416 0.03235135 4476 1.0928942 up 3.093756 2.965602 0.015585 0.006897 0.1281538 1.043213
1610595_aVvi.14811 Transcr ibed locus 8.188082 8.344839 7.604431 7.496827 16 3.033526 3.060884 2.92684 2.90628 0.0167259 7.634912 0.04107059 6760 1.094783 up 3.047205 2.91656 0.019345 0.014538 0.1306448 1.044794
1610596_aVvi.7082 Transcr ibed locus 320.5356 279.8348 211.8217 202.8761 16 8.324341 8.128431 7.726707 7.664455 0.0355085 5.164427 0.06438534 9155 1.4447356 up 8.226386 7.695581 0.138529 0.044019 0.5308055 1.068975
1610597_aVvi.6737 Transcr ibed locus, weakly similar to NP_194807.1 expressed protein [Arabidopsis thaliana] 385.3277 421.7559 532.2174 559.1444 16 8.589942 8.720264 9.055872 9.127077 0.0277548 5.876806 0.05441486 8467 1.353196 down 8.655104 9.091475 0.092152 0.05035 -0.436371 0.952002
1610598_aVvi.2982 Transcr ibed locus 15.08659 11.55962 62.94269 49.70141 16 3.915195 3.531022 5.975967 5.635215 0.0148635 8.110654 0.03885429 6350 4.2353525 down 3.723109 5.805591 0.271651 0.240948 -2.0824821 0.641297
1610599_aVvi.10144 Transcr ibed locus, weakly similar to NP_175756.1 mitogen-activated protein kinase, putative / 166.8297 147.7638 192.2729 169.2419 16 7.382233 7.20715 7.587012 7.402943 0.2555507 1.576821 0.31022608 13675 1.1489264 down 7.294691 7.494978 0.123802 0.130156 -0.2002865 0.973277
1610600_aVvi.7924 Transcr ibed locus 5807.833 5689.032 3194.583 2866.368 16 12.50378 12.47397 11.64141 11.48501 0.0073155 11.62749 0.03107765 3907 1.899562 up 12.48888 11.56321 0.021084 0.110594 0.925666 1.080053
1610601_aVvi.12625 Transcr ibed locus, moderately similar to NP_192917.1 calcineurin-like phosphoesterase fami 197.9521 234.1501 204.4099 180.857 16 7.629007 7.87129 7.675322 7.498706 0.3901658 1.088207 0.4455281 14538 1.1197177 up 7.750149 7.587014 0.17132 0.124886 0.1631353 1.021502
1610602_aVvi.4169 Transcr ibed locus, moderately similar to NP_197225.1 phytoene synthase (PSY) / geranylger   650.7642 641.5413 199.9326 224.1217 16 9.345991 9.325398 7.64337 7.808138 0.0026489 19.39097 0.02672241 1644 3.0523946 up 9.335695 7.725754 0.014561 0.116509 1.609941 1.208386
1610603_aVvi.6693 GO:000681Aquaporin (TIP1;1) 2398.037 2469.428 170.6116 219.7043 16 11.22764 11.26996 7.414572 7.779419 0.0025195 19.88492 0.0266497 1568 12.56906 up 11.2488 7.596995 0.029927 0.257986 3.6518046 1.480691
1610604_s_at 704.6682 635.7833 524.5453 467.3138 16 9.4608 9.312391 9.034924 8.868248 0.059944 3.89842 0.09474593 10502 1.3519201 up 9.386596 8.951586 0.104941 0.117857 0.43501 1.048596
1610605_aVvi.10535 Transcr ibed locus 7.117259 7.04002 9.059668 7.663716 16 2.831322 2.815579 3.179458 2.938044 0.1911669 1.945218 0.24228969 13098 1.1771519 down 2.823451 3.058751 0.011131 0.170706 -0.2353004 0.923073
1610606_at 6.947269 7.013607 6.44983 6.444808 16 2.796446 2.810157 2.689261 2.688137 0.0035829 16.66158 0.02809704 2106 1.0826764 up 2.803301 2.688699 0.009695 7.95E-04 0.1146021 1.042624
1610607_aVvi.10449 Transcr ibed locus, weakly similar to XP_475280.1 unknown protein [Oryza sativa (japonica cu 377.9451 399.7896 5491.517 5969.562 16 8.562033 8.643097 12.42299 12.54341 3.50E-04 53.46592 0.01860843 310 14.729467 down 8.602565 12.4832 0.057321 0.085149 -3.880633 0.689132
1610608_aVvi.14561 Transcr ibed locus 36.43276 70.1675 218.7302 204.4308 16 5.187164 6.132731 7.773008 7.675469 0.049138 4.343208 0.08138353 10023 4.182284 down 5.659947 7.724238 0.668616 0.068971 -2.064291 0.732752
1610609_aVvi.9758 Transcr ibed locus 304.8831 254.028 164.8472 140.4259 16 8.252112 7.988843 7.364986 7.133666 0.0381587 4.971524 0.06762379 9367 1.8291228 up 8.120478 7.249326 0.18616 0.163568 0.8711522 1.12017
1610610_aVvi.1646 Transcr ibed locus, weakly similar to XP_473642.1 OSJNBa0064M23.15 [Oryza sativa (japoni 5.345871 5.313644 5.140466 5.145226 16 2.418425 2.409702 2.361899 2.363234 0.0072622 11.67052 0.03107765 3878 1.0363395 up 2.414064 2.362567 0.006168 9.44E-04 0.0514968 1.021797
1610611_aVvi.2108 Transcr ibed locus, moderately similar to NP_177743.1 multi-copper oxidase type I family prote 139.6502 163.07 568.0472 778.9612 16 7.125674 7.349347 9.149867 9.605408 0.0137682 8.434149 0.03764673 6069 4.408009 down 7.237511 9.377638 0.158161 0.322116 -2.1401273 0.771784
1610612_aVvi.15698 Transcr ibed locus 7.159751 7.121136 6.68856 6.426999 16 2.839909 2.832107 2.741696 2.684145 0.0514032 4.238779 0.0843432 10117 1.0890635 up 2.836008 2.71292 0.005517 0.040694 0.1230881 1.045371
1610613_aVvi.10363 Transcr ibed locus, moderately similar to XP_473852.1 OSJNBa0085I10.14 [Oryza sativa (jap 1023.239 1058.859 937.1388 791.0674 16 9.998927 10.0483 9.872119 9.627657 0.1593604 2.19508 0.20814267 12710 1.208924 up 10.02361 9.749887 0.034908 0.172861 0.273724 1.028075
1610614_aVvi.14487 Transcr ibed locus 185.2368 156.2657 146.356 123.3788 16 7.533227 7.287857 7.193338 6.94695 0.1893618 1.957853 0.24037713 13077 1.2661053 up 7.410542 7.070144 0.173502 0.174222 0.3403975 1.048146
1610615_at 2.810671 2.823826 2.738098 2.748155 16 1.490915 1.497651 1.453174 1.458463 0.0121697 8.981881 0.03602742 5607 1.0270199 up 1.494283 1.455819 0.004763 0.00374 0.0384641 1.026421
1610616_aVvi.11208 Transcr ibed locus, weakly similar to NP_176458.1 vacuolar processi ng enzyme beta / beta-VP 4.280326 4.842584 40.18195 39.11567 16 2.097721 2.275777 5.328476 5.289675 8.51E-04 34.26703 0.0221369 636 8.70791 down 2.186749 5.309075 0.125905 0.027436 -3.1223264 0.411889
1610617_aVvi.11311 Transcr ibed locus, weakly similar to NP_181678.1 embryo-specific protein-related [Arabidops  852.9017 811.797 1578.012 1684.624 16 9.736236 9.664975 10.62389 10.71821 0.003689 16.41879 0.02823081 2165 1.959447 down 9.700605 10.67105 0.050389 0.066693 -0.970447 0.909058
1610618_aVvi.4507 Transcr ibed locus, weakly similar to NP_197570.1 senescence-associated protein-related [Ar 50.39322 54.77617 175.0402 166.0478 16 5.655158 5.775477 7.451542 7.375454 0.0017523 23.85778 0.02497189 1162 3.2449172 down 5.715317 7.413498 0.085078 0.053802 -1.6981814 0.770934
1610619_aVvi.1233 Transcr ibed locus, moderately similar to NP_915424.1 putative 60S RIBOSOMAL PROTEIN 11222.8 10449.15 10392.74 10715.94 16 13.45414 13.3511 13.34329 13.38747 0.5748255 0.664324 0.6197722 15397 1.0261502 up 13.40262 13.36538 0.072865 0.031241 0.037242 1.002786
1610620_s_at 355.4588 343.9634 113.6964 132.6858 16 8.473538 8.426111 6.829042 7.05187 0.0056473 13.25061 0.02979867 3141 2.8468547 up 8.449825 6.940456 0.033536 0.157563 1.5093686 1.217474
1610621_aVvi.3050 Transcr ibed locus, weakly similar to NP_199803.1 octicosapeptide/Phox/Bem1p (PB1) domain 1083.175 997.8637 521.8984 512.5357 16 10.08105 9.962699 9.027625 9.001509 0.0035997 16.62236 0.02809704 2123 2.010158 up 10.02188 9.014566 0.083687 0.018467 1.007309 1.111742
1610622_aVvi.1466 Transcr ibed locus, weakly similar to NP_193650.2 ankyrin repeat family protein [Arabidopsis t 228.2525 207.5282 271.7896 245.8233 16 7.834487 7.697163 8.086347 7.941478 0.1308262 2.485704 0.17678466 12285 1.1876316 down 7.765825 8.013912 0.097102 0.102438 -0.248087 0.969043
1610623_sVvi.8644 Transcr ibed locus, weakly similar to XP_470580.1 Putative membrane protein [Oryza sativa (ja 718.392 880.3671 428.4434 429.6261 16 9.488627 9.781961 8.742961 8.746938 0.0260839 6.069963 0.05244577 8256 1.8536189 up 9.635294 8.744949 0.207418 0.002812 0.890345 1.101812
1610624_aVvi.3421 Transcr ibed locus, weakly similar to NP_187178.2 expressed protein [Arabidopsis thaliana] 272.2861 255.948 480.8734 425.5793 16 8.08898 7.999707 8.909513 8.733284 0.0157769 7.866876 0.03983009 6572 1.7136301 down 8.044343 8.821399 0.063126 0.124613 -0.777056 0.911912
1610625_aVvi.8997 Transcr ibed locus, moderately similar to NP_567342.1 phosphotyrosyl phosphatase activator 883.8938 846.0952 829.2627 852.0671 16 9.787729 9.724676 9.695685 9.734823 0.3848086 1.103547 0.44062296 14498 1.0287902 up 9.756203 9.715254 0.044585 0.027675 0.040949 1.004215
1610626_aVvi.4987 GO:000610Malate dehydrogenase (VVME2) 2961.971 2979.533 1412.001 1343.649 16 11.53234 11.54087 10.46353 10.39194 0.001055 30.76318 0.02259248 769 2.1567717 up 11.53661 10.42773 0.006031 0.050618 1.108874 1.106339
1610627_aVvi.1007 Transcr ibed locus, moderately similar to NP_565697.1 expressed protein [Arabidopsis thalian 670.4326 691.51 932.1467 838.4147 16 9.388948 9.433606 9.864413 9.71152 0.0419097 4.729857 0.07240963 9608 1.2983587 down 9.411278 9.787967 0.031578 0.108112 -0.376689 0.961515
1610628_aVvi.9890 Transcr ibed locus, moderately similar to NP_199033.1 peroxidase 64 (PER64) (P64) (PRXR 33.72545 73.58582 1377.052 1519.564 16 5.075766 6.201356 10.42737 10.56944 0.0133522 8.567214 0.03724467 5950 29.037468 down 5.638561 10.4984 0.795913 0.100462 -4.8598435 0.537087
1610629_at 8.082244 8.004143 7.193207 7.287324 16 3.014756 3.000747 2.846635 2.865389 0.0058972 12.96437 0.03008822 3252 1.1109078 up 3.007751 2.856012 0.009906 0.013261 0.1517392 1.05313
1610630_aVvi.8008 Transcr ibed locus, moderately similar to NP_181583.1 40S ribosomal protein S26 (RPS26A) 8111.816 7940.096 9528.169 10409.92 16 12.98581 12.95494 13.21798 13.34567 0.0417121 4.741783 0.07220355 9590 1.2409568 down 12.97038 13.28183 0.021827 0.090289 -0.311453 0.97655
1610631_at 2.853184 2.864038 2.774625 2.800024 16 1.512573 1.518051 1.472293 1.485439 0.0361208 5.118014 0.06509961 9209 1.025584 up 1.515312 1.478866 0.003874 0.009296 0.0364456 1.024644
1610632_at 8.205858 8.311291 7.815287 7.587753 16 3.036654 3.055073 2.966299 2.923673 0.0491023 4.344909 0.08134878 10020 1.0724257 up 3.045863 2.944986 0.013024 0.030141 0.1008778 1.034254
1610633_aVvi.1284 Transcr ibed locus, weakly similar to NP_174126.1 zinc finger (B-box type) family protein [Ara 2076.803 1957.797 6.046015 5.952666 16 11.02015 10.93502 2.595985 2.573536 2.75E-05 190.6537 0.01323349 33 336.11758 up 10.97758 2.58476 0.060198 0.015874 8.3928218 4.247041
1610634_aVvi.12836 Transcr ibed locus, weakly similar to NP_563661.1 expressed protein [Arabidopsis thaliana] 18.55347 8.290273 5.061326 4.97612 16 4.213617 3.05142 2.339515 2.315021 0.1538128 2.245677 0.20218527 12629 2.4712658 up 3.632519 2.327268 0.821798 0.01732 1.3052501 1.560851
1610635_aVvi.10219 Transcr ibed locus, moderately similar to NP_565411.2 calcium-dependent protein kinase isof 1031.106 1116.868 947.0524 1003.922 16 10.00998 10.12524 9.887301 9.971431 0.192281 1.9375 0.24344158 13112 1.1005652 up 10.06761 9.929365 0.081506 0.059489 0.138245 1.013923
1610636_aVvi.1061 Transcr ibed locus, moderately similar to XP_479496.1 putative acyl-CoA dehydrogenase [Ory 574.8299 570.4069 489.2898 449.2325 16 9.166991 9.155848 8.934546 8.811318 0.0430399 4.663178 0.07384758 9675 1.2213583 up 9.161419 8.872932 0.00788 0.087135 0.288487 1.032513
1610637_aVvi.15217 Transcr ibed locus 4.756644 4.774625 4.567947 4.581134 16 2.249944 2.255388 2.191546 2.195705 0.0033488 17.23715 0.02783547 1984 1.0417725 up 2.252666 2.193626 0.003849 0.002941 0.0590403 1.026914
1610638_aVvi.15283 Transcr ibed locus 399.0537 429.6062 386.0701 247.3783 16 8.640439 8.746871 8.592719 7.950576 0.3241849 1.296682 0.38022736 14154 1.3397906 up 8.693655 8.271647 0.075259 0.454064 0.422008 1.051019
1610639_at 256.4892 254.153 244.1291 228.0534 15 8.002754 7.989553 7.931501 7.833228 0.1486413 2.295158 0.1963825 12565 1.0820668 up 7.996154 7.882364 0.009335 0.06949 0.1137897 1.014436
1610640_aVvi.768 Transcr ibed locus, moderately similar to NP_196569.1 RNase L inhibitor protein-related [Ara 352.1692 380.9489 461.4083 413.3711 16 8.460125 8.573454 8.8499 8.691294 0.1212312 2.604028 0.16618863 12109 1.1923501 down 8.516789 8.770597 0.080136 0.112152 -0.253808 0.971061
1610641_s_at 6.463528 6.547485 7.755477 9.188804 16 2.692322 2.710941 2.955216 3.199877 0.0920434 3.064076 0.13260189 11523 1.2976624 down 2.701631 3.077546 0.013166 0.173002 -0.3759151 0.877852
1610642_at 8.708563 8.703843 7.911162 7.979492 16 3.122435 3.121653 2.98389 2.996297 0.0022118 21.22766 0.02589414 1416 1.095774 up 3.122044 2.990093 5.53E-04 0.008773 0.1319504 1.044129
1610643_aVvi.11482 Transcr ibed locus, weakly similar to NP_193220.1 expressed protein [Arabidopsis thaliana] 42.40735 44.33923 42.30777 42.47504 16 5.406242 5.470512 5.402851 5.408544 0.4176779 1.013002 0.47294286 14661 1.022911 up 5.438377 5.405697 0.045445 0.004026 0.0326804 1.006046
1610644_aVvi.4367 Transcr ibed locus 4.323998 4.351841 4.153965 4.171042 16 2.112366 2.121626 2.054489 2.060408 0.0084079 10.83686 0.03196438 4366 1.0421388 up 2.116996 2.057448 0.006548 0.004185 0.0595474 1.028942
1610645_aVvi.49 Transcr ibed locus, moderately similar to NP_564781.1 expressed protein [Arabidopsis thalian 1251.288 1150.549 1084.415 1105.736 16 10.2892 10.16811 10.0827 10.11079 0.1678339 2.12228 0.21731228 12821 1.0957408 up 10.22865 10.09675 0.085624 0.019863 0.131907 1.013064
1610646_sVvi.1360 Transcr ibed locus, moderately similar to NP_189034.1 beta-amylase, putative / 1,4-alpha-D-g 10622.94 9671.263 1147.378 1327.572 16 13.3749 13.23949 10.16413 10.37458 0.0016922 24.2787 0.02493529 1120 8.212616 up 13.30719 10.26935 0.095747 0.14881 3.037842 1.295816
1610647_aVvi.9211 Transcr ibed locus, weakly similar to NP_188424.2 chloroplast outer membrane translocon su   14.92375 12.91639 15.64414 13.5389 16 3.899539 3.691131 3.96755 3.759038 0.6900473 0.461045 0.72640705 15770 1.0482329 down 3.795335 3.863294 0.147366 0.14744 -0.0679593 0.982409
1610648_sVvi.3847 Transcr ibed locus, weakly similar to XP_479703.1 unknown protein [Oryza sativa (japonica cu 233.1139 247.1942 60.29547 65.93326 16 7.864891 7.949501 5.913978 6.042934 0.0015949 25.01027 0.02483053 1065 3.8072255 up 7.907196 5.978456 0.059828 0.091186 1.92874 1.322615
1610649_sVvi.4199 Transcr ibed locus, moderately similar to NP_564010.1 uridylyltransferase-related [Arabidopsi 418.3802 410.1492 344.8816 335.5546 16 8.708671 8.680005 8.429957 8.390404 0.0073072 11.63416 0.03107765 3902 1.2176983 up 8.694338 8.410181 0.02027 0.027969 0.284157 1.033787
1610650_aVvi.14776 Transcr ibed locus 3.826325 3.836376 3.712228 3.729146 16 1.93596 1.939744 1.892285 1.898845 0.0079236 11.16723 0.0315614 4167 1.0297446 up 1.937852 1.895565 0.002676 0.004639 0.0422865 1.022308
1610651_aVvi.14308 Transcr ibed locus 3.081875 3.106777 2.982224 3.002187 16 1.623808 1.635419 1.576389 1.586014 0.023412 6.420203 0.0491262 7911 1.0341262 up 1.629614 1.581201 0.00821 0.006806 0.0484122 1.030617
1610652_at 4.077698 4.060347 3.932451 3.967134 16 2.027755 2.021603 1.975429 1.988097 0.0258812 6.094635 0.0522548 8219 1.030194 up 2.024679 1.981763 0.00435 0.008958 0.0429161 1.021656
1610653_at 5.466024 5.489738 5.178098 5.187946 16 2.450492 2.456737 2.372422 2.375164 0.0018203 23.40631 0.02511424 1201 1.0568875 up 2.453615 2.373793 0.004416 0.001938 0.0798217 1.033626
1610654_aVvi.1905 Transcr ibed locus, weakly similar to NP_189213.2 protein kinase family protein [Arabidopsis t 16.86532 20.73787 16.03167 15.97385 16 4.075988 4.374196 4.002852 3.99764 0.2706317 1.507748 0.32598332 13782 1.1686524 up 4.225092 4.000246 0.210865 0.003686 0.224846 1.056208
1610655_aVvi.621 Transcr ibed locus, moderately similar to NP_196677.1 adenine phosphoribosyltransferase, pu 784.4437 820.7633 1095.334 1092.82 16 9.615526 9.680822 10.09716 10.09384 0.0052982 13.68373 0.02950386 2975 1.3635077 down 9.648174 10.0955 0.046171 0.002345 -0.447323 0.955691
1610656_sVvi.512 Transcr ibed locus, moderately similar to NP_201251.1 expressed protein [Arabidopsis thalian 293.2472 287.8936 425.0263 407.0157 16 8.195973 8.169392 8.731408 8.668941 0.0042749 15.24545 0.02900377 2446 1.4314649 down 8.182682 8.700174 0.018796 0.044171 -0.517492 0.940519
1610657_aVvi.199 Transcr ibed locus, moderately similar to NP_177136.1 homeobox-leucine zipper protein 13 (H       4.523205 4.545847 4.336186 4.348731 16 2.177346 2.184549 2.116427 2.120594 0.0044124 15.00442 0.02920871 2507 1.0442281 up 2.180947 2.118511 0.005094 0.002947 0.0624368 1.029472
1610658_aVvi.15351 Transcr ibed locus 4.597036 4.635337 4.433203 4.445925 16 2.200704 2.212674 2.148349 2.152484 0.0124268 8.886749 0.0363906 5668 1.039776 up 2.206689 2.150416 0.008464 0.002923 0.0562727 1.026168
1610659_at 28.73525 32.77212 108.532 88.1927 16 4.84475 5.034397 6.761976 6.462587 0.011037 9.439642 0.03503452 5228 3.1881256 down 4.939573 6.612282 0.134101 0.2117 -1.6727087 0.74703
1610660_aVvi.9115 Transcr ibed locus, moderately similar to NP_190723.1 protein kinase family protein [Arabidop 16.21011 16.54742 31.71231 39.0787 16 4.018822 4.048534 4.986971 5.288311 0.0182936 7.291672 0.04304289 7055 2.1494431 down 4.033678 5.137641 0.02101 0.213079 -1.103963 0.785123
1610661_aVvi.8239 Transcr ibed locus 444.7569 533.2404 1533.717 1284.741 16 8.796873 9.058642 10.58282 10.32726 0.0140422 8.349692 0.03803081 6129 2.8824224 down 8.927757 10.45504 0.185099 0.180704 -1.527282 0.853919
1610662_aVvi.10004 Transcr ibed locus, weakly similar to NP_177728.1 expressed protein [Arabidopsis thaliana] 3491.846 3751.312 2029.715 1907.821 16 11.76977 11.87318 10.98706 10.89771 0.0059876 12.86519 0.03011482 3297 1.8392177 up 11.82148 10.94239 0.073119 0.063181 0.879092 1.080338
1610663_aVvi.6884 Transcr ibed locus, moderately similar to XP_426592.1 PREDICTED: similar to tubulin, alpha 6081.845 6104.978 7945.147 7253.991 16 12.57029 12.57577 12.95586 12.82456 0.0403364 4.827196 0.07045388 9504 1.2458893 down 12.57303 12.89021 0.003873 0.092842 -0.317176 0.975394
1610664_sVvi.10204 Transcr ibed locus, moderately similar to NP_181433.1 GCN5-related N-acetyltransferase (G 98.99305 93.34219 53.01234 52.90838 16 6.629256 6.544457 5.728256 5.725424 0.0024244 20.27238 0.02634702 1526 1.8150588 up 6.586856 5.72684 0.059962 0.002002 0.8600164 1.150173
1610665_sVvi.7014 Transcr ibed locus, moderately similar to NP_565399.1 RNA recognition motif (RRM)-contai 1618.346 1613.372 1965.995 1850.415 16 10.6603 10.65586 10.94104 10.85363 0.0318653 5.467197 0.05969611 8861 1.180383 down 10.65808 10.89734 0.00314 0.061809 -0.239255 0.978045
1610666_aVvi.12221 Transcr ibed locus, moderately similar to XP_466225.1 chloride channel [Oryza sativa (japonic 260.6652 282.6109 62.0497 58.69373 16 8.026054 8.142674 5.955352 5.875135 0.0010628 30.64932 0.02259248 773 4.4974923 up 8.084364 5.915243 0.082462 0.056722 2.169121 1.3667
1610667_sVvi.8034 Transcr ibed locus, moderately similar to NP_201219.1 40S ribosomal protein S28 (RPS28C) 4992.146 5030.107 4819.42 5282.801 16 12.28544 12.29637 12.23464 12.36709 0.8946229 0.14986 0.9098027 16324 1.0069257 down 12.29091 12.30087 0.007727 0.093652 -0.009957 0.999191
1610668_aVvi.11109 Transcr ibed locus, moderately similar to NP_200250.1 inositol monophosphatase family prote 51.94204 48.63919 73.56277 66.82349 16 5.698831 5.604047 6.200904 6.062283 0.0292441 5.718596 0.05633682 8617 1.3948935 down 5.651439 6.131594 0.067022 0.09802 -0.480155 0.921692
1610669_aVvi.9392 Transcr ibed locus, weakly similar to XP_480739.1 putative coiled-coil protein [Oryza sativa (ja 50.43234 43.15962 71.20605 49.96955 16 5.656277 5.43161 6.153928 5.642977 0.3317685 1.27027 0.38794348 14197 1.2785507 down 5.543943 5.898453 0.158864 0.361297 -0.3545094 0.939898
1610670_aVvi.4481 Transcr ibed locus, weakly similar to XP_478483.1 nodulin-like protein [Oryza sativa (japonica 3.931293 3.941599 3.779993 3.797092 16 1.975004 1.978781 1.918383 1.924895 0.0046081 14.68033 0.02926091 2606 1.0390415 up 1.976893 1.921639 0.002671 0.004604 0.0552534 1.028753
1610671_aVvi.5301 Transcr ibed locus 223.6332 226.7248 315.9189 300.0373 16 7.80499 7.824799 8.303411 8.228998 0.0071995 11.72178 0.03103162 3848 1.3672813 down 7.814895 8.266205 0.014007 0.052617 -0.4513103 0.945403
1610672_aVvi.5638 Transcr ibed locus, moderately similar to NP_179081.1 vacuolar sorting receptor, putative [Ar  534.6827 538.8604 515.8163 583.332 16 9.062539 9.073768 9.010714 9.188173 0.7585062 0.35194 0.7889681 15960 1.0219256 down 9.068153 9.099443 0.00794 0.125483 -0.03129 0.996561
1610673_sVvi.1101 Transcr ibed locus, moderately similar to NP_191595.1 expressed protein [Arabidopsis thalian 1086.325 1049.138 1014.236 1061.781 16 10.08524 10.03499 9.986177 10.05227 0.4284773 0.984973 0.48335803 14716 1.028748 up 10.06011 10.01922 0.035533 0.046735 0.04089 1.004081
1610674_aVvi.9978 Transcr ibed locus, strongly similar to NP_188976.1 casein kinase, putative [Arabidopsis thali 977.6939 1062.885 1213.856 1221.898 16 9.933239 10.05377 10.24538 10.25491 0.0512574 4.245294 0.0841384 10113 1.1946942 down 9.993504 10.25015 0.085228 0.006737 -0.256641 0.974962
1610675_sVvi.4197 Transcr ibed locus, weakly similar to NP_176203.1 aldo/keto reductase, putative [Arabidopsis t 6.64876 6.765899 6.250207 6.429109 16 2.733085 2.758282 2.643904 2.684619 0.0766444 3.401058 0.11486413 11076 1.0580606 up 2.745684 2.664261 0.017816 0.02879 0.0814224 1.030561
1610676_aVvi.2218 Transcr ibed locus, moderately similar to NP_922572.1 putative ubiquitin protein [Oryza sativa 1105.819 1146.918 1115.401 1076.286 16 10.1109 10.16355 10.12335 10.07185 0.394452 1.076106 0.44961834 14564 1.0278474 up 10.13722 10.0976 0.037227 0.036416 0.039626 1.003924
1610677_aVvi.12005 Transcr ibed locus 4.940773 4.978553 4.73415 4.721811 16 2.304737 2.315727 2.243105 2.23934 0.0070103 11.88061 0.03087309 3765 1.0489957 up 2.310232 2.241223 0.007771 0.002663 0.0690088 1.030791
1610678_at 4.354751 4.396971 4.174235 4.191667 16 2.12259 2.13651 2.061512 2.067524 0.0133199 8.577824 0.03722824 5938 1.0461081 up 2.12955 2.064518 0.009843 0.004251 0.065032 1.0315
1610679_aVvi.7626 Transcr ibed locus, weakly similar to NP_201543.1 LOB domain protein 37 / lateral organ boun 1284.212 1392.18 758.7065 711.28 16 10.32667 10.44313 9.567398 9.474274 0.0073634 11.58916 0.03113452 3922 1.8201574 up 10.3849 9.520836 0.082351 0.065849 0.864063 1.090755
1610680_aVvi.2329 Transcr ibed locus, moderately similar to NP_850972.1 expressed protein [Arabidopsis thalian 1830.239 1754.506 541.0526 467.0791 16 10.83782 10.77685 9.079625 8.867523 0.0036014 16.61838 0.02809704 2127 3.5646472 up 10.80733 8.973574 0.04311 0.149979 1.833759 1.204351
1610681_aVvi.1401 Transcr ibed locus 99.9865 116.3672 128.0824 114.42 16 6.643662 6.862541 7.000929 6.838196 0.3466058 1.22063 0.40276825 14286 1.122302 down 6.753101 6.919562 0.154771 0.11507 -0.166461 0.975943
1610682_aVvi.2646 Transcr ibed locus, moderately similar to NP_568119.1 rhodanese-like domain-containing pro  2160.745 2065.2 1881.58 1948.639 16 11.07731 11.01207 10.87773 10.92825 0.0753323 3.434252 0.11330556 11037 1.1032034 up 11.04469 10.90299 0.046137 0.035725 0.141699 1.012996
1610683_aVvi.9991 Transcr ibed locus, weakly similar to NP_179835.1 cyclin delta-2 (CYCD2) [Arabidopsis thalia 156.473 209.4355 893.9075 927.1243 16 7.28977 7.710362 9.803982 9.856619 0.0081708 10.99497 0.03164294 4285 5.028871 down 7.500066 9.8303 0.297403 0.03722 -2.330234 0.762954
1610684_aVvi.2869 Transcr ibed locus, weakly similar to NP_195504.2 heat shock protein 70, mitochondrial, putati 1946.038 1937.83 1834.984 1852.88 16 10.92632 10.92023 10.84155 10.85555 0.0102824 9.785511 0.03425393 4980 1.0531583 up 10.92328 10.84855 0.004312 0.009901 0.074722 1.006888
1610685_aVvi.9001 Transcr ibed locus 46.9738 45.04036 45.99821 35.0783 16 5.553784 5.493146 5.523506 5.132507 0.4273028 0.987983 0.48236087 14706 1.1450883 up 5.523465 5.328006 0.042878 0.276478 0.1954587 1.036685
1610686_aVvi.14533 Transcr ibed locus 709.3642 659.3683 607.2285 594.2302 16 9.470383 9.364941 9.246096 9.214878 0.0765178 3.404225 0.11472488 11072 1.1385319 up 9.417662 9.230487 0.074559 0.022074 0.187175 1.020278
1610687_aVvi.11671 Transcr ibed locus, moderately similar to XP_469295.1 unknown protein [Oryza sativa (japonic  5.323186 5.356733 5.074184 5.113823 16 2.41229 2.421353 2.343176 2.354402 0.0110579 9.430603 0.03504068 5237 1.0482863 up 2.416822 2.348789 0.006409 0.007938 0.0680327 1.028965
1610688_at 3.62755 3.63774 3.516723 3.521113 16 1.858996 1.863043 1.814232 1.816032 0.002321 20.72066 0.02616672 1468 1.032318 up 1.861019 1.815132 0.002862 0.001273 0.0458874 1.02528
1610689_aVvi.5171 Transcr ibed locus 89.55048 62.57821 106.9591 122.143 16 6.484629 5.967588 6.740915 6.932428 0.1571758 2.214712 0.20582367 12677 1.5268548 down 6.226109 6.836671 0.365603 0.13542 -0.6105628 0.910693
1610690_at 5.226297 5.28172 4.963654 4.958355 16 2.385789 2.401008 2.311403 2.309861 0.0084314 10.82158 0.03202186 4369 1.059047 up 2.393399 2.310632 0.010761 0.00109 0.0827665 1.03582
1610691_aVvi.10152 Transcr ibed locus 4.459353 4.351787 4.134172 4.098355 16 2.156835 2.121608 2.047599 2.035045 0.034597 5.235743 0.06320822 9085 1.0702142 up 2.139221 2.041322 0.024909 0.008877 0.0978994 1.047959
1610692_at 8.625457 8.688824 7.880679 7.764396 16 3.108601 3.119161 2.97832 2.956874 0.0066101 12.23872 0.03059962 3585 1.1067153 up 3.113881 2.967597 0.007467 0.015165 0.1462841 1.049294
1610693_aVvi.4741 Transcr ibed locus, weakly similar to NP_563710.1 AWPM-19-like membrane family protein [A 4.582183 4.609807 4.398955 4.418134 16 2.196035 2.204706 2.137161 2.143437 0.0078447 11.22395 0.0314613 4134 1.0425178 up 2.200371 2.140299 0.006131 0.004438 0.060072 1.028067
1610694_aVvi.906 Transcr ibed locus, strongly similar to NP_190920.2 NAD-dependent epimerase/dehydratase 1210.255 1270.941 1327.488 1237.897 16 10.2411 10.31168 10.37448 10.27368 0.5193925 0.775064 0.5693222 15145 1.0336096 down 10.27639 10.32408 0.049912 0.071281 -0.0476915 0.995381
1610695_aVvi.4508 Transcr ibed locus, moderately similar to NP_917067.1 putative phosphoethanolamine methyltr 381.9848 383.7933 854.0436 1063.93 16 8.577372 8.584186 9.738166 10.05519 0.0142082 8.299719 0.0382 6174 2.489574 down 8.580778 9.896677 0.004818 0.224168 -1.315899 0.867036
1610696_sVvi.2067 Transcr ibed locus, moderately similar to NP_178168.1 nodulin family protein [Arabidopsis tha 391.8417 419.209 262.7627 274.6446 16 8.614127 8.711526 8.037617 8.101422 0.0094918 10.191 0.03339021 4718 1.5087016 up 8.662827 8.069519 0.068871 0.045117 0.593308 1.073525
1610697_aVvi.10399 Transcr ibed locus, weakly similar to NP_190954.1 expressed protein [Arabidopsis thaliana] 41.04915 50.58218 35.31759 33.93619 16 5.359281 5.660557 5.142315 5.084753 0.1227362 2.584618 0.16790259 12135 1.3162059 up 5.509919 5.113534 0.213035 0.040703 0.396385 1.077517
1610698_x_at 213.3126 218.3641 159.0561 185.0333 16 7.736826 7.770592 7.313392 7.531641 0.0955038 2.99931 0.13661504 11605 1.2580523 up 7.753709 7.422517 0.023876 0.154325 0.331192 1.04462
1610699_aVvi.12827 Transcr ibed locus, moderately similar to NP_200240.1 cytochrome c biogenesis protein famil 11.10636 19.58984 9.592058 9.817962 16 3.473315 4.292034 3.261841 3.295424 0.2783312 1.474338 0.33394226 13836 1.5199691 up 3.882674 3.278632 0.578922 0.023747 0.604042 1.184236
1610700_aVvi.7018 Transcr ibed locus, weakly similar to NP_199957.1 23.5 kDa mitochondrial small heat shock pr 5.115772 5.201148 4.897147 4.905595 16 2.354952 2.37883 2.291941 2.294428 0.0255115 6.140399 0.05179036 8177 1.0524168 up 2.366891 2.293185 0.016884 0.001758 0.0737062 1.032141
1610701_aVvi.14320 Transcr ibed locus 5.114307 4.989137 7.018967 6.973183 16 2.354539 2.31879 2.811259 2.801817 0.0015444 25.41632 0.02480849 1030 1.3849882 down 2.336664 2.806538 0.025278 0.006676 -0.4698736 0.832579
1610702_at 4.366496 4.384994 4.203575 4.220559 16 2.126476 2.132575 2.071617 2.077434 0.0058197 13.05114 0.03002726 3216 1.038859 up 2.129525 2.074525 0.004313 0.004113 0.0549998 1.026512
1610703_aVvi.5380 Transcr ibed locus 51.78342 52.22772 81.58269 57.6663 16 5.694418 5.706744 6.350191 5.849657 0.251723 1.595184 0.30638596 13639 1.3189071 down 5.700581 6.099924 0.008715 0.353931 -0.399343 0.934533
1610704_aVvi.1433 Transcr ibed locus 22185.29 22538.55 24219.09 25216.64 16 14.43732 14.46011 14.56386 14.62209 0.0439031 4.613963 0.07501847 9715 1.1051646 down 14.44871 14.59297 0.016116 0.041176 -0.144262 0.990114
1610705_aVvi.14684 Transcr ibed locus 3.529023 3.528373 3.434193 3.451656 16 1.819269 1.819003 1.779971 1.787289 0.0104663 9.697804 0.03451072 5034 1.0249163 up 1.819136 1.78363 1.88E-04 0.005174 0.035506 1.019907
1610706_at 7.070123 7.23664 6.5852 6.561751 16 2.821735 2.85532 2.719227 2.714081 0.0188818 7.173967 0.04373546 7166 1.0881472 up 2.838528 2.716654 0.023748 0.003639 0.1218737 1.044862
1610707_aVvi.10350 Transcr ibed locus, weakly similar to NP_190374.2 expressed protein [Arabidopsis thaliana] 444.8622 468.9825 586.8821 568.5668 16 8.797215 8.87339 9.196927 9.151186 0.0167683 7.624987 0.04112411 6768 1.2646644 down 8.835302 9.174057 0.053864 0.032344 -0.338755 0.963075
1610708_aVvi.12133 Transcr ibed locus, weakly similar to NP_191517.1 RWP-RK domain-containing protein [Arab 4.567005 4.582651 4.379726 4.388164 16 2.191248 2.196182 2.130841 2.133617 0.0021128 21.72091 0.02580234 1355 1.0435402 up 2.193715 2.132229 0.003489 0.001963 0.0614863 1.028837
1610709_aVvi.11761 Transcr ibed locus 6.186008 6.101558 6.94061 6.213388 16 2.629009 2.609178 2.795063 2.63538 0.3546342 1.194812 0.41054574 14340 1.068901 down 2.619093 2.715221 0.014023 0.112913 -0.0961282 0.964597
1610710_aVvi.10511 Transcr ibed locus 6.227406 6.709094 7.127817 6.518549 16 2.638631 2.746118 2.83346 2.704551 0.457564 0.913133 0.51085925 14869 1.0545526 down 2.692375 2.769006 0.076004 0.091153 -0.0766311 0.972325
1610711_s_at 4603.436 5363.443 4026.169 4405.567 16 12.1685 12.38894 11.97519 12.10511 0.2032369 1.864651 0.255172 13222 1.1798204 up 12.27872 12.04015 0.155881 0.091867 0.238567 1.019814
1610712_sVvi.7509 Transcr ibed locus, strongly similar to NP_196908.1 mitochondrial phosphate transporter [Ara  2181.763 2137.791 2474.062 2549.701 16 11.09128 11.06191 11.27267 11.31611 0.0141879 8.305797 0.03815766 6172 1.1629574 down 11.07659 11.29439 0.020771 0.030721 -0.2177985 0.980716
1610713_at 6.194062 6.231738 5.78226 5.776641 16 2.630886 2.639635 2.531634 2.530231 0.0017984 23.54894 0.02511424 1186 1.0749935 up 2.63526 2.530932 0.006186 9.92E-04 0.1043278 1.041221
1610714_aVvi.7441 Transcr ibed locus, moderately similar to NP_178641.1 20S proteasome alpha subunit A2 (PA 5919.3 5553.734 5319.603 5363.698 16 12.53121 12.43924 12.3771 12.38901 0.158425 2.20344 0.20714906 12696 1.0733854 up 12.48523 12.38306 0.065031 0.008421 0.102168 1.008251
1610715_sVvi.293 Transcr ibed locus, moderately similar to XP_480477.1 putative microtubial binding protein [O 2688.356 2471.507 2188.083 2113.334 16 11.39251 11.27118 11.09545 11.04531 0.0576367 3.983076 0.09195509 10405 1.1986946 up 11.33184 11.07038 0.085795 0.035459 0.261464 1.023618
1610716_aVvi.884 Transcr ibed locus, moderately similar to NP_188137.1 chloroplast 30S ribosomal protein S20 521.3498 521.0989 408.3675 421.8273 16 9.026108 9.025414 8.673724 8.720509 0.0050292 14.04776 0.02943507 2831 1.2558323 up 9.025761 8.697117 4.91E-04 0.033082 0.328644 1.037788
1610717_aVvi.14911 Transcr ibed locus 78.67266 74.14134 115.8274 140.0279 16 6.297791 6.212207 6.855833 7.12957 0.035772 5.144308 0.06470057 9178 1.6675186 down 6.254999 6.992702 0.060517 0.193561 -0.7377028 0.894504
1610718_aVvi.15783 Transcr ibed locus 226.3374 294.4661 69.76175 76.85863 16 7.822331 8.201958 6.124364 6.264135 0.0121548 8.987484 0.03602742 5600 3.5256639 up 8.012144 6.194249 0.268436 0.098833 1.817895 1.293481
1610719_aVvi.1520 Transcr ibed locus, weakly similar to NP_181990.1 acyl carrier protein, mitochondrial / ACP / 5.805823 5.827984 5.615103 5.552057 16 2.537501 2.542997 2.489312 2.473023 0.0205198 6.873042 0.04552573 7482 1.0418023 up 2.540249 2.481167 0.003886 0.011519 0.0590816 1.023812
1610720_aVvi.5351 Transcr ibed locus, moderately similar to XP_473271.1 OSJNBa0074L08.19 [Oryza sativa (jap 424.8577 456.6089 634.9962 578.1384 16 8.730836 8.834815 9.310604 9.175271 0.032717 5.391977 0.06083068 8925 1.3756483 down 8.782825 9.242937 0.073524 0.095695 -0.460112 0.95022
1610721_sVvi.1185 Transcr ibed locus 2020.839 2558.613 1786.933 2251.139 16 10.98074 11.32115 10.80327 11.13644 0.5264481 0.760365 0.5759154 15175 1.1337382 up 11.15094 10.96985 0.240704 0.235587 0.181088 1.016508
1610722_aVvi.528 Transcr ibed locus, weakly similar to NP_191283.1 beta-1,3-glucanase (BG3) [Arabidopsis th 48.67076 58.08348 137.5504 101.1346 16 5.604983 5.860055 7.103817 6.660133 0.0461545 4.49201 0.07776897 9852 2.2183022 down 5.732519 6.881975 0.180363 0.313731 -1.149456 0.832976
1610723_aVvi.15072 Transcr ibed locus 3.915696 3.924699 3.769677 3.786388 16 1.969269 1.972582 1.914441 1.920822 0.0045198 14.8239 0.02926091 2560 1.0376312 up 1.970925 1.917632 0.002343 0.004512 0.0532937 1.027791
1610724_aVvi.1614 Transcr ibed locus, moderately similar to NP_173263.2 ketose-bisphosphate aldolase class- II 614.5866 659.0001 430.5842 367.8082 16 9.263473 9.364135 8.750152 8.52281 0.0320747 5.44843 0.05996665 8879 1.5991701 up 9.313804 8.63648 0.071179 0.160755 0.677324 1.078426
1610725_at 12.85509 12.85322 11.76604 12.25797 16 3.684267 3.684058 3.556557 3.615648 0.0800338 3.318971 0.11868873 11194 1.0703334 up 3.684163 3.586103 1.48E-04 0.041783 0.0980601 1.027344
1610726_x_at 69.62598 70.74377 60.72059 62.24858 16 6.121554 6.144531 5.924114 5.95997 0.0122012 8.97006 0.03607567 5614 1.1415554 up 6.133042 5.942041 0.016247 0.025354 0.1910009 1.032144
1610727_x_at 73.31609 85.19722 13.43084 11.47922 16 6.196058 6.412735 3.747477 3.520953 0.0034277 17.03642 0.02789059 2039 6.3650928 up 6.304397 3.634215 0.153213 0.160177 2.6701816 1.734734
1610728_aVvi.8069 Transcr ibed locus, strongly similar to NP_051096.1 ribosomal protein S3 [Arabidopsis thalian 22141.46 20418.24 23161.95 23807.03 16 14.43446 14.31757 14.49947 14.5391 0.1459867 2.321489 0.19333687 12535 1.1044037 down 14.37602 14.51928 0.082655 0.028023 -0.143267 0.990133
1610729_aVvi.8428 Transcr ibed locus 16.96391 19.38157 93.39182 86.06187 16 4.084397 4.276613 6.545224 6.427302 0.0023827 20.44969 0.02619858 1508 4.9442735 down 4.180505 6.486263 0.135918 0.083383 -2.3057583 0.644517
1610730_aVvi.14417 Transcr ibed locus 4.799232 4.826208 4.657472 4.687812 16 2.262804 2.27089 2.219547 2.228915 0.0204366 6.88745 0.04546275 7462 1.0299797 up 2.266847 2.224231 0.005718 0.006624 0.0426159 1.01916
1610731_aVvi.5110 Transcr ibed locus 71.29289 51.7498 74.88169 62.74427 16 6.155686 5.693481 6.226541 5.971412 0.5767559 0.660648 0.6216517 15402 1.1284889 down 5.924584 6.098976 0.326828 0.180404 -0.174392 0.971406
1610732_aVvi.12405 Transcr ibed locus, weakly similar to NP_190333.1 HNH endonuclease domain-containing pro  263.1373 266.5172 228.2365 174.547 16 8.039672 8.058085 7.834385 7.447471 0.1697695 2.106352 0.2193225 12850 1.3267987 up 8.048878 7.640928 0.01302 0.27359 0.4079497 1.05339
1610733_aVvi.8235 Transcr ibed locus 39.55476 38.61964 61.08585 48.29429 16 5.30578 5.271263 5.932766 5.593781 0.1082654 2.786607 0.15161553 11854 1.3896797 down 5.288521 5.763273 0.024407 0.239699 -0.4747522 0.917625
1610734_sVvi.503 Transcr ibed locus, moderately similar to XP_479786.1 putative acidic ribosomal protein P1a [ 10563.22 10742.09 11217.55 11382.17 16 13.36676 13.39099 13.45347 13.47449 0.0337179 5.307205 0.06207412 9017 1.0607649 down 13.37888 13.46398 0.01713 0.014861 -0.085105 0.993679
1610735_aVvi.3501 Transcr ibed locus, weakly similar to NP_564060.1 zinc finger (C3HC4-type RING finger) fam 2358.555 2349.772 113.577 131.2712 16 11.20369 11.19831 6.827527 7.036408 5.98E-04 40.86177 0.020783 477 19.279947 up 11.201 6.931967 0.003806 0.147701 4.2690287 1.615847
1610736_at 5.407181 5.512826 5.172182 5.171291 16 2.434877 2.462792 2.370773 2.370524 0.0304246 5.601418 0.0579056 8720 1.0556895 up 2.448834 2.370649 0.019739 1.76E-04 0.0781855 1.032981
1610737_aVvi.4455 Transcr ibed locus, strongly similar to NP_198008.1 chaperonin, putative [Arabidopsis thalian 1294.235 1326.998 1948.21 1782.204 16 10.33788 10.37395 10.92793 10.79945 0.0168337 7.609798 0.04118367 6785 1.421854 down 10.35592 10.86369 0.025503 0.090854 -0.507773 0.95326
1610738_aVvi.375 Transcr ibed locus, weakly similar to NP_181797.1 lipase, putative [Arabidopsis thaliana] 62.83203 53.09237 67.27863 55.89599 16 5.973428 5.730433 6.072076 5.804672 0.6795031 0.478492 0.7166991 15738 1.0617502 down 5.85193 5.938375 0.171824 0.189083 -0.0864445 0.985443
1610739_aVvi.14923 Transcr ibed locus 3.072887 3.087503 2.986625 3.000582 16 1.619595 1.62644 1.578516 1.585242 0.0133351 8.572843 0.03723383 5944 1.0289254 up 1.623017 1.581879 0.004841 0.004756 0.0411384 1.026006
1610740_at 13.56623 13.6359 12.70944 12.70522 16 3.761948 3.769338 3.667828 3.667349 0.0014229 26.48213 0.02409896 978 1.0703287 up 3.765643 3.667589 0.005225 3.39E-04 0.0980539 1.026735
1610741_aVvi.6928 Transcr ibed locus, weakly similar to XP_472812.1 OSJNBa0016O02.17 [Oryza sativa (japonic 970.2756 966.019 199.1895 191.9809 16 9.922251 9.915908 7.637998 7.584819 1.35E-04 86.17907 0.0168302 130 4.9508305 up 9.919079 7.611408 0.004485 0.037603 2.307671 1.303186
1610742_aVvi.7759 Transcr ibed locus, moderately similar to NP_568694.2 acetyl-CoA C-acyltransferase, putative     1425.799 1295.107 1251.025 1188.479 16 10.47756 10.33886 10.2889 10.2149 0.1850614 1.988616 0.23568502 13035 1.1144309 up 10.40821 10.2519 0.098075 0.052321 0.156307 1.015247
1610743_sVvi.1318 Transcr ibed locus, weakly similar to NP_193652.1 9-cis-epoxycarotenoid dioxygenase, putativ 4787.168 4842.214 1246.936 1140.854 16 12.22496 12.24145 10.28417 10.1559 0.0010302 31.13224 0.02259248 753 4.0366774 up 12.2332 10.22004 0.011664 0.090703 2.013168 1.196982
1610744_aVvi.11520 Transcr ibed locus, moderately similar to NP_194599.1 ammonium transporter, putative [Arabi 807.2826 931.5695 933.9903 898.9182 16 9.65693 9.86352 9.867264 9.812046 0.5349578 0.742887 0.5836479 15216 1.0566002 down 9.760225 9.839655 0.146081 0.039045 -0.07943 0.991928
1610745_aVvi.14503 Transcr ibed locus 191.7052 150.3238 283.4381 282.0591 16 7.582746 7.231929 8.14689 8.139854 0.052392 4.195275 0.08561141 10159 1.6655912 down 7.407337 8.143372 0.248065 0.004975 -0.736035 0.909615
1610746_aVvi.12834 Transcr ibed locus, weakly similar to NP_568588.1 expressed protein [Arabidopsis thaliana] 3.581145 3.588422 3.465563 3.480293 16 1.840421 1.84335 1.79309 1.799209 0.0054551 13.48386 0.02965705 3052 1.0322095 up 1.841885 1.796149 0.002071 0.004327 0.0457358 1.025463
1610747_aVvi.14947 Transcr ibed locus 4.509429 4.409192 4.23672 4.251962 16 2.172945 2.140514 2.082948 2.088129 0.0493014 4.335441 0.08158343 10031 1.0505842 up 2.15673 2.085538 0.022932 0.003664 0.0711917 1.034136
1610748_aVvi.12640 Transcr ibed locus 18.38808 18.1044 17.44416 17.52103 16 4.200699 4.178268 4.124672 4.131016 0.033944 5.288566 0.06235208 9037 1.0436513 up 4.189484 4.127844 0.015861 0.004485 0.0616396 1.014933
1610749_aVvi.3228 Transcr ibed locus, weakly similar to NP_192563.2 glycine-rich protein [Arabidopsis thaliana] 9.886239 9.48451 9.124833 8.536104 16 3.305422 3.245573 3.189798 3.093578 0.1420547 2.361731 0.189004 12477 1.0971869 up 3.275497 3.141688 0.042319 0.068038 0.1338094 1.042592
1610750_aVvi.5345 Transcr ibed locus, weakly similar to XP_467886.1 F-box protein-like [Oryza sativa (japonica c 4.336302 4.362862 4.184697 4.210926 16 2.116465 2.125275 2.065123 2.074137 0.0147921 8.130651 0.03877961 6329 1.0361551 up 2.12087 2.06963 0.006229 0.006374 0.0512399 1.024758
1610751_aVvi.3136 Transcr ibed locus, weakly similar to NP_196800.2 expressed protein [Arabidopsis thaliana] 11.08858 10.28749 22.57807 13.43357 16 3.471003 3.362819 4.496851 3.74777 0.203333 1.864036 0.25527325 13223 1.6305964 down 3.416911 4.122311 0.076498 0.52968 -0.7053996 0.828882
1610752_aVvi.9151 Transcr ibed locus, moderately similar to NP_188430.1 halotolerance protein (HAL3A) [Arabid  659.6573 631.1065 643.8151 710.0125 16 9.365573 9.30174 9.330503 9.471701 0.4758069 0.870504 0.52810174 14957 1.0478598 down 9.333656 9.401102 0.045137 0.099842 -0.067446 0.992826
1610753_aVvi.10975 Transcr ibed locus, weakly similar to XP_482782.1 unknown protein [Oryza sativa (japonica cu 519.7078 525.5015 883.3021 893.6907 16 9.021557 9.037551 9.786763 9.803632 2.30E-04 65.87417 0.01787539 212 1.7001277 down 9.029554 9.795198 0.01131 0.011928 -0.7656435 0.921835
1610754_aVvi.14803 Transcr ibed locus 930.0012 896.3501 963.8179 955.4855 16 9.861089 9.807919 9.912617 9.90009 0.1192116 2.630616 0.16405424 12063 1.0510635 down 9.834503 9.906353 0.037597 0.008858 -0.07185 0.992747
1610755_aVvi.8192 Transcr ibed locus 4.188256 4.23404 4.056711 4.057662 16 2.06635 2.082035 2.020311 2.020649 0.0206708 6.847097 0.04567761 7512 1.0379325 up 2.074192 2.02048 0.011091 2.39E-04 0.0537126 1.026584
1610756_aVvi.5192 Transcr ibed locus, weakly similar to XP_507592.1 PREDICTED OJ1134_H03.31 gene produ 13.18966 7.07402 196.5109 172.4412 16 3.721335 2.82253 7.618465 7.42996 0.0114606 9.260599 0.03541189 5372 19.057411 down 3.271933 7.524213 0.635551 0.133293 -4.2522804 0.434854
1610757_aVvi.15895 Transcr ibed locus 3.570088 3.582214 3.460829 3.477806 16 1.83596 1.840851 1.791118 1.798178 0.009495 10.18928 0.03339021 4720 1.0307953 up 1.838406 1.794648 0.003459 0.004992 0.0437579 1.024382
1610758_sVvi.6483 Transcr ibed locus, moderately similar to NP_567166.1 fringe-related protein [Arabidopsis tha 2259.258 2269.924 1882.86 2081.709 16 11.14163 11.14843 10.87871 11.02355 0.1159854 2.674427 0.16043901 12001 1.143851 up 11.14503 10.95113 0.004805 0.10242 0.193899 1.017706
1610759_aVvi.8208 Transcr ibed locus, moderately similar to NP_173958.1 cytochrome b5, putative [Arabidopsis t 592.0944 543.6975 905.7867 898.4329 16 9.209683 9.08666 9.823028 9.811267 0.0084242 10.82625 0.0320189 4367 1.5899428 down 9.148172 9.817147 0.08699 0.008316 -0.668975 0.931856
1610760_aVvi.10042 Transcr ibed locus, strongly similar to XP_476547.1 putative succi nate dehydrogenase flavopr 12169.88 12065.54 2500.204 2431.963 16 13.57103 13.55861 11.28783 11.24791 8.28E-05 109.8702 0.01503107 90 4.914172 up 13.56482 11.26787 0.008783 0.028231 2.296948 1.203849
1610761_aVvi.10129 Transcr ibed locus, strongly similar to NP_180198.1 guanine nucleotide binding protein (G-pr 1854.325 1977.904 1877.749 1909.465 16 10.85668 10.94976 10.87479 10.89895 0.7662575 0.33998 0.79573447 15986 1.0113952 up 10.90322 10.88687 0.065817 0.017087 0.016347 1.001502
1610762_aVvi.7940 Transcr ibed locus, strongly similar to NP_051101.1 ycf2 [Arabidopsis thaliana] 42.36612 42.56596 39.51273 45.74944 16 5.404839 5.411628 5.304246 5.515682 0.9884349 0.016358 0.9903437 16569 1.0011998 down 5.408234 5.409964 0.004801 0.149508 -0.00173 0.99968
1610763_aVvi.15376 Transcr ibed locus 48.66368 52.39948 113.6126 88.57365 16 5.604774 5.711481 6.827979 6.468805 0.0339778 5.285796 0.06238654 9041 1.9865497 down 5.658127 6.648392 0.075453 0.253974 -0.9902647 0.851052
1610764_aVvi.4024 Transcr ibed locus, weakly similar to XP_466939.1 ABA-responsive protein-like [Oryza sativa ( 5.333626 5.332669 5.108108 5.095393 16 2.415117 2.414858 2.352789 2.349193 7.92E-04 35.5051 0.02212453 593 1.0453572 up 2.414987 2.350991 1.83E-04 0.002542 0.0639961 1.027221
1610765_aVvi.5634 Transcr ibed locus 7.658719 7.987673 7.334725 7.418798 16 2.937103 2.997775 2.874743 2.891186 0.1150345 2.687667 0.1593053 11987 1.0603019 up 2.967439 2.882964 0.042902 0.011627 0.0844751 1.029301
1610766_aVvi.3036 Transcr ibed locus, moderately similar to NP_187310.1 galactokinase (GAL1) [Arabidopsis th 476.5401 457.3305 318.8012 317.5057 16 8.896454 8.837093 8.316513 8.310638 0.0028941 18.54797 0.02722713 1762 1.4673346 up 8.866774 8.313576 0.041974 0.004154 0.553198 1.066542
1610767_aVvi.1253 GO:000641Putative 40S ribosomal protein S5 (Rps5) 6681.717 6414.357 9686.279 9520.727 16 12.706 12.64709 13.24173 13.21686 0.0033293 17.28761 0.02783547 1975 1.4668748 down 12.67655 13.22929 0.041657 0.017586 -0.552746 0.958218
1610768_aVvi.14714 Transcr ibed locus 12.07714 20.4653 6.078013 6.081136 16 3.594207 4.355108 2.6036 2.604341 0.0691456 3.602797 0.10601727 10827 2.5859363 up 3.974657 2.60397 0.538038 5.24E-04 1.3706867 1.526383
1610769_aVvi.9165 Transcr ibed locus, weakly similar to XP_480007.1 putative RNA recognition motif (RRM)-con 153.9947 174.0871 277.8845 286.4317 16 7.266736 7.443665 8.118341 8.162047 0.0132086 8.614601 0.03712028 5904 1.7230842 down 7.355201 8.140194 0.125108 0.030905 -0.784993 0.903566
1610770_at 106.2716 110.2066 127.6651 133.7737 16 6.731611 6.784066 6.996221 7.06365 0.023769 6.370058 0.04962913 7950 1.2075615 down 6.757839 7.029935 0.037091 0.04768 -0.2720967 0.961295
1610771_at 8.423637 14.04172 7.930565 7.940701 16 3.074443 3.811648 2.987424 2.989266 0.3426611 1.233577 0.39878818 14264 1.3704984 up 3.443046 2.988345 0.521283 0.001303 0.4547006 1.152158
1610772_at 5.396817 5.357659 5.174059 5.242649 16 2.432109 2.421603 2.371297 2.390296 0.0513079 4.243035 0.08421288 10114 1.0324409 up 2.426856 2.380796 0.007429 0.013435 0.0460592 1.019346
1610773_aVvi.12198 Transcr ibed locus 5.541364 5.571397 5.255901 5.25641 16 2.470241 2.478039 2.393938 2.394078 0.0023599 20.54879 0.02616672 1493 1.057115 up 2.47414 2.394008 0.005514 9.88E-05 0.0801322 1.033472
1610774_aVvi.1425 Transcr ibed locus, moderately similar to NP_568067.1 immunophilin, putative / FKBP-type pe 41.17621 43.4476 39.59382 38.1138 16 5.363739 5.441205 5.307203 5.252242 0.1227321 2.58467 0.16790259 12134 1.0888078 up 5.402472 5.279722 0.054776 0.038864 0.1227495 1.023249
1610775_s_at 2353.782 2343.959 1286.045 1491.532 16 11.20077 11.19473 10.32873 10.54258 0.0191376 7.124457 0.04399702 7220 1.6959532 up 11.19775 10.43565 0.004266 0.151217 0.762096 1.073028
1610776_aVvi.15267 Transcr ibed locus 6.876632 6.98128 6.562037 6.455353 16 2.781702 2.803492 2.714144 2.690496 0.0302847 5.614954 0.05770527 8712 1.0645745 up 2.792597 2.70232 0.015408 0.016722 0.0902769 1.033407
1610777_at 488.2221 496.2173 483.521 491.475 16 8.931394 8.954828 8.917435 8.940974 0.4905185 0.83734 0.5421829 15019 1.0096859 up 8.943111 8.929205 0.016571 0.016645 0.013906 1.001557
1610778_at 648.517 598.1642 708.6644 825.064 16 9.341001 9.224398 9.468959 9.688362 0.1400981 2.382335 0.1869401 12441 1.2277029 down 9.2827 9.578661 0.082451 0.155142 -0.295961 0.969102
1610779_aVvi.4532 Transcr ibed locus, weakly similar to NP_914853.1 P0413C03.30 [Oryza sativa (japonica cultiv 14.13537 17.36368 12.14522 12.69196 16 3.821238 4.118001 3.602316 3.665844 0.1575596 2.211236 0.20624496 12682 1.261849 up 3.969619 3.63408 0.209843 0.04492 0.3355393 1.092331
1610780_aVvi.2090 Transcr ibed locus, weakly similar to NP_179785.2 shikimate kinase, putative [Arabidopsis thal 1903.145 1825.648 1127.684 983.8647 16 10.89417 10.83419 10.13915 9.942316 0.0152542 8.003723 0.03923317 6454 1.7696328 up 10.86418 10.04073 0.04241 0.139181 0.8234505 1.082011
1610781_aVvi.10413 Transcr ibed locus, moderately similar to XP_470319.1 putative deoxycytidine deaminase [Oryz 1051.236 997.5372 1372.703 1442.87 16 10.03787 9.962227 10.4228 10.49473 0.0126979 8.789571 0.03664294 5751 1.3743185 down 10.00005 10.45877 0.053488 0.050856 -0.458716 0.956141
1610782_sVvi.9842 Transcr ibed locus, weakly similar to NP_188808.2 expressed protein [Arabidopsis thaliana] 78.96506 71.87616 250.2578 218.027 16 6.303143 6.167442 7.967271 7.768363 0.0053947 13.55979 0.02956287 3026 3.1005507 down 6.235292 7.867817 0.095955 0.140649 -1.6325246 0.792506
1610783_aVvi.15085 Transcr ibed locus 4.044491 4.058817 3.924573 3.929354 16 2.015958 2.021059 1.972536 1.974292 0.0035595 16.71647 0.02809704 2099 1.0317509 up 2.018509 1.973414 0.003607 0.001242 0.0450947 1.022851
1610784_aVvi.5172 Transcr ibed locus, moderately similar to NP_197141.1 AMP-binding protein, putative [Arabid 1420.783 1444.66 949.1677 773.7814 16 10.47247 10.49651 9.890519 9.595782 0.0375525 5.013876 0.06684321 9326 1.6717297 up 10.48449 9.743151 0.017002 0.20841 0.741341 1.076088
1610785_aVvi.8156 Transcr ibed locus 263.8369 273.5286 467.8774 467.0517 16 8.043503 8.095548 8.869987 8.867438 0.0010611 30.67472 0.02259248 772 1.740121 down 8.069525 8.868712 0.036801 0.001802 -0.799187 0.909887
1610786_aVvi.8834 Transcr ibed locus, weakly similar to NP_921473.1 putative acylaminoacyl-peptidase like prote 51.14373 64.05183 75.08017 60.92729 16 5.676486 6.001168 6.23036 5.929017 0.3904248 1.087472 0.44570115 14542 1.1816976 down 5.838827 6.079688 0.229585 0.213082 -0.240861 0.960383
1610787_at 6.501009 6.564917 6.150827 6.126463 16 2.700664 2.714777 2.620781 2.615054 0.0071144 11.79243 0.03092787 3818 1.0642247 up 2.70772 2.617918 0.00998 0.004049 0.0898028 1.034303
1610788_aVvi.6907 Transcr ibed locus, weakly similar to NP_051052.1 cytochrome b6/f complex subunit VIII [Arab 134.8758 162.3978 105.3302 129.8005 16 7.075487 7.343389 6.718776 7.020152 0.2337986 1.68623 0.28758422 13496 1.2657342 up 7.209438 6.869464 0.189435 0.213105 0.3399743 1.049491
1610789_at 44.56127 35.72306 43.92613 78.06944 11 5.477718 5.158784 5.457007 6.286686 0.3390397 1.24562 0.39533198 14237 1.4677391 down 5.318251 5.871847 0.225521 0.586671 -0.5535957 0.90572
1610790_at 7.792036 7.788677 7.463878 7.405304 16 2.962 2.961378 2.899926 2.888559 0.0070466 11.84961 0.03087745 3787 1.0478609 up 2.961689 2.894242 4.40E-04 0.008038 0.0674472 1.023304
1610791_aVvi.11659 Transcr ibed locus, moderately similar to NP_180445.1 osmotin-like protein, putative [Arabidop 4.837266 4.883472 4.676747 4.619898 16 2.274192 2.287907 2.225505 2.207861 0.0288399 5.760337 0.05574575 8588 1.0456258 up 2.28105 2.216683 0.009698 0.012476 0.0643666 1.029037
1610792_aVvi.15280 Transcr ibed locus 4.114741 4.140126 3.983542 3.998791 16 2.040802 2.049675 1.994052 1.999564 0.0114309 9.272804 0.03539939 5360 1.0341392 up 2.045238 1.996808 0.006274 0.003898 0.0484303 1.024254
1610793_aVvi.15128 Transcr ibed locus 3.930638 3.958486 3.799103 3.836256 16 1.974764 1.984949 1.925659 1.939699 0.0321711 5.439852 0.06012265 8881 1.0332415 up 1.979856 1.932679 0.007202 0.009928 0.0471774 1.02441
1610794_aVvi.5332 Transcr ibed locus, moderately similar to NP_177736.1 S-adenosyl-methionine-sterol-C-meth 1528.87 1474.054 2049.09 2087.941 16 10.57825 10.52557 11.00077 11.02787 0.0040778 15.61192 0.02864669 2361 1.3778361 down 10.55191 11.01432 0.037248 0.019161 -0.462405 0.958018
1610795_aVvi.7282 Transcr ibed locus, weakly similar to NP_568151.1 expressed protein [Arabidopsis thaliana] 517.8724 381.1993 5.41477 5.986536 16 9.016453 8.574402 2.4369 2.581721 0.0013662 27.02724 0.02388501 948 78.038635 up 8.795427 2.509311 0.312577 0.102404 6.2861163 3.505117
1610796_aVvi.2278 Transcr ibed locus, weakly similar to NP_564635.1 mitogen-activated protein kinase kinase  kin 534.8838 520.4992 478.8282 459.162 16 9.063082 9.023752 8.903364 8.842859 0.0420749 4.719945 0.07261203 9619 1.1252966 up 9.043417 8.873112 0.02781 0.042783 0.170305 1.019193
1610797_at 6.982231 6.953988 6.178637 7.123961 16 2.803688 2.797841 2.627289 2.83268 0.562046 0.688946 0.6082451 15340 1.0502846 up 2.800764 2.729984 0.004135 0.145233 0.0707803 1.025927
1610798_aVvi.7055 Transcr ibed locus 899.5685 878.7537 777.3692 698.0587 16 9.813089 9.779315 9.602456 9.447205 0.0760497 3.416001 0.11415707 11059 1.206955 up 9.796202 9.52483 0.023882 0.109779 0.271372 1.028491
1610799_aVvi.13078 Transcr ibed locus, weakly similar to NP_195044.2 hydrolase, alpha/beta fold family protein [Ar 251.9451 261.5661 257.1455 186.9235 16 7.976965 8.031032 8.006441 7.546304 0.4293964 0.982623 0.4842632 14720 1.1709064 up 8.003999 7.776373 0.038231 0.325366 0.227626 1.029271
1610800_at 60.06428 78.8465 128.7607 105.0133 16 5.908435 6.300975 7.008549 6.714428 0.0909264 3.085729 0.13122043 11503 1.6897192 down 6.104705 6.861488 0.277568 0.207975 -0.7567833 0.889706
1610801_aVvi.7877 Transcr ibed locus, moderately similar to NP_178310.1 glutamate decarboxylase, putative [Ara 5.016413 5.009456 5.165505 4.905603 16 2.326656 2.324654 2.368909 2.294431 0.8865657 0.161462 0.90277016 16303 1.0041778 down 2.325655 2.33167 0.001416 0.052665 -0.0060148 0.99742
1610802_sVvi.8659 Transcr ibed locus, weakly similar to NP_180390.2 expressed protein [Arabidopsis thaliana] 220.3004 223.6141 226.2764 220.5276 16 7.783328 7.804867 7.821942 7.784815 0.7075718 0.43246 0.74221945 15826 1.006454 down 7.794098 7.803379 0.015231 0.026253 -0.009281 0.998811
1610803_aVvi.3649 Transcr ibed locus 7.086411 7.162581 6.727815 6.803359 16 2.825055 2.84048 2.750138 2.766247 0.0216374 6.687427 0.04689005 7660 1.0530508 up 2.832768 2.758193 0.010907 0.011391 0.074575 1.027038
1610804_aVvi.15492 Transcr ibed locus 404.6996 434.3647 520.1804 547.8638 16 8.660707 8.762763 9.022868 9.097673 0.0314069 5.50891 0.05907748 8825 1.2732675 down 8.711735 9.06027 0.072164 0.052895 -0.348535 0.961531
1610805_x_at 3.360899 3.374299 3.256609 3.270398 16 1.748847 1.754588 1.70337 1.709466 0.0084336 10.82016 0.03202186 4370 1.0318972 up 1.751718 1.706418 0.004059 0.00431 0.0452993 1.026546
1610806_at 5.460393 5.483219 5.251606 5.27064 16 2.449005 2.455023 2.392759 2.397978 0.0049078 14.22171 0.02943507 2763 1.0400448 up 2.452014 2.395368 0.004255 0.003691 0.0566457 1.023648
1610807_aVvi.5322 Transcr ibed locus 7.008261 7.087952 6.578136 6.585115 16 2.809057 2.825369 2.717679 2.719209 0.006809 12.05683 0.03073394 3675 1.0708593 up 2.817213 2.718444 0.011535 0.001082 0.098769 1.036333
1610808_aVvi.10093 Transcr ibed locus 5.977542 6.033331 5.679717 5.719736 16 2.579552 2.592955 2.505819 2.515949 0.0121941 8.97273 0.03606103 5613 1.0536311 up 2.586254 2.510884 0.009477 0.007163 0.0753698 1.030017
1610809_aVvi.1248 Transcr ibed locus, moderately similar to NP_192076.2 expressed protein [Arabidopsis thalian 42.03479 42.72076 7.309268 6.771043 16 5.393512 5.416865 2.869727 2.759378 4.74E-04 45.93618 0.01907546 411 6.023642 up 5.405189 2.814553 0.016513 0.078028 2.5906361 1.920443
1610810_at 6.014922 6.008019 5.694067 5.693204 16 2.588546 2.586889 2.50946 2.509241 1.14E-04 93.78958 0.01656679 111 1.0558225 up 2.587718 2.50935 0.001172 1.55E-04 0.0783672 1.03123
1610811_aVvi.7685 Transcr ibed locus, moderately similar to NP_201025.1 DEAD box RNA helicase (PRH75) [A 5708.138 5829.11 5371.05 5612.251 16 12.4788 12.50906 12.39099 12.45437 0.179581 2.029247 0.22981606 12972 1.0506314 up 12.49393 12.42268 0.021395 0.044814 0.071257 1.005736
1610812_aVvi.8804 Transcr ibed locus, moderately similar to XP_483668.1 putative acyl carrier protein III, chlorop        4627.238 4433.104 6504.378 6248.66 16 12.17594 12.1141 12.6672 12.60933 0.0072889 11.64887 0.03107765 3889 1.4076076 down 12.14502 12.63826 0.043723 0.040915 -0.493245 0.960972
1610813_aVvi.4837 Transcr ibed locus, weakly similar to NP_566569.1 stable protein 1-related [Arabidopsis thalia 4.641751 4.669891 4.516199 4.46321 16 2.214669 2.223389 2.175109 2.158082 0.0317036 5.481807 0.05948011 8848 1.0370128 up 2.219029 2.166595 0.006166 0.01204 0.0524338 1.024201
1610814_at 5.567573 5.525921 5.293375 5.306296 16 2.477049 2.466215 2.404188 2.407705 0.0074339 11.53343 0.03119524 3953 1.0465821 up 2.471632 2.405946 0.007661 0.002487 0.0656855 1.027301
1610815_aVvi.12398 Transcr ibed locus, moderately similar to NP_912583.1 Putative leucine-rich repeat transmem 165.53 169.9784 240.3168 302.2028 16 7.370949 7.409207 7.908793 8.239373 0.0543936 4.110778 0.08802441 10258 1.6065938 down 7.390078 8.074083 0.027053 0.233755 -0.684005 0.915284
1610816_aVvi.9567 Transcr ibed locus, moderately similar to NP_564824.1 AAA-type ATPase family protein [Arab 18.42236 10.68591 7.594812 7.599185 16 4.203386 3.417638 2.925014 2.925844 0.1530493 2.252838 0.20135696 12618 1.8468705 up 3.810512 2.925429 0.555608 5.87E-04 0.8850827 1.302548
1610817_at 5.845549 5.860722 5.630783 5.67975 16 2.547339 2.551078 2.493336 2.505827 0.0168257 7.611643 0.04117028 6784 1.0349973 up 2.549208 2.499581 0.002644 0.008833 0.0496271 1.019854
1610818_aVvi.1628 Transcr ibed locus, weakly similar to NP_199316.1 expressed protein [Arabidopsis thaliana] 77.12193 66.00475 123.8349 132.5615 16 6.269069 6.044498 6.952274 7.050518 0.0204138 6.891421 0.04543632 7458 1.795783 down 6.156783 7.001396 0.158796 0.069469 -0.844613 0.879365
1610819_aVvi.6738 Transcr ibed locus, moderately similar to NP_175708.2 cytidylyltransferase family [Arabidopsis 684.1274 661.6011 673.4138 674.0765 16 9.418121 9.369818 9.39535 9.396769 0.9389648 0.086478 0.94810206 16441 1.0014493 down 9.39397 9.396059 0.034156 0.001003 -0.002089 0.999778
1610820_aVvi.3519 Transcr ibed locus, weakly similar to NP_188856.2 far-red impaired responsive protein, putativ 3.311533 3.325939 3.212376 3.231393 16 1.727499 1.733762 1.683641 1.692156 0.0149545 8.08538 0.0388888 6382 1.0300627 up 1.730631 1.687899 0.004428 0.006021 0.0427321 1.025317
1610821_aVvi.6228 Transcr ibed locus, moderately similar to NP_180607.1 trans-cinnamate 4-monooxygenase / c 668.4002 795.7011 514.0425 435.7134 16 9.384568 9.636083 9.005744 8.767236 0.0692583 3.599532 0.10612155 10834 1.5409665 up 9.510325 8.88649 0.177848 0.168651 0.623835 1.0702
1610822_aVvi.7164 Transcr ibed locus, moderately similar to NP_563946.1 RNA recognition motif (RRM)-contai   592.2808 566.881 511.4689 500.2076 16 9.210137 9.146902 8.998503 8.966383 0.0311884 5.52912 0.05882213 8801 1.1455793 up 9.17852 8.982443 0.044714 0.022712 0.196077 1.021829
1610823_aVvi.3543 Transcr ibed locus, weakly similar to NP_566237.1 pentatricopeptide (PPR) repeat-containing 16.59473 12.28596 16.14723 14.63935 16 4.052653 3.618939 4.013215 3.87178 0.6859567 0.46779 0.722559 15760 1.0767635 down 3.835796 3.942497 0.306683 0.100009 -0.1067014 0.972936
1610824_sVvi.8 GO:000905StSy mRNA for stilbene synthase 3571.34 4250.779 4616.164 5085.15 14 11.80225 12.05351 12.17248 12.31208 0.1602057 2.187582 0.20906584 12721 1.24349 down 11.92788 12.24228 0.177669 0.09871 -0.314395 0.974319
1610825_aVvi.7775 Transcr ibed locus, weakly similar to NP_916624.1 B1142C05.34 [Oryza sativa (japonica cultiv 98.1763 90.66803 78.12547 72.00915 16 6.617303 6.502523 6.287721 6.170108 0.0564583 4.028238 0.09053621 10352 1.2578835 up 6.559913 6.228914 0.081162 0.083165 0.3309984 1.053139
1610826_aVvi.10048 Transcr ibed locus, moderately similar to NP_563730.1 expressed protein [Arabidopsis thalian 1601.204 1508.289 1799.562 1746.273 16 10.64494 10.5587 10.81343 10.77006 0.0589324 3.934944 0.09354115 10458 1.1407061 down 10.60182 10.79175 0.060984 0.030665 -0.189927 0.982401
1610827_at 6.829382 6.792412 6.361221 6.354446 16 2.771755 2.763924 2.669304 2.667766 0.0016107 24.88656 0.02492374 1069 1.0712569 up 2.767839 2.668535 0.005537 0.001087 0.0993044 1.037213
1610828_aVvi.1014 Transcr ibed locus, weakly similar to NP_567543.1 human Rev interacting-like family protein / 1163.148 1087.115 1239.235 1264.115 16 10.18382 10.08629 10.27523 10.30391 0.0933111 3.039952 0.13403974 11555 1.1130513 down 10.13505 10.28957 0.068964 0.020278 -0.15452 0.984983
1610829_at 7.351891 7.361281 7.755506 7.105273 16 2.878115 2.879957 2.955221 2.82889 0.8557935 0.206093 0.8755166 16227 1.0090652 down 2.879036 2.892056 0.001302 0.089329 -0.0130193 0.995498
1610830_aVvi.10264 Transcr ibed locus, weakly similar to XP_473296.1 OSJNBb0039L24.13 [Oryza sativa (japonic 6.919072 6.969161 6.629574 6.673277 16 2.790579 2.800985 2.728916 2.738396 0.0125927 8.826919 0.03657357 5715 1.0440029 up 2.795782 2.733656 0.007358 0.006703 0.0621256 1.022726
1610831_aVvi.3369 Transcr ibed locus, moderately similar to XP_467437.1 DegP protease-like [Oryza sativa (japo 298.9937 295.4783 428.8985 394.2872 16 8.223971 8.206908 8.744493 8.623103 0.0166978 7.641499 0.04104473 6753 1.383534 down 8.21544 8.683798 0.012065 0.085835 -0.468358 0.946065
1610832_aVvi.548 Transcr ibed locus, weakly similar to NP_200438.1 WRKY family transcr iption factor [Arabidop  238.8873 245.8668 259.8864 214.9055 16 7.900187 7.941734 8.021737 7.747559 0.8179109 0.261891 0.84221023 16122 1.0254894 up 7.92096 7.884648 0.029378 0.193873 0.0363124 1.004605
1610833_aVvi.11557 Transcr ibed locus, moderately similar to NP_197393.1 expressed protein [Arabidopsis thalian 280.2987 250.4712 279.4215 303.3525 16 8.130821 7.9685 8.126299 8.244851 0.3088772 1.352352 0.3643842 14072 1.0987893 down 8.049661 8.185576 0.114778 0.083829 -0.1359145 0.983396
1610834_at 3.395005 3.412464 3.302714 3.324214 16 1.763414 1.770814 1.723652 1.733013 0.0228608 6.49991 0.04844709 7833 1.0272454 up 1.767114 1.728333 0.005233 0.006619 0.0387809 1.022438
1610835_aVvi.3179 Transcr ibed locus, weakly similar to NP_567153.1 vesicle-associated membrane family protei 573.8098 546.653 566.3641 589.5472 16 9.164429 9.094481 9.145586 9.203464 0.4254086 0.992858 0.4805166 14697 1.0317323 down 9.129456 9.174524 0.04946 0.040926 -0.045068 0.995088
1610836_aVvi.1396 Transcr ibed locus, moderately similar to NP_567513.1 acyl-CoA oxidase (ACX1) [Arabidopsi 977.3424 879.2865 885.0245 854.758 16 9.93272 9.78019 9.789574 9.739372 0.3705414 1.145624 0.4263152 14429 1.0658333 up 9.856455 9.764473 0.107855 0.035498 0.091982 1.00942
1610837_aVvi.6086 Transcr ibed locus 4.37622 4.386625 4.204419 4.215976 16 2.129685 2.133112 2.071907 2.075867 0.0020661 21.96586 0.02556811 1338 1.0406694 up 2.131398 2.073887 0.002423 0.0028 0.0575118 1.027731
1610838_aVvi.5856 Transcr ibed locus 6.531882 6.563605 6.303606 6.239069 16 2.707499 2.714489 2.656177 2.641331 0.0169379 7.585738 0.04132911 6803 1.0440854 up 2.710994 2.648754 0.004942 0.010498 0.0622397 1.023498
1610839_aVvi.6495 Transcr ibed locus, moderately similar to NP_198104.1 mitochondrial substrate carrier family 1972.144 1883.373 1609.838 1620.064 16 10.94555 10.8791 10.6527 10.66184 0.0168518 7.605597 0.04120376 6789 1.1933848 up 10.91233 10.65727 0.046985 0.00646 0.255059 1.023933
1610840_at 3.700875 3.718469 3.573237 3.608153 16 1.887866 1.894709 1.837232 1.85126 0.0264363 6.027725 0.05288534 8298 1.033144 up 1.891288 1.844246 0.004838 0.00992 0.0470415 1.025507
1610841_at 2.592517 2.606039 2.522305 2.532468 16 1.374353 1.381859 1.334743 1.340544 0.0134635 8.531015 0.03738229 5978 1.0284433 up 1.378106 1.337644 0.005307 0.004102 0.0404624 1.030249
1610842_aVvi.5579 Transcr ibed locus, weakly similar to NP_850871.1 expressed protein [Arabidopsis thaliana] 867.2496 968.5352 850.7805 720.0355 16 9.760304 9.919661 9.732643 9.491924 0.2554131 1.577475 0.31008178 13674 1.1709653 up 9.839982 9.612284 0.112682 0.170214 0.227698 1.023688
1610843_at 7.929863 8.018971 7.261548 7.304015 16 2.987296 3.003417 2.860277 2.86869 0.0047916 14.39436 0.02932456 2706 1.0949563 up 2.995357 2.864483 0.011399 0.005949 0.1308732 1.045688
1610844_aVvi.2241 Transcr ibed locus, moderately similar to NP_564310.1 syntaxin 61 (SYP61) / osmotic stess- s 622.4222 626.0845 764.0934 794.0249 16 9.28175 9.290214 9.577605 9.63304 0.0076212 11.38926 0.03135112 4027 1.2477602 down 9.285982 9.605323 0.005985 0.039199 -0.319341 0.966754
1610845_aVvi.9193 Transcr ibed locus 195.6243 201.9389 261.4542 232.6945 16 7.611942 7.657775 8.030415 7.862294 0.0701091 3.575143 0.107218 10854 1.2409937 down 7.634858 7.946354 0.032409 0.118879 -0.311496 0.9608
1610846_aVvi.15440 Transcr ibed locus 73.14105 81.9624 126.5281 123.0464 16 6.19261 6.35689 6.983314 6.943059 0.0147575 8.140399 0.03877961 6313 1.6115361 down 6.27475 6.963186 0.116164 0.028465 -0.6884365 0.901132
1610847_aVvi.11415 Transcr ibed locus, moderately similar to NP_680138.1 expressed protein [Arabidopsis thalian 2711.282 2497.491 2668.934 2654.172 16 11.40476 11.28626 11.38205 11.37405 0.6387439 0.547894 0.6795966 15603 1.0228082 down 11.34551 11.37805 0.083789 0.005658 -0.032536 0.99714
1610848_aVvi.5083 Transcr ibed locus 5.929756 6.116839 5.624516 5.617543 16 2.567973 2.612786 2.491729 2.489939 0.0471841 4.439105 0.07902259 9912 1.0714358 up 2.59038 2.490834 0.031688 0.001265 0.0995455 1.039965
1610849_at 3.958032 3.984856 3.859144 3.876349 16 1.984783 1.994528 1.948281 1.954699 0.0225775 6.541991 0.0481108 7790 1.0268074 up 1.989655 1.95149 0.00689 0.004538 0.0381656 1.019557
1610850_at 8820.208 9803.744 13318.63 12958.56 16 13.1066 13.25912 13.70116 13.66162 0.0240739 6.328105 0.05004362 7985 1.4127747 down 13.18286 13.68139 0.107847 0.027959 -0.498531 0.963561
1610851_at 640.3038 722.7092 703.9959 571.9893 16 9.322613 9.497272 9.459423 9.159844 0.6213787 0.578521 0.66337955 15549 1.0720034 up 9.409943 9.309633 0.123502 0.211834 0.10031 1.010775
1610852_at 4.74976 4.815216 4.538716 4.631625 16 2.247855 2.267601 2.182284 2.211519 0.0747838 3.448376 0.11263371 11022 1.043063 up 2.257728 2.196901 0.013963 0.020672 0.0608263 1.027687
1610853_aVvi.9966 Transcr ibed locus, weakly similar to NP_565107.1 isoflavone reductase, putative [Arabidopsis 20.34226 28.87733 532.7208 469.9793 16 4.346408 4.851865 9.057236 8.876453 0.0037552 16.2727 0.02823139 2207 20.644823 down 4.599136 8.966845 0.357412 0.127832 -4.3677086 0.512905
1610854_aVvi.780 Transcr ibed locus, moderately similar to NP_180517.1 proliferating cell nuclear antigen 2 (P 679.7144 669.7367 1953.073 2087.957 16 9.408785 9.38745 10.93153 11.02788 9.72E-04 32.0549 0.02255868 710 2.9929867 down 9.398117 10.9797 0.015086 0.068127 -1.581586 0.855954
1610855_aVvi.2302 Transcr ibed locus, moderately similar to NP_199935.2 ubiquinol-cytochrome C chaperone fa 1005.397 937.5986 235.0891 246.1869 16 9.973549 9.872827 7.877063 7.94361 8.98E-04 33.34725 0.02235831 665 4.035789 up 9.923187 7.910337 0.071221 0.047056 2.0128505 1.254458
1610856_aVvi.14274 Transcr ibed locus 2024.598 1975.368 1901.101 1771.973 16 10.98342 10.94791 10.89262 10.79114 0.1478797 2.302645 0.19543853 12561 1.0895876 up 10.96566 10.84188 0.025112 0.071756 0.123782 1.011417
1610857_aVvi.15623 Transcr ibed locus 3.099138 3.110874 3.007042 3.021897 16 1.631867 1.63732 1.588345 1.595455 0.0108315 9.530273 0.03489026 5153 1.0300351 up 1.634594 1.5919 0.003856 0.005027 0.0426936 1.026819
1610858_at 8.585754 8.59405 9.000125 8.354016 16 3.101945 3.103338 3.169945 3.06247 0.8242835 0.252428 0.84773517 16141 1.0094476 down 3.102642 3.116208 9.85E-04 0.075996 -0.013566 0.995647
1610859_sVvi.5783 Transcr ibed locus, weakly similar to NP_568802.1 expressed protein [Arabidopsis thaliana] 4167.152 3965.435 7107.765 6530.097 16 12.02485 11.95326 12.79518 12.67289 0.008924 10.51473 0.03263354 4539 1.6759498 down 11.98906 12.73404 0.050617 0.086473 -0.744979 0.941497
1610860_at 10.59475 10.48055 8.833419 8.549576 16 3.405278 3.389643 3.142972 3.095853 0.0078759 11.20138 0.03146963 4154 1.212553 up 3.39746 3.119412 0.011055 0.033318 0.2780478 1.089135
1610861_aVvi.5655 Transcr ibed locus 7.210984 7.288996 6.765605 6.631886 16 2.850196 2.86572 2.758219 2.729419 0.0199292 6.977295 0.04491782 7365 1.0823288 up 2.857958 2.743819 0.010977 0.020365 0.1141388 1.041599
1610862_aVvi.10280 Transcr ibed locus, weakly similar to NP_191824.1 expressed protein [Arabidopsis thaliana] 21.40892 20.50555 70.01402 65.28035 16 4.42014 4.357943 6.129572 6.028577 0.0012291 28.49708 0.02331889 872 3.2266407 down 4.389041 6.079074 0.04398 0.071414 -1.690033 0.721992
1610863_aVvi.1265 Transcr ibed locus, weakly similar to NP_610352.2 CG8711-PA [Drosophila melanogaster] 1167.188 1191.253 1216.153 1087.133 16 10.18882 10.21827 10.24811 10.08631 0.7017822 0.441849 0.73701817 15807 1.0255026 up 10.20354 10.16721 0.02082 0.114407 0.036331 1.003573
1610864_aVvi.15458 Transcr ibed locus 6.617401 6.418282 11.26685 8.331016 16 2.726265 2.682187 3.494013 3.058492 0.1205051 2.613515 0.16538586 12095 1.4866103 down 2.704226 3.276253 0.031168 0.307959 -0.5720265 0.825402
1610865_aVvi.10647 Transcr ibed locus, weakly similar to XP_464877.1 unknown protein [Oryza sativa (japonica cu 21.11976 22.35985 68.95969 53.78853 16 4.400522 4.482839 6.107681 5.749227 0.0149558 8.085014 0.0388888 6383 2.802616 down 4.44168 5.928454 0.058207 0.253466 -1.486774 0.749214
1610866_aVvi.1195 Transcr ibed locus, moderately similar to XP_511249.1 PREDICTED: similar to epsilon isofor 5752.453 5872.101 5514.113 5431.558 16 12.48996 12.51966 12.42891 12.40715 0.0421763 4.71389 0.07271146 9629 1.0619969 up 12.50481 12.41803 0.021001 0.015388 0.086779 1.006988
1610867_aVvi.6056 Transcr ibed locus, weakly similar to NP_568647.1 expressed protein [Arabidopsis thaliana] 498.6041 452.3372 592.5259 599.2165 16 8.961751 8.821255 9.210734 9.226934 0.0436372 4.628974 0.07465625 9703 1.2546905 down 8.891502 9.218834 0.099346 0.011455 -0.327332 0.964493
1610868_sVvi.39 Transcr ibed locus, moderately similar to NP_178073.1 phosphoglycerate kinase, putative [Ara 6576.023 6736.346 8152.031 7324.16 16 12.683 12.71775 12.99294 12.83845 0.1127983 2.719424 0.15674064 11945 1.1609619 down 12.70038 12.9157 0.024573 0.109246 -0.21532 0.983329
1610869_aVvi.367 Transcr ibed locus, strongly similar to NP_910779.1 putative NADH dehydrogenase [Oryza sa 1685.878 1800.11 1051.362 1002.215 16 10.71928 10.81387 10.03804 9.968976 0.0058378 13.03066 0.03005582 3223 1.6970949 up 10.76658 10.00351 0.066882 0.048838 0.7630675 1.07628
1610870_at 11.32396 11.50084 9.886658 9.441728 9 3.501307 3.523667 3.305483 3.239051 0.0206293 6.854186 0.04562733 7505 1.1811728 up 3.512487 3.272267 0.015811 0.046975 0.2402201 1.073411
1610871_sVvi.7843 Transcr ibed locus, strongly similar to NP_195235.1 catalase 2 [Arabidopsis thaliana] 6097.045 5471.84 1481.982 1414.884 16 12.5739 12.41781 10.53331 10.46647 0.0018043 23.51014 0.02511424 1190 3.9888256 up 12.49585 10.49989 0.110369 0.047266 1.995964 1.190094
1610872_aVvi.5226 Transcr ibed locus, moderately similar to NP_171707.1 chalcone and stilbene synthase family  3.651061 3.669046 3.529448 3.559398 16 1.868316 1.875405 1.819443 1.831633 0.0223949 6.569522 0.04786791 7766 1.0326293 up 1.87186 1.825538 0.005013 0.00862 0.0463224 1.025375
1610873_aVvi.14902 Transcr ibed locus 5.379901 5.418363 5.222168 5.198626 16 2.42758 2.437857 2.384649 2.37813 0.0137653 8.435029 0.03764673 6068 1.0362188 up 2.432718 2.38139 0.007267 0.00461 0.0513287 1.021554
1610874_at 5.857936 5.956583 5.556939 5.625779 16 2.550392 2.574485 2.47429 2.492053 0.0338487 5.296402 0.062232 9029 1.0564811 up 2.562439 2.483172 0.017036 0.01256 0.079267 1.031922
1610875_aVvi.684 Transcr ibed locus, moderately similar to NP_174351.1 coatomer protein epsilon subunit famil 2125.377 2115.241 2743.577 2682.557 16 11.0535 11.04661 11.42184 11.38939 0.0021692 21.43588 0.02580234 1390 1.279485 down 11.05006 11.40562 0.004877 0.022945 -0.355563 0.968826
1610876_aVvi.15107 Transcr ibed locus 36.9249 36.07239 35.28013 35.4158 16 5.206522 5.172823 5.140784 5.146321 0.1140921 2.700944 0.15816276 11975 1.0324842 up 5.189673 5.143553 0.023829 0.003916 0.0461195 1.008966
1610877_aVvi.4679 Transcr ibed locus, weakly similar to NP_186925.1 histidyl-tRNA synthetase, putative / histidin    425.2581 503.5883 610.2808 592.5051 16 8.732195 8.976101 9.253329 9.210684 0.0926699 3.052095 0.13333097 11538 1.2994113 down 8.854148 9.232006 0.172468 0.030155 -0.377858 0.959071
1610878_at 7.930617 7.970177 7.561547 7.347811 16 2.987433 2.994612 2.918681 2.877315 0.0473386 4.431315 0.07919972 9921 1.066604 up 2.991023 2.897998 0.005076 0.029251 0.0930247 1.0321
1610879_aVvi.15043 Transcr ibed locus 482.5356 516.8273 583.4268 545.372 16 8.914492 9.013538 9.188408 9.091097 0.1270069 2.531303 0.17259976 12215 1.1295416 down 8.964015 9.139752 0.070037 0.068809 -0.175737 0.980772
1610880_sVvi.10474 Transcr ibed locus, moderately similar to NP_916255.1 putative auxin-responsive GH3 protein 8205.289 7934.189 5243.997 5009.127 16 13.00234 12.95387 12.35645 12.29034 0.0038963 15.97366 0.02844575 2273 1.5742941 up 12.9781 12.3234 0.034274 0.046745 0.654705 1.053127
1610881_at 5.914472 6.009717 5.651241 5.658701 16 2.564249 2.587297 2.498568 2.500471 0.0222305 6.594601 0.04764058 7746 1.054277 up 2.575773 2.499519 0.016297 0.001346 0.0762539 1.030507
1610882_sVvi.10485 Transcr ibed locus, moderately similar to NP_194639.1 ethylene-responsive family protein [Ara  279.3343 277.6678 796.3283 709.7216 16 8.125849 8.117216 9.637219 9.471109 0.0033531 17.22595 0.02783547 1987 2.6993883 down 8.121532 9.554165 0.006104 0.117458 -1.432633 0.850051
1610883_aVvi.8202 Transcr ibed locus 380.812 399.6619 555.2222 518.9302 16 8.572935 8.642636 9.116921 9.019397 0.0165303 7.681079 0.04084489 6718 1.3758974 down 8.607786 9.068159 0.049286 0.06896 -0.460373 0.949232
1610884_aVvi.2711 Transcr ibed locus 5.973209 8.272698 4.915154 4.762529 16 2.578506 3.048358 2.297237 2.251728 0.149844 2.283441 0.19778259 12577 1.4529147 up 2.813432 2.274482 0.332235 0.03218 0.5389499 1.236955
1610885_aVvi.6643 Transcr ibed locus 120.0929 164.3316 468.6202 465.3299 16 6.908007 7.360467 8.872275 8.86211 0.0166267 7.658223 0.04096715 6737 3.324084 down 7.134236 8.867193 0.319937 0.007188 -1.7329567 0.804565
1610886_aVvi.201 Transcr ibed locus, weakly similar to NP_180571.2 ubiquitin family protein [Arabidopsis thalian 222.0038 201.1036 148.7378 147.0666 16 7.794441 7.651796 7.216627 7.200326 0.018907 7.169046 0.04375713 7172 1.4286398 up 7.723118 7.208476 0.100865 0.011527 0.5146423 1.071394
1610887_aVvi.15676 Transcr ibed locus 6.565663 6.591926 6.480141 6.43868 16 2.714941 2.7207 2.696025 2.686765 0.0400354 4.846453 0.07007313 9484 1.0184854 up 2.71782 2.691395 0.004072 0.006548 0.0264254 1.009818
1610888_aVvi.6520 Transcr ibed locus, moderately similar to NP_198776.1 expressed protein [Arabidopsis thalian 1437.758 1403.001 1692.935 1713.868 16 10.48961 10.4543 10.72531 10.74304 0.0056267 13.27498 0.02979867 3132 1.1993254 down 10.47195 10.73418 0.024964 0.012536 -0.262224 0.975571
1610889_aVvi.6029 Transcr ibed locus 10.37589 10.43391 20.97861 18.06415 16 3.375163 3.383208 4.390847 4.175057 0.0139738 8.370551 0.03792499 6114 1.870945 down 3.379185 4.282952 0.005688 0.152586 -0.9037671 0.788985
1610890_at 38.42505 38.23066 36.01299 36.43429 16 5.263975 5.256658 5.170445 5.187225 0.0123839 8.902439 0.03634378 5656 1.0581044 up 5.260317 5.178835 0.005174 0.011865 0.081482 1.015734
1610891_x_at 17.51504 16.14842 14.41163 13.52513 16 4.130522 4.013321 3.849162 3.75757 0.0688654 3.610944 0.10565059 10820 1.2046008 up 4.071921 3.803366 0.082874 0.064765 0.2685551 1.07061
1610892_aVvi.12173 Transcr ibed locus 4.002575 4.014664 3.8697 3.878131 16 2.000928 2.005279 1.952222 1.955362 0.0029468 18.38085 0.02745355 1781 1.0347714 up 2.003104 1.953792 0.003077 0.00222 0.0493121 1.025239
1610893_at 3.18549 3.19483 3.098656 3.111948 16 1.671515 1.675739 1.631643 1.637818 0.0091222 10.39833 0.03287308 4606 1.027328 up 1.673627 1.63473 0.002987 0.004366 0.0388969 1.023794
1610894_aVvi.8870 Transcr ibed locus, weakly similar to NP_196028.2 expressed protein [Arabidopsis thaliana] 153.4162 99.82678 48.06038 67.76384 16 7.261307 6.641355 5.586776 6.082444 0.1065028 2.813813 0.14953993 11823 2.1685357 up 6.951331 5.83461 0.438372 0.35049 1.116721 1.191396
1610895_aVvi.6481 Transcr ibed locus 4.057224 4.075481 3.919616 3.955792 16 2.020493 2.02697 1.970712 1.983966 0.0243587 6.289614 0.05044322 8016 1.0326793 up 2.023732 1.977339 0.00458 0.009372 0.0463923 1.023462
1610896_at 1352.98 1640.098 1938.656 1911.027 16 10.40193 10.67957 10.92084 10.90013 0.1173224 2.656065 0.16189724 12030 1.2921203 down 10.54075 10.91049 0.196322 0.014644 -0.36974 0.966112
1610897_aVvi.11945 Transcr ibed locus 6.03711 5.967644 7.425466 5.779004 16 2.593858 2.577162 2.892482 2.530821 0.558011 0.696826 0.60450107 15324 1.0913709 down 2.58551 2.711651 0.011806 0.255733 -0.1261415 0.953482
1610898_at 3.624464 3.627868 3.496508 3.512603 16 1.857768 1.859122 1.805915 1.81254 0.0046866 14.55598 0.02932391 2650 1.0347034 up 1.858445 1.809228 9.58E-04 0.004685 0.0492172 1.027203
1610899_aVvi.7313 Transcr ibed locus, moderately similar to NP_188674.1 endoribonuclease L-PSP family protei 2832.856 2790.356 3392.325 3283.659 16 11.46804 11.44623 11.72806 11.68109 0.0107741 9.556061 0.03484985 5130 1.1870943 down 11.45714 11.70457 0.01542 0.033213 -0.247435 0.97886
1610900_aVvi.9271 Transcr ibed locus, moderately similar to NP_198343.1 arogenate dehydrogenase [Arabidops 205.3499 232.2383 255.5015 253.5125 16 7.68194 7.859462 7.997188 7.985913 0.1310459 2.483138 0.17703828 12288 1.1654196 down 7.770701 7.99155 0.125527 0.007972 -0.2208494 0.972365
1610901_aVvi.7574 Transcr ibed locus, moderately similar to NP_198805.1 expressed protein [Arabidopsis thalian 892.6185 930.9404 1303.223 1123.269 16 9.8019 9.862545 10.34787 10.13349 0.0669917 3.66668 0.10334479 10761 1.3272644 down 9.832222 10.24068 0.042883 0.15159 -0.408456 0.960114
1610902_at 1026.755 967.2894 757.4902 874.0922 16 10.00388 9.917804 9.565084 9.771642 0.1204649 2.614044 0.16536774 12093 1.2247418 up 9.96084 9.668363 0.060862 0.146059 0.292477 1.030251
1610903_at 5.828908 5.865146 5.51226 5.510131 16 2.543226 2.552167 2.462644 2.462087 0.0027443 19.04974 0.02700983 1685 1.0609311 up 2.547696 2.462365 0.006323 3.94E-04 0.0853308 1.034654
1610904_aVvi.1514 Transcr ibed locus, moderately similar to NP_564858.1 ubiquitin carboxyl-terminal hydrolase f 985.4235 987.9516 1099.022 1098.67 16 9.9446 9.948297 10.102 10.10154 1.44E-04 83.3926 0.0168302 136 1.1136724 down 9.946448 10.10177 0.002614 3.26E-04 -0.155325 0.984624
1610905_aVvi.14994 Transcr ibed locus 4.516039 4.556206 4.404286 4.426989 16 2.175058 2.187833 2.138908 2.146326 0.0343327 5.256945 0.06284364 9069 1.0272794 up 2.181446 2.142617 0.009033 0.005245 0.0388286 1.018122
1610906_aVvi.15211 Transcr ibed locus 3.881592 3.902923 3.767894 3.788407 16 1.956649 1.964555 1.913758 1.921591 0.0163924 7.714133 0.04063114 6697 1.0302018 up 1.960602 1.917675 0.005591 0.005539 0.0429269 1.022385
1610907_aVvi.14436 Transcr ibed locus 4.415331 4.446277 4.24926 4.257973 16 2.142522 2.152598 2.087211 2.090167 0.0078603 11.21264 0.0314613 4142 1.0416499 up 2.14756 2.088689 0.007125 0.00209 0.0588706 1.028185
1610908_aVvi.12095 Transcr ibed locus, weakly similar to NP_850241.1 exostosin family protein [Arabidopsis thalia 175.3873 177.0496 179.4113 177.1732 16 7.454401 7.46801 7.487127 7.469017 0.2748981 1.48909 0.330427 13811 1.0117598 down 7.461206 7.478072 0.009623 0.012806 -0.0168665 0.997745
1610909_at 99.92351 97.26594 77.23924 80.76888 16 6.642752 6.603863 6.271262 6.335727 0.013573 8.495833 0.03749396 6009 1.2481686 up 6.623307 6.303495 0.027499 0.045584 0.3198125 1.050736
1610910_aVvi.4088 Transcr ibed locus, weakly similar to NP_189308.1 light responsive protein-related [Arabidops 6.361167 6.319797 5.912813 5.897435 16 2.669292 2.659878 2.563845 2.560088 0.0024298 20.24977 0.02636745 1528 1.0737207 up 2.664585 2.561966 0.006656 0.002657 0.1026187 1.040055
1610911_aVvi.3806 Transcr ibed locus, moderately similar to NP_176933.1 expressed protein [Arabidopsis thalian 117.2678 114.1248 169.8804 178.8453 16 6.873663 6.834469 7.408375 7.482568 0.004995 14.09619 0.02943507 2810 1.5067143 down 6.854066 7.445472 0.027715 0.052463 -0.591406 0.920568
1610912_at 274.8644 267.6869 218.668 226.4686 16 8.102576 8.064403 7.772598 7.823167 0.012081 9.015395 0.03595679 5573 1.2189225 up 8.083489 7.797883 0.026993 0.035758 0.285606 1.036626
1610913_aVvi.529 Transcr ibed locus, strongly similar to NP_680114.1 expressed protein [Arabidopsis thaliana] 119.4835 115.9028 161.6699 160.9143 16 6.900667 6.856771 7.336907 7.330149 0.0023755 20.48093 0.02619858 1502 1.370601 down 6.878719 7.333528 0.031039 0.004779 -0.4548086 0.937982
1610914_at 219.3305 215.1263 182.3705 148.1803 16 7.776963 7.74904 7.510729 7.211211 0.1160933 2.672933 0.16056699 12002 1.3213676 up 7.763001 7.36097 0.019744 0.211791 0.4020319 1.054617
1610915_at 4.117701 4.140669 4.01232 4.012019 16 2.041839 2.049864 2.004437 2.004329 0.0092345 10.33404 0.03305301 4636 1.029161 up 2.045851 2.004383 0.005674 7.65E-05 0.0414686 1.020689
1610916_aVvi.15769 Transcr ibed locus 43.45136 41.4752 41.1523 42.98031 16 5.44133 5.374177 5.362901 5.425604 0.7965345 0.293891 0.82336503 16060 1.0094016 up 5.407753 5.394253 0.047484 0.044337 0.0135 1.002503
1610917_aVvi.15257 Transcr ibed locus 4.109843 4.112526 3.943558 3.956071 16 2.039083 2.040025 1.979498 1.984068 0.0016274 24.75873 0.02492374 1083 1.0408565 up 2.039554 1.981783 6.66E-04 0.003232 0.0577711 1.029151
1610918_aVvi.8555 Transcr ibed locus 170.3108 238.0539 314.0979 252.5102 16 7.412026 7.895145 8.295071 7.980198 0.2352032 1.678773 0.28903356 13509 1.3986634 down 7.653585 8.137634 0.341616 0.222649 -0.4840486 0.940517
1610919_aVvi.1314 Transcr ibed locus, strongly similar to NP_197502.1 Ras-related GTP-binding nuclear protei 2007.384 2028.075 1925.756 1971.712 16 10.9711 10.9859 10.91121 10.94523 0.1134396 2.710228 0.15744218 11961 1.0354642 up 10.9785 10.92822 0.010461 0.024059 0.050277 1.004601
1610920_at 290.4141 287.8391 205.3033 206.2125 16 8.181968 8.169119 7.681613 7.687988 2.14E-04 68.42698 0.01744732 201 1.405168 up 8.175543 7.6848 0.009086 0.004508 0.490743 1.063859
1610921_at 13.43337 13.61481 12.2482 10.9578 12 3.747749 3.767105 3.614498 3.453886 0.1100403 2.759836 0.15359753 11893 1.1673479 up 3.757427 3.534192 0.013687 0.11357 0.2232347 1.063164
1610922_at 7.156933 6.437013 5.734043 5.469607 16 2.839341 2.686391 2.519553 2.451437 0.0802782 3.313245 0.11892983 11205 1.2119846 up 2.762867 2.485495 0.108152 0.048165 0.2773715 1.111596
1610923_aVvi.7002 Transcr ibed locus, moderately similar to NP_195634.1 isoflavone reductase, putative [Arabido 967.1954 801.9775 1632.025 1788.054 16 9.917664 9.647418 10.67245 10.80417 0.0238544 6.358225 0.04977136 7956 1.9396139 down 9.782541 10.73831 0.191092 0.093145 -0.95577 0.910994
1610924_aVvi.264 Transcr ibed locus, weakly similar to XP_468353.1 putative translation initiation factor eIF-2B e 211.5859 228.9697 321.714 334.4186 16 7.7251 7.839013 8.329635 8.385511 0.0119339 9.071836 0.03581035 5531 1.4902107 down 7.782056 8.357573 0.080549 0.039511 -0.5755167 0.931138
1610925_aVvi.9504 Transcr ibed locus, weakly similar to NP_566915.1 protein kinase family protein / U-box domai 21.39625 28.10798 32.1166 29.42638 16 4.419286 4.812908 5.005247 4.879038 0.2553996 1.577539 0.31008178 13673 1.2535726 down 4.616097 4.942143 0.278332 0.089243 -0.3260455 0.934027
1610926_sVvi.13902 Transcr ibed locus 2612.471 2499.905 2683.929 2541.431 16 11.3512 11.28766 11.39013 11.31143 0.5985711 0.619841 0.6420389 15477 1.0219681 down 11.31943 11.35078 0.044931 0.055653 -0.031351 0.997238
1610927_aVvi.10660 Transcr ibed locus, weakly similar to NP_198686.1 expressed protein [Arabidopsis thaliana] 443.0801 674.0373 575.2553 823.932 16 8.791424 9.396685 9.168058 9.686381 0.4910381 0.836187 0.542685 15021 1.2597742 down 9.094054 9.427219 0.427984 0.36651 -0.333165 0.964659
1610928_aVvi.12994 Transcr ibed locus 3.878928 3.919856 3.764578 3.792466 16 1.955658 1.970801 1.912488 1.923136 0.0391136 4.906783 0.06885424 9430 1.0319815 up 1.963229 1.917812 0.010708 0.007529 0.0454171 1.023682
1610929_aVvi.2693 Transcr ibed locus, weakly similar to NP_193847.2 ribophorin II (RPN2) family protein [Arabid 7.0689 7.100132 6.789716 6.695737 16 2.821486 2.827846 2.763351 2.743243 0.0211415 6.767991 0.04625212 7585 1.0507131 up 2.824666 2.753297 0.004497 0.014219 0.0713688 1.025921
1610930_aVvi.4955 Transcr ibed locus 2.487536 2.51355 2.437529 2.460325 16 1.314717 1.329726 1.285419 1.298849 0.0961353 2.98785 0.13734704 11618 1.021074 up 1.322222 1.292134 0.010613 0.009496 0.0300876 1.023285
1610931_at 21.81659 22.1549 18.83476 18.80478 16 4.447353 4.469554 4.235326 4.233028 0.0024667 20.09719 0.02642097 1549 1.1681917 up 4.458454 4.234177 0.015698 0.001625 0.2242771 1.052968
1610932_aVvi.9473 Transcr ibed locus 526.2961 512.4846 708.1184 665.2854 16 9.039731 9.001365 9.467847 9.37783 0.0144709 8.222391 0.03842309 6250 1.3216044 down 9.020548 9.422838 0.027129 0.063652 -0.40229 0.957307
1610933_aVvi.13474 Transcr ibed locus, weakly similar to NP_565048.1 mitochondrial substrate carrier family prote 3.689027 3.70832 3.572241 3.600539 16 1.883241 1.890766 1.83683 1.848213 0.022729 6.51939 0.0482841 7814 1.0313128 up 1.887003 1.842521 0.005321 0.008049 0.044482 1.024142
1610934_sVvi.7814 Transcr ibed locus, moderately similar to NP_191188.1 expressed protein [Arabidopsis thalian 2051.801 1926.648 5.343503 6.120835 16 11.00268 10.91188 2.417786 2.613729 1.64E-04 78.17748 0.0168302 160 347.6565 up 10.95728 2.515757 0.064203 0.138553 8.441519 4.355459
1610935_aVvi.11046 Transcr ibed locus, weakly similar to NP_182081.1 cytochrome P450 76C2, putative (CYP76C 7.26603 7.311079 7.11729 7.062295 16 2.861167 2.870084 2.831328 2.820137 0.0306899 5.576001 0.05820355 8753 1.0280379 up 2.865626 2.825733 0.006305 0.007913 0.0398934 1.014118
1610936_aVvi.5567 Transcr ibed locus, weakly similar to NP_182051.1 expressed protein [Arabidopsis thaliana] 65.6589 75.49903 331.4324 351.6221 16 6.036919 6.238387 8.372571 8.457882 0.002299 20.82011 0.02616672 1457 4.848618 down 6.137652 8.415226 0.142459 0.060324 -2.2775736 0.729351
1610937_aVvi.1861 Transcr ibed locus, weakly similar to NP_177592.1 ABA-responsive protein (HVA22a) [Arabid  17.50738 32.79108 12.85035 12.37717 16 4.129891 5.035232 3.683736 3.62961 0.1779389 2.041748 0.2280662 12952 1.899854 up 4.582562 3.656673 0.640172 0.038273 0.9258885 1.253205
1610938_aVvi.9182 Transcr ibed locus, moderately similar to XP_470803.1 absci sic acid-inducible protein kinase 132.1331 102.7753 67.62179 60.10724 16 7.045848 6.68335 6.079416 5.909467 0.049061 4.346878 0.08128855 10019 1.8278621 up 6.864599 5.994442 0.256325 0.120172 0.8701573 1.145161
1610939_aVvi.9822 Transcr ibed locus, weakly similar to NP_196062.1 kelch repeat-containing protein [Arabidops 76.47115 78.49461 100.4608 105.1879 16 6.256844 6.294522 6.650488 6.716825 0.008629 10.69537 0.03222181 4445 1.3268214 down 6.275682 6.683657 0.026643 0.046907 -0.4079743 0.938959
1610940_aVvi.2835 Transcr ibed locus, weakly similar to NP_568780.1 expressed protein [Arabidopsis thaliana] 15.34768 15.51092 18.247 15.21568 16 3.939949 3.955212 4.189588 3.927487 0.4869728 0.845239 0.5387366 15005 1.0799441 down 3.94758 4.058537 0.010793 0.185333 -0.1109567 0.972661
1610941_aVvi.14528 Transcr ibed locus 7.91779 9.13437 6.863605 7.06764 16 2.985098 3.191305 2.778966 2.821229 0.1115588 2.737411 0.1553384 11922 1.2210345 up 3.088202 2.800098 0.145811 0.029884 0.288104 1.102891
1610942_aVvi.8609 Transcr ibed locus, weakly similar to NP_566792.1 expressed protein [Arabidopsis thaliana] 66.82449 92.65943 108.7034 131.9033 16 6.062305 6.533866 6.764254 7.043337 0.1576087 2.210792 0.20627664 12684 1.5217274 down 6.298085 6.903795 0.333444 0.197342 -0.6057102 0.912264
1610943_aVvi.15337 Transcr ibed locus 4.347878 4.37208 4.193657 4.215144 16 2.120311 2.12832 2.068209 2.075582 0.0106093 9.63116 0.03472034 5072 1.037003 up 2.124316 2.071895 0.005663 0.005213 0.0524201 1.025301
1610944_aVvi.8029 Transcr ibed locus, strongly similar to NP_850344.1 calmodulin-2/3/5 (CAM2) (CAL1) [Arabi 8145.346 8002.432 8828.538 8768.382 16 12.99176 12.96622 13.10796 13.0981 0.0119595 9.061938 0.03583663 5539 1.0897784 down 12.97899 13.10303 0.018057 0.006974 -0.124035 0.990534
1610945_aVvi.6015 Transcr ibed locus, weakly similar to XP_539937.1 PREDICTED: similar to ubiquitin protein l 140.1826 139.1339 132.0284 125.9457 16 7.131163 7.12033 7.044704 6.976658 0.0791489 3.339913 0.11769001 11164 1.0830243 up 7.125747 7.010681 0.00766 0.048116 0.1150657 1.016413
1610946_aVvi.12253 Transcr ibed locus, weakly similar to XP_475179.1 'unknown protein, contains endonuclease/e 145.0087 141.3804 178.9951 188.2995 16 7.179996 7.143438 7.483776 7.556885 0.0127406 8.774531 0.036716 5757 1.2821931 down 7.161717 7.52033 0.02585 0.051696 -0.3586134 0.952314
1610947_at 54.79569 62.48533 33.53675 45.62326 9 5.775991 5.965445 5.067671 5.511698 0.1377905 2.407154 0.1844391 12402 1.4959207 up 5.870718 5.289684 0.133965 0.313974 0.5810337 1.109843
1610948_aVvi.4340 Transcr ibed locus 4.051068 4.072413 3.888576 3.905997 16 2.018302 2.025884 1.959242 1.965691 0.0068942 11.98132 0.03077344 3716 1.0421963 up 2.022093 1.962466 0.005361 0.00456 0.0596269 1.030384
1610949_s_at 12923.77 13492.26 6180.696 6451.165 16 13.65774 13.71985 12.59355 12.65534 0.0016895 24.29813 0.02493529 1117 2.091218 up 13.68879 12.62445 0.043915 0.043692 1.064343 1.084308
1610950_aVvi.2433 Transcr ibed locus, moderately similar to XP_473117.1 OSJNBa0043L24.16 [Oryza sativa (jap 6.05382 6.10943 5.793331 5.777779 16 2.597846 2.611038 2.534393 2.530515 0.008998 10.47082 0.03275264 4560 1.0511639 up 2.604442 2.532454 0.009328 0.002742 0.0719876 1.028426
1610951_aVvi.15364 Transcr ibed locus 4.449612 4.471573 4.342999 4.282541 16 2.153679 2.160782 2.118691 2.098467 0.0452605 4.53937 0.07665157 9802 1.0342978 up 2.157231 2.108579 0.005023 0.014301 0.0486517 1.023073
1610952_aVvi.675 Transcr ibed locus, weakly similar to XP_467717.1 putative Altered Response to Gravity [Oryza   307.603 289.4011 257.2623 279.8723 16 8.264926 8.176927 8.007096 8.128625 0.1781304 2.040282 0.22824118 12956 1.1119298 up 8.220926 8.067861 0.062225 0.085934 0.153065 1.018972
1610953_at 4.272109 4.257241 4.149594 4.148974 16 2.094949 2.089919 2.05297 2.052755 0.0040219 15.72069 0.02864461 2328 1.0278083 up 2.092434 2.052862 0.003557 1.52E-04 0.0395713 1.019276
1610954_aVvi.5160 Transcr ibed locus, moderately similar to XP_475145.1 'putative triglyceride lipase, PF01764' 600.8419 588.998 334.0402 332.4631 16 9.230842 9.202119 8.383878 8.37705 3.12E-04 56.63483 0.01827131 279 1.7851133 up 9.21648 8.380465 0.02031 0.004828 0.836015 1.099758
1610955_sVvi.554 GO:000681Putative aquaporin (delta-TIP gene) 19056.14 18529.31 20458.82 20258.88 16 14.21797 14.17752 14.32044 14.30627 0.0326813 5.395078 0.06081992 8920 1.0834303 down 14.19774 14.31335 0.0286 0.010019 -0.115607 0.991923
1610956_aVvi.3322 Transcr ibed locus, moderately similar to XP_467453.1 putative diphosphate-fructose-6-phosp 6900.911 7286.825 8106.178 7618.027 16 12.75257 12.83108 12.98481 12.8952 0.1306544 2.487715 0.17663884 12279 1.1081713 down 12.79182 12.94 0.055511 0.06336 -0.148181 0.988549
1610957_aVvi.9250 Transcr ibed locus 43.12528 23.33348 13.5911 17.93459 16 5.430462 4.54433 3.76459 4.164673 0.1700723 2.103883 0.21959406 12857 2.0318081 up 4.987396 3.964632 0.62659 0.282901 1.0227644 1.257972
1610958_at 435.9526 435.0331 418.7221 409.6212 16 8.768027 8.764981 8.709849 8.678146 0.0450054 4.553138 0.07637531 9782 1.0515416 up 8.766504 8.693998 0.002154 0.022417 0.072506 1.00834
1610959_aVvi.2935 Transcr ibed locus, weakly similar to XP_473304.1 OSJNBb0039L24.21 [Oryza sativa (japonic 1465.223 1394.786 613.1635 628.7089 16 10.51691 10.44583 9.260128 9.296248 0.0010959 30.18212 0.02282907 796 2.3024638 up 10.48137 9.278189 0.050259 0.025541 1.203178 1.129678
1610960_at 11.76014 10.05943 13.91943 11.47842 16 3.555834 3.330476 3.799028 3.520852 0.3495538 1.211069 0.40562192 14306 1.1621407 down 3.443155 3.65994 0.159352 0.1967 -0.2167848 0.940768
1610961_sVvi.1152 Transcr ibed locus 724.0716 663.173 859.3351 751.0757 16 9.499989 9.373241 9.747077 9.552815 0.2072249 1.839421 0.25945303 13259 1.1593621 down 9.436615 9.649946 0.089624 0.137364 -0.213331 0.977893
1610962_x_at 39.79635 44.73163 39.98537 26.35565 16 5.314564 5.483223 5.3214 4.72004 0.3495747 1.211001 0.40562192 14307 1.2996953 up 5.398894 5.020721 0.11926 0.425226 0.3781735 1.075323
1610963_at 4.038153 4.035743 3.876678 3.892428 16 2.013696 2.012834 1.954821 1.96067 0.0028231 18.78093 0.0270467 1726 1.0392333 up 2.013265 1.957746 6.09E-04 0.004136 0.0555195 1.028359
1610964_aVvi.3417 Transcr ibed locus, weakly similar to XP_467886.1 F-box protein-like [Oryza sativa (japonica c 97.49855 93.3658 117.9651 102.4988 16 6.607308 6.544823 6.882216 6.679463 0.1933219 1.930342 0.2446102 13120 1.1525058 down 6.576066 6.780839 0.044184 0.143368 -0.2047739 0.969801
1610965_at 7.972904 7.432045 7.134666 6.662516 16 2.995105 2.893759 2.834846 2.736067 0.1537074 2.246663 0.20209473 12626 1.116494 up 2.944432 2.785457 0.071663 0.069847 0.1589756 1.057073
1610966_aVvi.15298 Transcr ibed locus 3.261116 3.283559 3.180993 3.193616 16 1.705366 1.71526 1.669477 1.675191 0.0218868 6.647938 0.04728857 7683 1.0266747 up 1.710313 1.672334 0.006997 0.00404 0.0379791 1.02271
1610967_aVvi.9659 Transcr ibed locus 3.631621 3.650526 3.529578 3.548132 16 1.860614 1.868105 1.819496 1.82706 0.0163763 7.718027 0.04061306 6693 1.0288848 up 1.864359 1.823278 0.005297 0.005349 0.0410814 1.022532
1610968_aVvi.663 Transcr ibed locus, weakly similar to NP_181620.1 cysteine protease inhibitor, putative / cystat 1989.345 1851.139 1758.974 1744.359 16 10.95808 10.8542 10.78052 10.76848 0.1281404 2.517572 0.17390557 12232 1.0955365 up 10.90614 10.7745 0.073454 0.008512 0.131637 1.012217
1610969_aVvi.7640 Transcr ibed locus, moderately similar to NP_177287.1 expressed protein [Arabidopsis thalian 215.1571 221.4627 342.1087 350.6989 16 7.749247 7.79092 8.418311 8.454089 0.0016954 24.25564 0.02493529 1125 1.586796 down 7.770083 8.4362 0.029467 0.025299 -0.6661166 0.921041
1610970_aVvi.9544 Transcr ibed locus, moderately similar to NP_187124.1 auxin-responsive protein / indoleacetic 4.84524 4.574671 5.350179 4.754289 16 2.276568 2.193668 2.419587 2.24923 0.4045565 1.048154 0.45999917 14600 1.0712463 down 2.235118 2.334408 0.058619 0.120461 -0.0992901 0.957467
1610971_aVvi.4354 Transcr ibed locus, moderately similar to NP_649154.2 CG8103-PA, isoform A [Drosophila m 3.469464 3.487071 3.361707 3.377506 16 1.794713 1.802016 1.749194 1.755958 0.0116105 9.199538 0.03549833 5427 1.032247 up 1.798364 1.752576 0.005164 0.004783 0.0457882 1.026126
1610972_at 594.2867 588.0153 359.6208 336.6657 16 9.215015 9.19971 8.490333 8.395173 0.0039489 15.86615 0.02848929 2295 1.6989111 up 9.207363 8.442753 0.010823 0.067288 0.76461 1.090564
1610973_aVvi.12341 Transcr ibed locus, weakly similar to NP_199702.1 pentatricopeptide (PPR) repeat-containing 4.032055 4.032321 3.944578 3.93943 16 2.011515 2.011611 1.979871 1.977987 8.34E-04 34.6018 0.0221369 622 1.0228779 up 2.011563 1.978929 6.73E-05 0.001332 0.032634 1.016491
1610974_aVvi.12323 Transcr ibed locus, moderately similar to NP_197072.2 expressed protein [Arabidopsis thalian 12.21683 11.33366 11.51992 15.16881 16 3.610798 3.502542 3.526058 3.923036 0.5002383 0.815978 0.5513481 15062 1.1234041 down 3.55667 3.724547 0.076549 0.280706 -0.1678769 0.954927
1610975_aVvi.14367 Transcr ibed locus 3.984882 4.024146 3.853459 3.793546 16 1.994537 2.008683 1.946154 1.923547 0.0376545 5.006678 0.06697455 9333 1.0473613 up 2.00161 1.934851 0.010003 0.015986 0.0667591 1.034503
1610976_sVvi.1680 Transcr ibed locus, moderately similar to NP_181336.1 chaperone protein dnaJ-related [Arabi 631.997 587.7938 577.7112 570.4472 16 9.303774 9.199166 9.174205 9.15595 0.2452317 1.627161 0.29934102 13600 1.0617126 up 9.251471 9.165077 0.073969 0.012908 0.086394 1.009426
1610977_aVvi.13494 Transcr ibed locus, weakly similar to NP_568648.1 transducin family protein / WD-40 repeat fa   4.685088 4.662779 4.509923 4.476071 16 2.228076 2.22119 2.173103 2.162233 0.0125172 8.854012 0.0364859 5694 1.0402753 up 2.224633 2.167668 0.004869 0.007686 0.0569653 1.02628
1610978_aVvi.14769 Transcr ibed locus 4.151043 4.168178 4.035638 4.052393 16 2.053474 2.059417 2.012797 2.018774 0.010574 9.647489 0.03466397 5061 1.0285839 up 2.056445 2.015786 0.004202 0.004227 0.0406594 1.02017
1610979_aVvi.11231 Transcr ibed locus, weakly similar to NP_201420.1 ferredoxin--NADP(+) reductase, putative / 4.807557 4.833617 4.667969 4.679365 16 2.265304 2.273103 2.222795 2.226313 0.0090557 10.43698 0.03282576 4579 1.0314326 up 2.269204 2.224554 0.005515 0.002488 0.0446497 1.020071
1610980_at 3.028889 3.043145 2.940149 2.963993 16 1.598789 1.605563 1.555889 1.567542 0.0266424 6.003403 0.05308936 8330 1.0284417 up 1.602176 1.561716 0.00479 0.00824 0.04046 1.025907
1610981_sVvi.11569 Transcr ibed locus, weakly similar to XP_463993.1 hypothetical protein [Oryza sativa (japonica 5.899342 5.936245 5.670258 5.692541 16 2.560554 2.569551 2.503414 2.509073 0.0080664 11.06676 0.03159664 4234 1.0416052 up 2.565052 2.506244 0.006361 0.004001 0.0588086 1.023465
1610982_aVvi.5743 Transcr ibed locus, moderately similar to NP_181254.1 plasma membrane intrinsic protein 2B      450.1213 525.5605 1214.843 1286.281 16 8.81417 9.037713 10.24655 10.32899 0.0075656 11.43153 0.03134419 4004 2.570111 down 8.925941 10.28777 0.158069 0.058291 -1.361831 0.867626
1610983_aVvi.5355 Transcr ibed locus, weakly similar to NP_199182.1 sulfotransferase family protein [Arabidopsi 4.299785 4.301779 4.168194 4.188262 16 2.104265 2.104934 2.059423 2.066352 0.0068913 11.98381 0.03077344 3714 1.0293344 up 2.104599 2.062887 4.73E-04 0.0049 0.0417118 1.02022
1610984_aVvi.10034 Transcr ibed locus, moderately similar to NP_201263.2 AAA-type ATPase family protein [Arab 80.8244 74.0041 67.00212 91.49187 16 6.33672 6.209533 6.066135 6.515572 0.9464052 0.075904 0.9543379 16463 1.0123632 down 6.273127 6.290854 0.089934 0.3178 -0.0177269 0.997182
1610985_aVvi.10881 Transcr ibed locus 6.729597 6.754914 6.542335 7.273288 16 2.75052 2.755937 2.709806 2.862608 0.7082453 0.431371 0.74273825 15830 1.023122 down 2.753229 2.786207 0.003831 0.108047 -0.032978 0.988164
1610986_aVvi.9452 Transcr ibed locus 30.50744 29.93252 27.44272 27.02936 16 4.931089 4.903642 4.778352 4.756455 0.0134296 8.542008 0.03734637 5969 1.1095402 up 4.917366 4.767404 0.019408 0.015483 0.149962 1.031456
1610987_at 92.11937 107.0818 243.5255 251.5525 16 6.525433 6.742569 7.927929 7.974716 0.0070328 11.86136 0.03087309 3780 2.4920306 down 6.634001 7.951323 0.153539 0.033083 -1.3173216 0.834327
1610988_aVvi.4693 Transcr ibed locus, weakly similar to NP_909265.1 putative metallothionein-like protein [Oryza 3.707058 3.72767 3.60518 3.62056 16 1.890275 1.898274 1.850071 1.856213 0.014698 8.157213 0.03874717 6296 1.0289211 up 1.894274 1.853142 0.005656 0.004343 0.0411324 1.022196
1610989_aVvi.2500 Transcr ibed locus 6539.415 6811.447 7592.538 7254.12 16 12.67495 12.73375 12.89037 12.82459 0.0739126 3.471121 0.11156442 10998 1.111979 down 12.70435 12.85748 0.041578 0.046515 -0.153129 0.98809
1610990_aVvi.1671 Transcr ibed locus, moderately similar to NP_849993.1 semialdehyde dehydrogenase family p 4.362507 4.532898 9.563873 5.206798 16 2.125158 2.180434 3.257595 2.380396 0.2687896 1.51592 0.32403812 13770 1.5868874 down 2.152796 2.818996 0.039086 0.620273 -0.6661997 0.763675
1610991_aVvi.14491 Transcr ibed locus 3.886201 3.81316 3.654635 3.696201 16 1.958361 1.930987 1.869728 1.886043 0.0524742 4.191712 0.08571724 10162 1.0473825 up 1.944674 1.877885 0.019356 0.011537 0.0667885 1.035566
1610992_aVvi.10913 Transcr ibed locus, weakly similar to NP_568314.1 heat shock protein 100, putative / HSP100, 3.687661 3.721504 3.572461 3.597284 16 1.882706 1.895886 1.836918 1.846908 0.0291308 5.730209 0.05617511 8608 1.0333886 up 1.889296 1.841913 0.009319 0.007064 0.0473829 1.025725
1610993_at 2.407676 2.29817 2.356108 2.474606 8 1.267641 1.200485 1.236405 1.307199 0.5201351 0.773508 0.56991047 15151 1.0265038 down 1.234063 1.271802 0.047486 0.050059 -0.0377391 0.970326
1610994_x_at 7.752508 8.805239 7.306507 7.087478 16 2.954663 3.138362 2.869182 2.825272 0.1692934 2.110247 0.21885814 12841 1.1481296 up 3.046513 2.847227 0.129895 0.031049 0.1992856 1.069993
1610995_at 4277.953 4021.685 3178.784 3100.259 16 12.06271 11.97359 11.63426 11.59817 0.0140065 8.360573 0.03797861 6121 1.3212724 up 12.01815 11.61622 0.063017 0.025517 0.401928 1.034601
1610996_aVvi.6642 GO:004254Pectinesterase 459.8354 493.3639 1770.019 1790.262 16 8.844974 8.946508 10.78955 10.80596 7.30E-04 36.98549 0.02181481 554 3.7373402 down 8.895741 10.79775 0.071796 0.011601 -1.9020115 0.823851
1610997_aVvi.8786 Transcr ibed locus, moderately similar to NP_198122.1 40S ribosomal protein S21 (RPS21C) 4747.705 4995.5 6703.448 7029.407 16 12.21302 12.28641 12.71069 12.77919 0.0101192 9.865313 0.03399048 4938 1.4095396 down 12.24971 12.74494 0.051901 0.048437 -0.495224 0.961143
1610998_aVvi.6279 Transcr ibed locus 6.355822 6.453109 6.069666 6.061771 16 2.668079 2.689994 2.601617 2.599739 0.0191359 7.124785 0.04399702 7219 1.0558159 up 2.679037 2.600678 0.015497 0.001328 0.0783584 1.03013
1610999_aVvi.2013 Transcr ibed locus 8.941121 10.7531 8.235669 8.404096 16 3.160456 3.426681 3.041886 3.071092 0.2186745 1.77042 0.27145457 13373 1.1786039 up 3.293568 3.056489 0.18825 0.020652 0.2370789 1.077566
1611000_aVvi.1721 Transcr ibed locus, moderately similar to NP_565057.1 expressed protein [Arabidopsis thalian 857.041 774.9388 857.0375 877.4517 16 9.74322 9.597939 9.743215 9.777176 0.352597 1.201297 0.4086148 14325 1.0640861 down 9.67058 9.760195 0.10273 0.024014 -0.089615 0.990818
1611001_at 146.1273 148.2018 140.2819 146.9274 16 7.191082 7.21142 7.132185 7.19896 0.4141818 1.022247 0.46956068 14643 1.0250387 up 7.201251 7.165572 0.014381 0.047217 0.0356786 1.004979
1611002_sVvi.770 Transcr ibed locus, moderately similar to NP_566369.1 expressed protein [Arabidopsis thalian 379.425 374.5318 468.3177 431.6686 16 8.567671 8.548944 8.871344 8.75378 0.0506761 4.271555 0.08332417 10096 1.1927191 down 8.558308 8.812562 0.013242 0.08313 -0.254254 0.971149
1611003_x_at 5.11041 5.132785 5.191021 5.050269 16 2.353439 2.359742 2.376018 2.33636 0.9858714 0.019985 0.9883121 16560 1.0002781 up 2.356591 2.356189 0.004457 0.028042 0.0004012 1.00017
1611004_aVvi.10754 Transcr ibed locus, weakly similar to NP_200600.2 plastocyanin-like domain-containing protei 4.820902 4.80338 4.638905 4.661623 16 2.269303 2.26405 2.213784 2.220832 0.0078331 11.23233 0.0314613 4130 1.0348116 up 2.266676 2.217308 0.003714 0.004984 0.0493681 1.022265
1611005_at 4.966127 4.992959 4.765345 4.769618 16 2.312121 2.319895 2.252581 2.253874 0.0039161 15.93297 0.02847866 2281 1.0444771 up 2.316008 2.253227 0.005497 9.14E-04 0.0627808 1.027863
1611006_s_at 13473.32 13492.61 11839.65 14276.85 16 13.71782 13.71988 13.53134 13.80139 0.734975 0.388701 0.7672801 15902 1.03705 up 13.71885 13.66636 0.00146 0.190954 0.052485 1.00384
1611007_aVvi.7045 Transcr ibed locus, moderately similar to XP_483735.1 putative dihydroneopterin aldolase [Ory    612.8956 598.2033 659.4393 633.6858 16 9.259498 9.224492 9.365096 9.307624 0.1070968 2.804574 0.15025958 11832 1.0675955 down 9.241995 9.33636 0.024753 0.040639 -0.094365 0.989893
1611008_at 4800.912 4870.333 9020.957 8388.515 16 12.22909 12.2498 13.13907 13.0342 0.0039563 15.85124 0.02848929 2303 1.7989851 down 12.23945 13.08663 0.014645 0.074151 -0.847183 0.935263
1611009_at 424.2832 467.1838 871.2644 761.7856 16 8.728884 8.867847 9.766967 9.573241 0.0181905 7.31288 0.04288545 7041 1.8298677 down 8.798365 9.670104 0.098262 0.136985 -0.871739 0.909852
1611010_aVvi.1532 Transcr ibed locus, moderately similar to NP_194371.2 expressed protein [Arabidopsis thalian 455.4088 444.105 569.892 601.9526 16 8.831018 8.794757 9.154545 9.233506 0.0127452 8.772924 0.036716 5761 1.3023686 down 8.812887 9.194025 0.025641 0.055834 -0.381138 0.958545
1611011_aVvi.694 Transcr ibed locus, moderately similar to NP_201407.1 oxidoreductase, 2OG-Fe(II) oxygenas 3126.059 3254.04 3442.489 3406.106 16 11.61013 11.66802 11.74924 11.73391 0.0757579 3.423394 0.11382201 11049 1.0736315 down 11.63907 11.74157 0.040932 0.010839 -0.102499 0.99127
1611012_aVvi.6870 Transcr ibed locus, weakly similar to XP_466263.1 putative calmodulin-binding protein [Oryza   491.7779 525.5056 554.3391 589.6162 16 8.941863 9.037562 9.114625 9.203632 0.1221158 2.592578 0.16723312 12122 1.1246028 down 8.989713 9.159128 0.06767 0.062938 -0.169415 0.981503
1611013_aVvi.586 Transcr ibed locus, weakly similar to NP_915688.1 putative zinc finger protein [Oryza sativa (j 2676.384 2722.3 2601.473 2234.661 16 11.38607 11.41061 11.34511 11.12584 0.2778787 1.476269 0.33347857 13833 1.1195072 up 11.39834 11.23548 0.017353 0.155049 0.1628635 1.014495
1611014_aVvi.3157 Transcr ibed locus, moderately similar to NP_194580.1 prohibitin, putative [Arabidopsis thalian 2647.781 2611.588 3672.604 3874.563 16 11.37057 11.35071 11.84259 11.91982 0.0058153 13.05614 0.03002726 3214 1.4345151 down 11.36064 11.8812 0.014041 0.05461 -0.520563 0.956186
1611015_aVvi.2483 Transcr ibed locus 6.083348 6.151212 6.058086 5.739245 16 2.604866 2.620871 2.598862 2.520861 0.3145379 1.331381 0.3703102 14100 1.0374246 up 2.612868 2.559862 0.011317 0.055155 0.0530063 1.020707
1611016_at 102.2532 102.8793 104.3381 120.7464 16 6.676003 6.684808 6.705123 6.915836 0.3426763 1.233527 0.39878818 14265 1.0943495 down 6.680406 6.810479 0.006227 0.148997 -0.1300734 0.980901
1611017_at 3.782939 3.803008 3.664242 3.659807 16 1.919508 1.927141 1.873515 1.871768 0.0059153 12.94424 0.03008822 3259 1.0357552 up 1.923324 1.872641 0.005398 0.001235 0.050683 1.027065
1611018_aVvi.14968 Transcr ibed locus 3.774634 3.787193 3.664028 3.684253 16 1.916337 1.921129 1.873431 1.881372 0.0123576 8.912086 0.0363051 5650 1.0290631 up 1.918733 1.877401 0.003388 0.005616 0.0413314 1.022015
1611019_aVvi.13490 Transcr ibed locus 5.117644 5.145152 4.857244 4.977713 16 2.35548 2.363214 2.280138 2.315483 0.0766256 3.401527 0.11485543 11075 1.0435765 up 2.359347 2.297811 0.005469 0.024993 0.0615363 1.02678
1611020_aVvi.7177 Transcr ibed locus, weakly similar to NP_195447.1 expressed protein [Arabidopsis thaliana] 1259.17 1252.897 1583.686 1280.476 16 10.29826 10.29105 10.62907 10.32247 0.3589921 1.181084 0.4149542 14362 1.1337577 down 10.29466 10.47577 0.005095 0.216803 -0.181112 0.982711
1611021_aVvi.15317 Transcr ibed locus 5.532522 5.568766 6.077895 5.309652 16 2.467937 2.477358 2.603572 2.408617 0.7644733 0.342727 0.79447794 15974 1.0234545 down 2.472647 2.506095 0.006661 0.137854 -0.0334471 0.986654
1611022_aVvi.10784 Transcr ibed locus, moderately similar to NP_914971.1 putative ribonucleoprotein [Oryza sativ   53.87771 49.70588 99.50876 94.75723 16 5.751617 5.635345 6.636751 6.566164 0.0055637 13.35054 0.02971021 3108 1.8764126 down 5.693481 6.601458 0.082217 0.049913 -0.9079771 0.862458
1611023_aVvi.9850 Transcr ibed locus, strongly similar to NP_200611.1 transport protein particle (TRAPP) comp 787.4545 831.4781 715.0726 695.9471 16 9.621053 9.699534 9.481946 9.442834 0.0457395 4.51383 0.0772546 9828 1.1470304 up 9.660294 9.46239 0.055495 0.027656 0.197904 1.020915
1611024_aVvi.14559 Transcr ibed locus 53.31379 30.98087 25.46261 27.19804 16 5.736437 4.953306 4.670308 4.765431 0.2528821 1.589586 0.30750376 13652 1.5443522 up 5.344872 4.71787 0.553757 0.067262 0.6270017 1.132899
1611025_aVvi.10764 Transcr ibed locus, moderately similar to NP_563742.1 UDP-glucose transferase (UGT75B2 6.068569 6.124521 5.820835 5.730279 16 2.601356 2.614597 2.541226 2.518606 0.027048 5.956354 0.05353494 8387 1.0555983 up 2.607977 2.529916 0.009363 0.015995 0.0780609 1.030855
1611026_aVvi.15363 Transcr ibed locus 5.253452 5.238704 4.941168 4.968086 16 2.393266 2.38921 2.304852 2.31269 0.0028508 18.68903 0.0270467 1748 1.0588268 up 2.391238 2.308771 0.002868 0.005542 0.0824666 1.035719
1611027_aVvi.6249 Transcr ibed locus, weakly similar to NP_564676.1 beta-fructosidase, putative / beta-fructofura   2210.642 2477.936 2055.947 1901.009 16 11.11025 11.27492 11.00559 10.89255 0.1349617 2.438379 0.18136908 12353 1.1838768 up 11.19259 10.94907 0.116442 0.07993 0.243519 1.022241
1611028_aVvi.6050 Transcr ibed locus, weakly similar to XP_467103.1 putative TATA-binding protein associated f 555.6981 564.1741 549.4084 528.1154 16 9.118157 9.139997 9.101735 9.044709 0.2088436 1.829363 0.26118433 13274 1.0394748 up 9.129077 9.073222 0.015443 0.040323 0.055855 1.006156
1611029_aVvi.2423 Transcr ibed locus 7.649634 8.256955 9.042766 11.73527 16 2.935391 3.04561 3.176764 3.552779 0.1962701 1.910347 0.2476422 13157 1.2961848 down 2.9905 3.364771 0.077937 0.265883 -0.3742714 0.888768
1611030_aVvi.1820 Transcr ibed locus, moderately similar to NP_567527.1 expressed protein [Arabidopsis thalian 647.4141 544.582 638.6396 619.0374 16 9.338545 9.089005 9.318858 9.273883 0.5815923 0.651486 0.62601113 15423 1.058921 down 9.213776 9.296371 0.176451 0.031802 -0.0825945 0.991115
1611031_aVvi.5278 Transcr ibed locus, strongly similar to NP_912523.1 Putative beta tubulin [Oryza sativa (japon 5.243043 5.272432 9.437893 9.1582 16 2.390404 2.398469 3.238465 3.195064 7.20E-04 37.25675 0.02180507 545 1.7682571 down 2.394436 3.216765 0.005702 0.030689 -0.8223281 0.744362
1611032_at 605.086 616.2712 483.6904 488.3253 16 9.240996 9.267422 8.91794 8.931699 0.002039 22.11216 0.02553182 1321 1.2564816 up 9.25421 8.92482 0.018686 0.009729 0.3293895 1.036907
1611033_aVvi.6393 Transcr ibed locus, strongly similar to NP_051051.1 RNA polymerase beta chain [Arabidopsis 10.22565 16.63135 16.83677 31.23928 16 3.354121 4.055833 4.073543 4.965289 0.2876369 1.435477 0.3432539 13911 1.7586137 down 3.704977 4.519416 0.496185 0.63056 -0.8144387 0.819791
1611034_aVvi.3205 Transcr ibed locus, strongly similar to NP_199088.1 glucose-6-phosphate isomerase, cytosol 264.0533 255.4432 247.6152 254.5466 16 8.044685 7.996858 7.951956 7.991786 0.2567057 1.571349 0.31142336 13684 1.0344766 up 8.020772 7.971871 0.033819 0.028164 0.048901 1.006134
1611035_at 31.27942 31.34249 30.53995 31.28487 16 4.967142 4.970048 4.932626 4.967393 0.3982903 1.065394 0.4535887 14577 1.0129656 up 4.968595 4.950009 0.002055 0.024584 0.0185853 1.003755
1611036_aVvi.8990 Transcr ibed locus, strongly similar to NP_917347.1 putative YLP [Oryza sativa (japonica culti 2117.454 2091.001 1944.609 1861.896 16 11.04812 11.02998 10.92526 10.86256 0.0470344 4.446694 0.07883541 9904 1.1058348 up 11.03905 10.89391 0.012825 0.044341 0.145136 1.013323
1611037_aVvi.12433 Transcr ibed locus, weakly similar to NP_915367.1 P0506B12.9 [Oryza sativa (japonica cultiva 6.533135 6.779585 6.122019 6.124722 16 2.707775 2.761197 2.614008 2.614644 0.0460355 4.498237 0.07761097 9846 1.0868554 up 2.734486 2.614326 0.037775 4.50E-04 0.12016 1.045962
1611038_at 692.6834 865.4302 1470.985 1535.587 16 9.436052 9.757274 10.52257 10.58458 0.0279997 5.849936 0.05470126 8497 1.9411454 down 9.596663 10.55357 0.227138 0.043846 -0.9569085 0.909328
1611039_sVvi.340 Transcr ibed locus, moderately similar to NP_200929.1 SNAP25 homologous protein SNAP33 1905.213 1993.974 1803.643 1795.17 16 10.89574 10.96143 10.8167 10.80991 0.0731608 3.491061 0.11066609 10974 1.0831867 up 10.92858 10.8133 0.046453 0.004803 0.115282 1.010661
1611040_aVvi.2149 Transcr ibed locus, moderately similar to NP_176682.1 expressed protein [Arabidopsis thalian 529.0336 507.8701 597.2463 612.7681 16 9.047215 8.988316 9.222182 9.259197 0.0234905 6.409082 0.04924108 7919 1.1670976 down 9.017765 9.24069 0.041649 0.026174 -0.222925 0.975876
1611041_sVvi.10543 Transcr ibed locus 6.474708 6.672134 7.73358 5.599393 16 2.694815 2.738148 2.951136 2.485271 0.994798 0.00736 0.99551755 16589 1.0011942 down 2.716482 2.718204 0.030641 0.329417 -0.0017218 0.999367
1611042_aVvi.4525 Transcr ibed locus, weakly similar to NP_851006.1 lipid-binding serum glycoprotein family pro  4.063465 4.063924 3.934812 3.93901 16 2.02271 2.022873 1.976295 1.977833 2.86E-04 59.11759 0.01827131 255 1.0322039 up 2.022792 1.977064 1.15E-04 0.001088 0.045728 1.023129
1611043_aVvi.3564 Transcr ibed locus 887.9675 709.9412 1006.349 900.5252 16 9.794363 9.471556 9.974915 9.814623 0.2834348 1.452827 0.33914125 13874 1.1989814 down 9.632959 9.894769 0.228259 0.113343 -0.26181 0.973541
1611044_aVvi.6309 Transcr ibed locus 10.75165 10.65084 8.463841 8.392959 16 3.426486 3.412895 3.081313 3.069179 6.99E-04 37.81142 0.02180507 529 1.2696623 up 3.419691 3.075246 0.00961 0.00858 0.3444447 1.112006
1611045_aVvi.8459 Transcr ibed locus 4.140609 4.163452 3.98299 3.993708 16 2.049843 2.05778 1.993852 1.997729 0.0057449 13.13653 0.02989878 3189 1.041037 up 2.053812 1.99579 0.005612 0.002742 0.0580214 1.029072
1611046_aVvi.12383 Transcr ibed locus 21484.63 21639.67 7984.018 9787.019 16 14.39102 14.40139 12.9629 13.25665 0.012802 8.753062 0.03674546 5782 2.4392328 up 14.3962 13.10978 0.007336 0.207716 1.2864275 1.098127
1611047_aVvi.8056 Transcr ibed locus, moderately similar to NP_568412.1 DNAJ heat shock protein, putative [Ara  11498.76 12603.6 9898.95 8942.769 16 13.48919 13.62155 13.27306 13.12651 0.0691963 3.601326 0.10606571 10830 1.2795061 up 13.55537 13.19978 0.093591 0.103629 0.355587 1.026939
1611048_aVvi.5314 Transcr ibed locus, moderately similar to NP_180122.1 phosphate translocator-related [Arabid 201.9653 200.9027 207.7431 200.1926 16 7.657963 7.650353 7.698657 7.645245 0.5773145 0.659586 0.62209225 15406 1.0124097 down 7.654158 7.671951 0.005381 0.037768 -0.0177934 0.997681
1611049_at 21.517 20.26798 23.13366 17.63406 16 4.427405 4.341131 4.531922 4.140293 0.832558 0.24019 0.8550651 16164 1.0339458 up 4.384268 4.336107 0.061005 0.276923 0.0481607 1.011107
1611050_at 9.706947 9.920237 8.66184 8.662858 16 3.279018 3.310375 3.114674 3.114843 0.007507 11.47654 0.03126878 3983 1.132835 up 3.294696 3.114759 0.022173 1.20E-04 0.1799378 1.057769
1611051_aVvi.5888 Transcr ibed locus, weakly similar to NP_175389.1 expressed protein [Arabidopsis thaliana] 6.756084 6.810387 6.577336 7.427171 16 2.756187 2.767737 2.717503 2.892813 0.6715787 0.491734 0.7095297 15713 1.0303941 down 2.761962 2.805158 0.008167 0.123962 -0.0431961 0.984601
1611052_aVvi.1560 Transcr ibed locus, moderately similar to NP_196763.1 17.6 kDa  class II heat shock protein (H 3.546653 3.563047 3.425439 3.443207 16 1.826458 1.833112 1.776289 1.783753 0.0099426 9.953871 0.03389936 4867 1.0350956 up 1.829785 1.780021 0.004705 0.005278 0.0497641 1.027957
1611053_aVvi.4801 Transcr ibed locus, moderately similar to NP_172382.1 luminal binding protein 3 (BiP-3) (BP3 3.413487 3.422338 3.315628 3.344087 16 1.771246 1.774982 1.729282 1.741612 0.0280245 5.847231 0.05472894 8500 1.0264527 up 1.773114 1.735447 0.002642 0.008719 0.037667 1.021704
1611054_aVvi.12125 Transcr ibed locus 5.482404 5.526507 5.459205 5.346425 16 2.454809 2.466368 2.448691 2.418575 0.236636 1.671227 0.29055768 13520 1.0188599 up 2.460589 2.433633 0.008174 0.021295 0.0269556 1.011076
1611055_aVvi.5936 Transcr ibed locus 4.406664 4.424746 4.353035 4.303463 16 2.139687 2.145595 2.122021 2.105498 0.0812088 3.291672 0.1199918 11235 1.0202205 up 2.142641 2.11376 0.004177 0.011684 0.0288811 1.013663
1611056_aVvi.255 Transcr ibed locus, weakly similar to NP_565658.1 tRNA isopentenyltransferase 2 / IPP transf 74.21075 79.39706 86.52029 76.0134 16 6.213556 6.311013 6.434967 6.248182 0.5301647 0.752698 0.57933223 15192 1.0564979 down 6.262285 6.341575 0.068912 0.132077 -0.0792899 0.987497
1611057_aVvi.9627 Transcr ibed locus, moderately similar to NP_566708.2 XS domain-containing protein [Arabid  1405.082 1424.183 1403.809 1432.038 16 10.45644 10.47592 10.45513 10.48385 0.8661931 0.190949 0.88479286 16252 1.0022991 down 10.46618 10.46949 0.013774 0.020311 -0.003313 0.999684
1611058_aVvi.5035 Transcr ibed locus, weakly similar to NP_179068.1 pathogenesis-related protein 1 (PR-1) [Ar 4333.457 4370.918 8124.369 6604.007 16 12.0813 12.09372 12.98804 12.68913 0.0374519 5.021001 0.06672166 9317 1.6830418 down 12.08751 12.83858 0.008781 0.211364 -0.751071 0.941499
1611059_aVvi.15488 Transcr ibed locus 3.617664 3.627635 3.495536 3.512635 16 1.855058 1.859029 1.805514 1.812554 0.0070113 11.87975 0.03087309 3766 1.033838 up 1.857044 1.809034 0.002808 0.004978 0.0480101 1.026539
1611060_at 772.3995 727.488 716.4239 800.3453 16 9.593204 9.50678 9.48467 9.644479 0.8872123 0.16053 0.90331775 16305 1.0101591 down 9.549992 9.564574 0.061111 0.113002 -0.014582 0.998475
1611061_aVvi.9705 Transcr ibed locus, moderately similar to NP_567570.1 GDSL-motif lipase/hydrolase family pr 4.102193 4.144859 3.975006 3.996991 16 2.036395 2.051323 1.990957 1.998915 0.0286128 5.784173 0.05549971 8558 1.0344927 up 2.043859 1.994936 0.010556 0.005627 0.0489234 1.024524
1611062_aVvi.14655 Transcr ibed locus 6.081101 6.173151 5.821384 5.812906 16 2.604333 2.626007 2.541362 2.53926 0.0205065 6.875332 0.04550574 7480 1.0532582 up 2.61517 2.540311 0.015326 0.001487 0.0748591 1.029468
1611063_aVvi.7215 Transcr ibed locus, weakly similar to NP_173153.1 SOUL heme-binding family protein [Arabid 8621.275 8727.222 512.9902 508.2828 16 13.07369 13.09131 9.002788 8.989488 7.30E-06 370.1803 0.00807677 14 16.986986 up 13.0825 8.996138 0.012461 0.009404 4.086358 1.454235
1611064_aVvi.10619 Transcr ibed locus, weakly similar to NP_199379.1 GDSL-motif lipase/hydrolase family protein 19.84508 19.13401 22.65609 19.65762 16 4.31071 4.258068 4.501827 4.297017 0.3902554 1.087953 0.44559842 14539 1.083 down 4.284389 4.399422 0.037223 0.144823 -0.1150332 0.973853
1611065_aVvi.1160 Transcr ibed locus, moderately similar to NP_195155.1 SWIB complex BAF60b domain-contai 2143.818 2210.81 2319.972 2382.401 16 11.06597 11.11036 11.17989 11.2182 0.0633417 3.782028 0.0989275 10629 1.0798888 down 11.08816 11.19905 0.03139 0.027089 -0.110883 0.990099
1611066_aVvi.2053 Transcr ibed locus, moderately similar to NP_566335.1 transducin family protein / WD-40 repe 281.0624 272.5817 315.3733 344.7542 16 8.134747 8.090545 8.300917 8.429424 0.0653816 3.716414 0.10140737 10703 1.1912898 down 8.112646 8.365171 0.031255 0.090869 -0.2525245 0.969812
1611067_aVvi.4732 Transcr ibed locus, moderately similar to NP_178351.1 PHD finger family protein [Arabidopsi  1759.325 1649.69 1378.154 1425.088 16 10.78081 10.68798 10.42852 10.47684 0.032809 5.384027 0.06091429 8941 1.2156378 up 10.73439 10.45268 0.065639 0.034163 0.281713 1.026951
1611068_aVvi.9570 Transcr ibed locus, weakly similar to NP_176885.2 expressed protein [Arabidopsis thaliana] 3.648051 3.690411 3.563815 3.5855 16 1.867126 1.883782 1.833422 1.842174 0.0571224 4.002622 0.09133636 10382 1.0264442 up 1.875454 1.837798 0.011778 0.006189 0.0376552 1.020489
1611069_aVvi.2677 Transcr ibed locus, weakly similar to NP_915910.1 P0468B07.6 [Oryza sativa (japonica cultiva 414.7794 306.9149 84.58248 93.02232 16 8.6962 8.261695 6.402287 6.539505 0.0126293 8.813866 0.03658449 5730 4.022387 up 8.478948 6.470896 0.307242 0.097028 2.008052 1.310321
1611070_aVvi.10559 Transcr ibed locus, weakly similar to NP_198216.2 SSXT protein-related / glycine-rich protein 6.408807 6.457264 6.212357 6.188602 16 2.680056 2.690923 2.635141 2.629613 0.0129187 8.712663 0.03683402 5821 1.0375006 up 2.685489 2.632377 0.007684 0.003908 0.0531123 1.020177
1611071_at 15.60352 26.73841 24.78793 30.67616 16 3.9638 4.740842 4.631566 4.939046 0.408943 1.036263 0.46447778 14616 1.3500242 down 4.352321 4.785306 0.549452 0.217421 -0.4329853 0.909518
1611072_aVvi.11342 Transcr ibed locus, moderately similar to NP_922331.1 putative glycine decarboxylase subunit    3467.855 3361.058 2841.567 2916.773 16 11.75983 11.7147 11.47247 11.51016 0.0139876 8.366325 0.0379448 6119 1.185874 up 11.73727 11.49131 0.031911 0.026648 0.245951 1.021403
1611073_aVvi.15255 Transcr ibed locus 5.314693 5.36646 5.06937 5.076627 16 2.409986 2.423971 2.341806 2.34387 0.0089663 10.48959 0.03271188 4548 1.0527333 up 2.416978 2.342838 0.009888 0.001459 0.0741401 1.031645
1611074_aVvi.9935 Transcr ibed locus, weakly similar to NP_180909.2 expressed protein [Arabidopsis thaliana] 400.6735 492.7528 1519.936 1442.69 16 8.646283 8.94472 10.5698 10.49455 0.0077607 11.28522 0.03137725 4105 3.332647 down 8.795502 10.53217 0.211027 0.053209 -1.736668 0.835108
1611075_aVvi.3823 Transcr ibed locus, moderately similar to NP_908806.1 P0487E11.18 [Oryza sativa (japonica c 669.6353 617.4064 664.1267 671.9606 16 9.387232 9.270077 9.375315 9.392233 0.4500115 0.931306 0.50357854 14835 1.0389452 down 9.328654 9.383774 0.082841 0.011963 -0.05512 0.994126
1611076_aVvi.15448 Transcr ibed locus 4.987877 5.001151 4.839963 4.856014 16 2.318426 2.32226 2.274996 2.279773 0.0050438 14.02724 0.02943507 2840 1.0302244 up 2.320343 2.277384 0.002711 0.003377 0.0429587 1.018863
1611077_at 34.20668 33.28916 37.2616 32.92085 11 5.096206 5.056981 5.219618 5.04093 0.6167211 0.586855 0.6592919 15529 1.0379094 down 5.076593 5.130274 0.027737 0.126352 -0.0536806 0.989537
1611078_aVvi.4001 Transcr ibed locus, weakly similar to NP_564391.1 WWE domain-containing protein / ceo prot 469.4772 458.3941 546.2199 520.7157 16 8.874911 8.840445 9.093338 9.024352 0.0348307 5.217199 0.06350552 9104 1.1496288 down 8.857677 9.058846 0.024372 0.04878 -0.2011685 0.977793
1611079_aVvi.15026 Transcr ibed locus 12.76991 11.37147 12.26623 21.69406 16 3.674676 3.507347 3.61662 4.439228 0.4072096 1.040945 0.46273056 14609 1.3537042 down 3.591012 4.027924 0.11832 0.581672 -0.4369125 0.891529
1611080_aVvi.11341 Transcr ibed locus, weakly similar to NP_849911.1 DNAJ heat shock protein, putative [Arabido 7.051231 7.192387 6.873635 6.877699 16 2.817875 2.846471 2.781073 2.781926 0.071269 3.542574 0.10842184 10912 1.0357481 up 2.832173 2.7815 0.02022 6.03E-04 0.0506733 1.018218
1611081_aVvi.215 Transcr ibed locus, moderately similar to NP_194113.1 glycoside hydrolase family 28 protein / 1233.5 1214.965 2001.287 1820.004 16 10.26854 10.2467 10.96671 10.82973 0.0115204 9.236088 0.03544051 5394 1.5589765 down 10.25762 10.89822 0.015446 0.096864 -0.640599 0.94122
1611082_sVvi.7454 Transcr ibed locus, strongly similar to NP_564878.1 60S ribosomal protein L10 (RPL10C) [Ar  16834.8 16493.4 17745.84 18215.85 16 14.03916 14.0096 14.11519 14.15291 0.0445546 4.577748 0.07583098 9753 1.0789812 down 14.02438 14.13405 0.020899 0.026666 -0.109669 0.992241
1611083_at 3.408878 3.4156 3.315272 3.332815 16 1.769297 1.772139 1.729127 1.736741 0.0113699 9.29807 0.03532254 5343 1.0265356 up 1.770718 1.732934 0.00201 0.005384 0.0377838 1.021803
1611084_aVvi.2169 Transcr ibed locus 111.577 126.294 96.58649 108.8872 16 6.801896 6.980642 6.59375 6.76669 0.2317661 1.697124 0.2854225 13480 1.1575296 up 6.891269 6.68022 0.126392 0.122288 0.211049 1.031593
1611085_aVvi.7168 Transcr ibed locus, weakly similar to NP_564753.1 expressed protein [Arabidopsis thaliana] 3.810641 3.822421 3.696795 3.703118 16 1.930034 1.934487 1.886275 1.88874 0.0032182 17.58491 0.02783547 1917 1.0315062 up 1.93226 1.887508 0.003149 0.001743 0.0447525 1.02371
1611086_aVvi.11512 Transcr ibed locus, moderately similar to NP_197782.1 transferase family protein [Arabidopsis 10.06135 10.46648 9.646252 9.455784 16 3.330752 3.387704 3.269968 3.241197 0.0831083 3.248719 0.12205975 11303 1.074485 up 3.359228 3.255583 0.040271 0.020344 0.1036453 1.031836
1611087_aVvi.3766 Transcr ibed locus, weakly similar to NP_565315.1 GCN5-related N-acetyltransferase (GNAT    37.40757 37.73914 36.82049 36.48311 16 5.225258 5.237989 5.202437 5.189157 0.060043 3.894895 0.09485526 10508 1.0251441 up 5.231624 5.195797 0.009002 0.009391 0.0358266 1.006895
1611088_aVvi.4483 Transcr ibed locus, strongly similar to NP_187291.2 DNA-dependent ATPase, putative [Arabi 269.9083 286.4666 265.3729 260.6697 16 8.076325 8.162223 8.051877 8.026079 0.2152467 1.790568 0.26792067 13337 1.0572346 up 8.119274 8.038979 0.060739 0.018242 0.080295 1.009988
1611089_at 15.44452 13.3288 12.7016 10.85364 16 3.949023 3.736475 3.666938 3.440107 0.2038301 1.860857 0.25580066 13228 1.2219847 up 3.842749 3.553523 0.150295 0.160394 0.2892263 1.081391
1611090_sVvi.12933 Transcr ibed locus 46.13322 46.11538 72.83619 68.33693 16 5.527734 5.527176 6.186584 6.094593 0.0055806 13.33012 0.02974141 3114 1.5295773 down 5.527455 6.140588 3.95E-04 0.065047 -0.613133 0.900151
1611091_s_at 4.392666 4.418232 4.236814 4.254832 16 2.135097 2.143469 2.08298 2.089102 0.009355 10.26632 0.03325414 4669 1.0375941 up 2.139283 2.086041 0.00592 0.004329 0.0532422 1.025523
1611092_aVvi.9399 Transcr ibed locus 66.55509 68.19602 120.7981 126.0632 16 6.056477 6.091616 6.916454 6.978004 0.0016429 24.64066 0.02493529 1088 1.8316994 down 6.074046 6.947229 0.024847 0.043522 -0.873183 0.874312
1611093_at 95.81604 91.96604 54.25788 57.92547 16 6.582195 6.523029 5.761761 5.856125 0.005561 13.35387 0.02970727 3106 1.6744293 up 6.552612 5.808943 0.041836 0.066726 0.7436693 1.128021
1611094_sVvi.12162 Transcr ibed locus, moderately similar to NP_191205.1 oxidoreductase, zinc-binding dehydrog 766.4579 791.6539 858.6015 865.2603 16 9.582063 9.628726 9.745845 9.75699 0.0259408 6.08736 0.05229953 8233 1.1065148 down 9.605394 9.751417 0.032996 0.007881 -0.146023 0.985025
1611095_aVvi.7879 Transcr ibed locus, weakly similar to NP_201042.2 invertase/pectin methylesterase inhibitor fa 8.330947 8.35823 9.157416 8.021738 16 3.058481 3.063197 3.194941 3.003915 0.7253839 0.403894 0.75874645 15871 1.0271084 down 3.060839 3.099428 0.003335 0.135075 -0.0385885 0.98755
1611096_at 4.578492 4.757895 4.291594 4.306459 16 2.194872 2.250323 2.101513 2.106502 0.0509286 4.260095 0.08366476 10105 1.0856733 up 2.222598 2.104008 0.03921 0.003528 0.1185901 1.056364
1611097_aVvi.13695 Transcr ibed locus, moderately similar to XP_479626.1 putative prephenate dehydratase [Oryz    57.99907 58.81594 66.90069 72.6405 16 5.857958 5.878135 6.063949 6.182702 0.0514076 4.238581 0.0843432 10118 1.1935662 down 5.868047 6.123325 0.014267 0.083971 -0.2552785 0.95831
1611098_aVvi.2239 Transcr ibed locus, weakly similar to NP_851167.1 expressed protein [Arabidopsis thaliana] 95.44156 92.46143 89.43964 88.41849 16 6.576546 6.53078 6.482842 6.466276 0.0830294 3.250475 0.12203025 11295 1.0563617 up 6.553663 6.474559 0.032361 0.011714 0.079104 1.012218
1611099_at 3.870163 3.916665 3.760736 3.784415 16 1.952395 1.969626 1.911015 1.92007 0.0428957 4.671541 0.0736419 9668 1.0320176 up 1.96101 1.915543 0.012184 0.006403 0.0454676 1.023736
1611100_sVvi.1579 Transcr ibed locus, moderately similar to NP_568280.1 expressed protein [Arabidopsis thalian 195.4377 224.9512 203.5944 175.2554 16 7.610565 7.813469 7.669554 7.453315 0.4166792 1.015634 0.47198308 14655 1.1100171 up 7.712017 7.561435 0.143475 0.152904 0.1505819 1.019914
1611101_at 6.247191 6.284178 5.961428 5.892656 16 2.643208 2.651724 2.575658 2.558918 0.0134424 8.537853 0.03735154 5972 1.0571483 up 2.647466 2.567288 0.006022 0.011837 0.0801777 1.031231
1611102_aVvi.3362 Transcr ibed locus, moderately similar to NP_191432.1 vacuolar ATP synthase subunit D (VA 1192.613 1241.259 1310.305 1362.43 16 10.21991 10.27759 10.35569 10.41197 0.0786295 3.352364 0.1171007 11146 1.0981518 down 10.24875 10.38383 0.040785 0.039795 -0.135077 0.986992
1611103_aVvi.8139 Transcr ibed locus, strongly similar to NP_913781.1 phosphoenolpyruvate carboxylase [Oryza 993.2636 922.077 925.8406 989.4215 16 9.956033 9.848743 9.85462 9.950441 0.998619 0.001982 0.9987393 16599 1.0000992 down 9.902388 9.902531 0.075865 0.067756 -0.000143 0.999986
1611104_aVvi.5405 Transcr ibed locus, moderately similar to NP_201145.1 adenylate kinase [Arabidopsis thaliana 1375.801 1299.99 2221.3 2210.167 16 10.42606 10.34429 11.11719 11.10994 0.0031604 17.74588 0.02773125 1887 1.6567932 down 10.38517 11.11356 0.057821 0.005126 -0.728394 0.934459
1611105_aVvi.14988 Transcr ibed locus 3.922221 3.95345 3.801571 3.803179 16 1.971671 1.983112 1.926596 1.927206 0.0126311 8.813204 0.03658449 5731 1.0356171 up 1.977392 1.926901 0.008091 4.32E-04 0.0504908 1.026203
1611106_aVvi.12418 Transcr ibed locus, moderately similar to NP_199794.1 expressed protein [Arabidopsis thalian 620.5443 628.4908 620.6133 564.0719 16 9.277391 9.295748 9.277551 9.139735 0.3788236 1.120976 0.43451914 14473 1.0555 up 9.28657 9.208643 0.012981 0.09745 0.077927 1.008462
1611107_aVvi.12874 Transcr ibed locus, moderately similar to XP_470162.1 unknown protein [Oryza sativa (japonic  532.43 515.7048 844.6278 826.8362 16 9.056448 9.010402 9.722172 9.691458 0.0016848 24.33212 0.02493529 1114 1.5948164 down 9.033424 9.706815 0.03256 0.021718 -0.673391 0.930627
1611108_aVvi.6441 Transcr ibed locus 7.935489 8.023578 7.553616 7.640752 16 2.988319 3.004246 2.917167 2.933714 0.0252826 6.169218 0.0515274 8145 1.0503293 up 2.996283 2.925441 0.011261 0.0117 0.0708418 1.024216
1611109_at 24.54892 23.51742 24.78858 24.26395 16 4.617588 4.555658 4.631604 4.600743 0.4830055 0.854148 0.5350542 14986 1.0206941 down 4.586623 4.616173 0.043791 0.021822 -0.0295506 0.993598
1611110_aVvi.6774 Transcr ibed locus, weakly similar to XP_472659.1 OSJNBa0086B14.1 [Oryza sativa (japonica 480.9491 420.0392 175.2785 191.8267 16 8.90974 8.71438 7.453505 7.58366 0.0081338 11.02022 0.03164294 4265 2.4511826 up 8.81206 7.518582 0.138141 0.092033 1.2934777 1.172037
1611111_aVvi.1854 Transcr ibed locus, moderately similar to NP_198942.1 protein kinase family protein [Arabidop 361.8966 352.0177 500.0284 452.067 16 8.499434 8.459504 8.965866 8.820393 0.0316766 5.484255 0.05944638 8845 1.3320609 down 8.479469 8.893129 0.028234 0.102865 -0.41366 0.953485
1611112_aVvi.6965 Transcr ibed locus, strongly similar to XP_474395.1 OSJNBa0032F06.16 [Oryza sativa (japon  1126.872 1139.653 1699.737 1685.242 16 10.13811 10.15438 10.7311 10.71874 3.11E-04 56.64801 0.01827131 278 1.4934772 down 10.14624 10.72492 0.011506 0.008736 -0.578675 0.946044
1611113_aVvi.3059 Transcr ibed locus, moderately similar to NP_849320.1 ubiquitin family protein [Arabidopsis th 828.5761 836.5363 1662.352 1507.162 16 9.69449 9.708284 10.69901 10.55762 0.005821 13.04961 0.03002726 3217 1.9012227 down 9.701387 10.62832 0.009754 0.099978 -0.926928 0.912787
1611114_aVvi.12518 Transcr ibed locus 3.837019 3.863024 3.714644 3.736079 16 1.939986 1.949731 1.893224 1.901525 0.0176889 7.418707 0.04223989 6951 1.033461 up 1.944858 1.897374 0.006891 0.00587 0.0474839 1.025026
1611115_sVvi.2681 Transcr ibed locus, moderately similar to XP_478452.1 putative Septum-promoting GTP-bindi 89.90615 95.42573 26.52636 24.09446 16 6.490348 6.576306 4.729355 4.59063 0.0018919 22.95783 0.02530472 1240 3.6637852 up 6.533327 4.659992 0.060782 0.098094 1.873335 1.402004
1611116_aVvi.15242 Transcr ibed locus 4.721416 4.700324 4.545846 4.543523 16 2.23922 2.23276 2.184549 2.183811 0.0039136 15.93807 0.02847866 2279 1.0365646 up 2.23599 2.18418 0.004568 5.21E-04 0.05181 1.023721
1611117_at 5.544947 5.583127 5.319147 5.1858 16 2.471174 2.481073 2.411195 2.374567 0.0482143 4.387835 0.08026236 9971 1.0593965 up 2.476123 2.392881 0.007 0.0259 0.0832426 1.034788
1611118_aVvi.4386 Transcr ibed locus, weakly similar to NP_565109.1 ribosomal protein L31 family protein [Arabi 4.623029 4.639869 4.476184 4.507673 16 2.208839 2.214084 2.162269 2.172383 0.0162537 7.747801 0.04046251 6668 1.031065 up 2.211461 2.167326 0.003709 0.007151 0.0441353 1.020364
1611119_aVvi.5614 Transcr ibed locus, moderately similar to XP_470256.1 Hypothetical protein [Oryza sativa (jap 4.017278 4.035588 3.881227 3.897814 16 2.006218 2.012779 1.956513 1.962665 0.008021 11.09839 0.03158401 4212 1.0352 up 2.009499 1.959589 0.004639 0.00435 0.0499096 1.025469
1611120_aVvi.10917 Transcr ibed locus 5.386633 5.31572 5.393082 5.565838 16 2.429384 2.410265 2.43111 2.476599 0.3017819 1.379313 0.3572833 14022 1.0238683 down 2.419824 2.453855 0.013519 0.032166 -0.0340302 0.986132
1611121_aVvi.11920 Transcr ibed locus, weakly similar to NP_199312.1 hypothetical protein [Arabidopsis thaliana] 92.56277 116.537 226.5742 204.7195 16 6.53236 6.864644 7.82384 7.677505 0.0285028 5.795818 0.05541207 8538 2.073647 down 6.698502 7.750672 0.23496 0.103474 -1.0521703 0.864248
1611122_at 5.995086 5.212474 6.491438 6.067149 16 2.583781 2.381968 2.698538 2.601019 0.2748516 1.489291 0.3303951 13810 1.1226467 down 2.482874 2.649778 0.142703 0.068957 -0.166904 0.937012
1611123_at 17.84329 17.77486 16.73732 17.00704 16 4.15731 4.151766 4.064997 4.08806 0.0223436 6.577332 0.04780253 7759 1.0555607 up 4.154538 4.076529 0.00392 0.016308 0.0780095 1.019136
1611124_aVvi.1169 Transcr ibed locus, strongly similar to NP_195761.1 stress- responsive protein, putative [Arab 11998.44 11993.29 2920.491 2835.567 16 13.55056 13.54994 11.512 11.46942 1.07E-04 96.74113 0.01628633 107 4.1685357 up 13.55025 11.49071 4.36E-04 0.030104 2.059541 1.179235
1611125_at 7.817562 7.883727 7.23837 7.212456 16 2.966719 2.978878 2.855665 2.850491 0.0030318 18.11995 0.02766159 1815 1.0865245 up 2.972798 2.853078 0.008598 0.003659 0.1197206 1.041962
1611126_at 4.43339 4.423674 4.254023 4.270268 16 2.14841 2.145245 2.088828 2.094327 0.0032805 17.41656 0.02783547 1947 1.0390396 up 2.146828 2.091577 0.002238 0.003888 0.0552507 1.026416
1611127_aVvi.12577 Transcr ibed locus, weakly similar to NP_190646.1 calmodulin-related protein, putative [Arabid  57.74217 91.55993 58.03807 65.4035 16 5.851553 6.516644 5.858927 6.031296 0.5585978 0.695676 0.6050261 15327 1.1801637 up 6.184099 5.945112 0.47029 0.121883 0.2389869 1.040199
1611128_aVvi.12673 Transcr ibed locus 6.857271 7.093988 6.639872 6.600678 16 2.777635 2.826597 2.731156 2.722614 0.0939865 3.02729 0.1348396 11571 1.0535297 up 2.802116 2.726885 0.034622 0.00604 0.0752312 1.027589
1611129_s_at 341.2879 369.3893 692.8102 727.4193 16 8.414845 8.528998 9.436317 9.506643 0.004468 14.91017 0.02926091 2532 1.9993867 down 8.471922 9.471479 0.080718 0.049729 -0.999557 0.894467
1611130_aVvi.4402 Transcr ibed locus 6.45818 6.505001 6.323124 8.157392 16 2.691128 2.701549 2.660638 3.028108 0.5051362 0.80537 0.5560819 15080 1.1080587 down 2.696338 2.844373 0.007369 0.259841 -0.1480343 0.947955
1611131_aVvi.4925 Transcr ibed locus, moderately similar to NP_565926.1 dehydration-responsive family protein 49.32834 57.02033 111.1943 108.3316 16 5.624345 5.833405 6.796939 6.759311 0.0100915 9.879066 0.03399048 4923 2.069454 down 5.728875 6.778125 0.147828 0.026607 -1.0492503 0.845201
1611132_aVvi.12732 Transcr ibed locus, moderately similar to NP_173115.1 TAZ zinc finger family protein / zinc fi      569.0334 558.4348 640.8208 527.9642 16 9.15237 9.125245 9.323777 9.044296 0.7778927 0.322154 0.8058011 16026 1.0318469 down 9.138807 9.184036 0.01918 0.197623 -0.045229 0.995075
1611133_aVvi.4622 Transcr ibed locus, moderately similar to NP_175113.1 FF domain-containing protein / WW d 784.5641 805.9992 1139.362 1144.31 16 9.615747 9.654634 10.15401 10.16026 0.0014205 26.50392 0.02409896 976 1.4358907 down 9.635191 10.15714 0.027497 0.00442 -0.521946 0.948613
1611134_aVvi.9530 Transcr ibed locus, moderately similar to XP_477797.1 putative transducin / WD-40 repeat pro 479.3884 481.4237 894.3461 949.2323 16 8.905051 8.911163 9.804689 9.890617 0.0020951 21.81311 0.02578561 1347 1.917924 down 8.908108 9.847653 0.004322 0.06076 -0.939545 0.904592
1611135_aVvi.6529 Transcr ibed locus, weakly similar to NP_187698.1 hydrolase, alpha/beta fold family protein [Ar 3.487249 3.497535 3.391601 3.41336 16 1.80209 1.806338 1.761967 1.771193 0.0177282 7.410257 0.04229992 6957 1.0264294 up 1.804214 1.76658 0.003004 0.006524 0.0376344 1.021304
1611136_aVvi.15353 Transcr ibed locus 3.768562 3.783877 3.656737 3.668765 16 1.914014 1.919865 1.870557 1.875294 0.0072355 11.69224 0.03106309 3865 1.0309784 up 1.91694 1.872926 0.004137 0.00335 0.0440141 1.0235
1611137_aVvi.14304 Transcr ibed locus 3.629104 3.631874 3.485261 3.511262 16 1.859614 1.860714 1.801267 1.811989 0.0099831 9.933364 0.03390677 4885 1.0378051 up 1.860164 1.806628 7.78E-04 0.007582 0.0535356 1.029633
1611138_sVvi.1986 Transcr ibed locus 2360.12 2412.844 1958.293 2017.675 16 11.20464 11.23652 10.93538 10.97848 0.0101766 9.837023 0.03406982 4958 1.2005129 up 11.22058 10.95693 0.022539 0.030475 0.263651 1.024062
1611139_aVvi.6344 Transcr ibed locus 6.564379 6.756207 6.203188 6.360912 16 2.714659 2.756213 2.63301 2.669234 0.0923125 3.058915 0.13292043 11529 1.0601838 up 2.735436 2.651122 0.029384 0.025614 0.0843144 1.031803
1611140_at 6.659974 6.77842 6.317104 6.354529 16 2.735517 2.760949 2.659263 2.667785 0.0241609 6.316272 0.05017127 7994 1.0604736 up 2.748233 2.663524 0.017984 0.006026 0.0847086 1.031803
1611141_aVvi.15214 Transcr ibed locus 3.549327 3.561958 3.4492 3.456358 16 1.827546 1.832671 1.786262 1.789253 0.0048721 14.27416 0.02939247 2750 1.0297906 up 1.830108 1.787757 0.003624 0.002115 0.042351 1.023689
1611142_aVvi.11326 Transcr ibed locus, weakly similar to NP_191741.1 aspartyl protease family protein [Arabidops  200.0923 282.232 2576.154 2607.95 16 7.644522 8.140738 11.331 11.3487 0.0051467 13.88522 0.02943507 2901 10.907297 down 7.89263 11.33985 0.350878 0.012514 -3.4472214 0.696008
1611143_aVvi.10679 Transcr ibed locus 215.0524 228.4899 366.0381 410.549 16 7.748544 7.835986 8.51585 8.681411 0.0132121 8.613464 0.03712028 5906 1.7488008 down 7.792265 8.598631 0.061831 0.117069 -0.806366 0.906222
1611144_aVvi.14283 Transcr ibed locus 655.9608 773.4884 1279.344 1255.728 16 9.357466 9.595236 10.32119 10.29431 0.0200869 6.94902 0.04512 7390 1.7794076 down 9.476351 10.30775 0.168129 0.019007 -0.831397 0.919343
1611145_aVvi.11874 Transcr ibed locus, weakly similar to NP_680200.1 pyridine nucleotide-disulphide oxidoreducta 705.1979 618.2633 662.2491 714.8859 16 9.461885 9.272078 9.37123 9.481569 0.642544 0.541281 0.683027 15617 1.0420451 down 9.366982 9.426399 0.134214 0.078022 -0.0594175 0.993697
1611146_aVvi.13038 Transcr ibed locus 36.21631 38.74401 25.66905 25.88201 16 5.178567 5.275901 4.681958 4.693878 0.008164 10.99961 0.03164294 4277 1.453284 up 5.227234 4.687918 0.068825 0.008428 0.5393167 1.115044
1611147_aVvi.7923 Transcr ibed locus 15.64466 14.32795 15.37333 17.77202 16 3.967599 3.840761 3.942358 4.151536 0.3634587 1.167214 0.41932875 14389 1.1040208 down 3.90418 4.046947 0.089688 0.147911 -0.1427674 0.964722
1611148_aVvi.15611 Transcr ibed locus 3.079295 3.090328 2.990423 3.003515 16 1.6226 1.62776 1.58035 1.586652 0.0094129 10.23421 0.03329499 4691 1.0293112 up 1.62518 1.583501 0.003648 0.004456 0.0416793 1.026321
1611149_aVvi.15208 Transcr ibed locus 331.7821 316.6959 225.9841 215.7933 16 8.374092 8.306954 7.820077 7.753506 0.0072098 11.71331 0.03104182 3855 1.4678769 up 8.340523 7.786792 0.047474 0.047073 0.553731 1.071112
1611150_aVvi.3117 Transcr ibed locus, weakly similar to NP_568021.1 MRG family protein [Arabidopsis thaliana] 307.7857 251.1654 200.9053 185.3597 16 8.265782 7.972494 7.650372 7.534185 0.079136 3.34022 0.1176833 11163 1.4407897 up 8.119138 7.592278 0.207386 0.082157 0.52686 1.069394
1611151_aVvi.8980 Transcr ibed locus, moderately similar to NP_186902.1 chaperonin, putative [Arabidopsis thali 2386.542 2472.288 3077.004 3443.014 16 11.22071 11.27163 11.58731 11.74946 0.038202 4.96854 0.06766146 9371 1.3399845 down 11.24617 11.66839 0.03601 0.114655 -0.422217 0.963815
1611152_aVvi.14600 Transcr ibed locus 3.223122 3.233945 3.132305 3.147495 16 1.688459 1.693295 1.647225 1.654204 0.0109913 9.459591 0.03497077 5217 1.0282295 up 1.690877 1.650714 0.00342 0.004935 0.0401623 1.02433
1611153_aVvi.7671 Transcr ibed locus, weakly similar to NP_563775.1 expressed protein [Arabidopsis thaliana] 548.1293 512.0867 617.1017 618.2465 16 9.098372 9.000244 9.269364 9.272038 0.0457997 4.510644 0.07729406 9836 1.1658584 down 9.049309 9.270701 0.069387 0.001891 -0.221392 0.976119
1611154_at 10.64721 10.42717 10.60568 10.32744 16 3.412403 3.382276 3.406765 3.368411 0.7279069 0.399885 0.76100194 15879 1.0067822 up 3.397339 3.387588 0.021303 0.02712 0.0097515 1.002879
1611155_aVvi.1737 Transcr ibed locus, weakly similar to NP_196176.1 transducin family protein / WD-40 repeat fa 10.21439 10.55753 10.22026 10.65071 16 3.352531 3.4002 3.353359 3.412878 0.8757228 0.177127 0.89276946 16284 1.0046921 down 3.376365 3.383119 0.033707 0.042086 -0.0067534 0.998004
1611156_aVvi.3292 Transcr ibed locus 899.153 833.2779 962.4624 964.8984 16 9.812423 9.702654 9.910586 9.914233 0.1060938 2.820218 0.1490665 11815 1.1133227 down 9.757538 9.91241 0.077618 0.002579 -0.154872 0.984376
1611157_aVvi.8204 Transcr ibed locus, moderately similar to NP_176287.3 U2 snRNP auxiliary factor large subun   929.5248 895.9669 1031.168 924.5929 16 9.86035 9.807302 10.01006 9.852675 0.3610736 1.174595 0.41701174 14374 1.0699495 down 9.833826 9.931369 0.037511 0.111291 -0.097543 0.990178
1611158_aVvi.8326 Transcr ibed locus, moderately similar to NP_195696.1 expressed protein [Arabidopsis thalian 258.0038 256.4477 796.1746 835.1263 16 8.011249 8.002521 9.636941 9.705851 4.35E-04 47.92706 0.01871624 382 3.1700633 down 8.006885 9.671396 0.006172 0.048726 -1.664511 0.827893
1611159_aVvi.1462 Transcr ibed locus, moderately similar to NP_921514.1 Similar to sulfate transporter (ATST1) 7.838691 7.926154 7.456493 7.179442 16 2.970613 2.986621 2.898497 2.843872 0.0635657 3.774675 0.09920608 10636 1.0773091 up 2.978617 2.871184 0.011319 0.038626 0.1074324 1.037417
1611160_aVvi.8407 Transcr ibed locus, moderately similar to NP_974708.1 protein phosphatase 2C family protein 64.33599 64.0336 61.90473 62.22071 16 6.007554 6.000757 5.951978 5.959323 0.0104739 9.694231 0.03451188 5036 1.0341929 up 6.004156 5.95565 0.004806 0.005194 0.0485053 1.008144
1611161_aVvi.9552 Transcr ibed locus, moderately similar to NP_910780.1 unknown protein [Oryza sativa (japonic 40.49937 28.90541 10.9353 9.442416 16 5.339828 4.853268 3.450921 3.239156 0.0221861 6.601425 0.04759184 7738 3.3671062 up 5.096548 3.345038 0.34405 0.149741 1.7515092 1.523614
1611162_aVvi.2140 Transcr ibed locus, moderately similar to NP_181407.1 peptidyl-prolyl cis- trans isomerase, pu        1232.368 1200.262 1431.039 1376.816 16 10.26722 10.22913 10.48285 10.42712 0.0256118 6.127888 0.0519305 8187 1.1541319 down 10.24818 10.45498 0.026929 0.039405 -0.206808 0.980219
1611163_aVvi.10002 Transcr ibed locus 4.068691 4.07868 3.941957 3.956917 16 2.024565 2.028102 1.978912 1.984377 0.0052633 13.72939 0.02950386 2953 1.0314608 up 2.026333 1.981644 0.002501 0.003864 0.0446889 1.022551
1611164_aVvi.10021 Transcr ibed locus, strongly similar to NP_850057.1 ADP-ribosylation factor 3 (ARF3) [Arabi 530.9945 517.434 627.244 637.6904 16 9.052553 9.015231 9.292883 9.316712 0.0066131 12.23583 0.03059962 3587 1.2065656 down 9.033892 9.304798 0.026391 0.01685 -0.270906 0.970885
1611165_aVvi.10877 Transcr ibed locus, moderately similar to NP_565860.1 chloroplast lumen common family prot 554.6972 497.1337 623.3107 588.1525 16 9.115557 8.95749 9.283808 9.200047 0.1485098 2.296447 0.19622438 12564 1.1530087 down 9.036524 9.241927 0.11177 0.059228 -0.205403 0.977775
1611166_at 11.4584 12.54919 11.74448 13.05557 16 3.518333 3.649522 3.55391 3.706593 0.6905358 0.460241 0.726783 15773 1.0326302 down 3.583928 3.630252 0.092765 0.107963 -0.0463237 0.98724
1611167_aVvi.7967 Transcr ibed locus, moderately similar to NP_201289.1 ABC transporter family protein [Arabid  702.648 761.8304 135.8954 112.085 16 9.456658 9.573326 7.086352 6.808448 0.0034272 17.03777 0.02789059 2038 5.9281898 up 9.514992 6.9474 0.082497 0.196508 2.567592 1.369576
1611168_aVvi.10346 Transcr ibed locus, moderately similar to XP_426592.1 PREDICTED: similar to tubulin, alpha 466.7711 664.8879 5438.51 5727.676 16 8.866571 9.376967 12.409 12.48373 0.0059647 12.89005 0.03011482 3286 10.018506 down 9.121769 12.44636 0.360904 0.052847 -3.324595 0.732886
1611169_aVvi.12731 Transcr ibed locus 40.78781 43.30039 39.64219 34.82013 16 5.350066 5.436308 5.308965 5.12185 0.2265361 1.72574 0.27993992 13433 1.1311417 up 5.393187 5.215407 0.060982 0.13231 0.1777796 1.034087
1611170_aVvi.15586 Transcr ibed locus 5.088096 5.078981 4.815028 4.790682 16 2.347126 2.344539 2.267544 2.260231 0.0022328 21.12742 0.02589414 1427 1.0584438 up 2.345832 2.263888 0.001829 0.005171 0.0819447 1.036196
1611171_aVvi.14793 Transcr ibed locus 78.73483 62.0279 91.3269 90.52612 16 6.29893 5.954845 6.512968 6.500262 0.1581763 2.205675 0.2069331 12689 1.3010964 down 6.126887 6.506615 0.243304 0.008984 -0.3797277 0.94164
1611172_aVvi.1214 Transcr ibed locus, moderately similar to NP_194825.1 CBL-interacting protein kinase 6 (CIP  2731.079 2884.503 978.6017 1189.282 16 11.41526 11.49411 9.934578 10.21588 0.0110274 9.443813 0.03503208 5225 2.6017017 up 11.45468 10.07523 0.055757 0.198907 1.379455 1.136916
1611173_aVvi.7965 Transcr ibed locus, weakly similar to NP_187154.1 sodium proton exchanger, putative (NHX2) 6.599388 6.664996 6.274886 6.257936 16 2.722332 2.736604 2.649589 2.645687 0.0080742 11.06136 0.03160008 4241 1.0583597 up 2.729468 2.647638 0.010092 0.002759 0.08183 1.030907
1611174_aVvi.7681 Transcr ibed locus, moderately similar to NP_568823.1 ATP synthase subunit H family protein 474.5412 510.458 457.1229 445.224 16 8.890389 8.995648 8.836438 8.798388 0.1539431 2.24446 0.20227651 12634 1.0909656 up 8.943019 8.817413 0.074429 0.026906 0.125606 1.014245
1611175_at 39.83803 37.36173 43.09291 38.21846 16 5.316074 5.223489 5.429379 5.256198 0.5346388 0.743537 0.58337647 15214 1.0519062 down 5.269782 5.342788 0.065468 0.122457 -0.073006 0.986336
1611176_s_at 567.0864 585.9441 654.5068 684.7994 16 9.147425 9.194619 9.354264 9.419538 0.0330861 5.360281 0.06128472 8962 1.1614109 down 9.171022 9.386901 0.033372 0.046155 -0.215879 0.977002
1611177_aVvi.4611 Transcr ibed locus, moderately similar to XP_482410.1 putative RNA-binding region RNP-1 a 566.4487 578.7755 527.411 492.9463 16 9.145802 9.17686 9.042784 8.945287 0.0821635 3.269904 0.12101482 11271 1.1229514 up 9.161331 8.994036 0.021962 0.068941 0.167295 1.018601
1611178_at 84.82372 143.1343 55.3642 56.5522 16 6.406396 7.161226 5.790882 5.821511 0.1224595 2.588161 0.1676623 12125 1.9692072 up 6.783811 5.806196 0.533746 0.021658 0.977615 1.168374
1611179_aVvi.14442 Transcr ibed locus 4.624298 4.641521 4.493718 4.503953 16 2.209234 2.214598 2.16791 2.171192 0.0054623 13.47501 0.02965705 3056 1.0298008 up 2.211916 2.169551 0.003793 0.002321 0.0423653 1.019527
1611180_aVvi.531 Transcr ibed locus, weakly similar to NP_566212.2 speckle-type POZ protein-related [Arabido 492.6655 517.8046 515.6697 505.0364 16 8.944465 9.016264 9.010304 8.980244 0.7385407 0.383085 0.77051795 15912 1.0103883 down 8.980364 8.995274 0.05077 0.021255 -0.01491 0.998342



1611181_aVvi.3451 Transcr ibed locus, moderately similar to NP_172454.1 phosphoribosylamine--glycine ligase 177.5663 192.3329 237.0803 235.4186 16 7.472214 7.587461 7.889232 7.879085 0.0256334 6.125206 0.05196156 8189 1.2783834 down 7.529838 7.884158 0.081492 0.007175 -0.3543204 0.955059
1611182_aVvi.570 Transcr ibed locus, strongly similar to NP_187044.1 protein kinase family protein [Arabidopsis 548.2725 550.4892 445.3288 402.0972 16 9.098749 9.10457 8.798727 8.651401 0.0362494 5.108415 0.0652725 9219 1.2982754 up 9.10166 8.725063 0.004116 0.104176 0.376597 1.043163
1611183_aVvi.7325 Transcr ibed locus, moderately similar to NP_912352.1 putative LIM-domain protein [Oryza sa   1278.096 1225.892 1634.655 1642.838 16 10.31978 10.25962 10.67477 10.68197 0.0060214 12.82876 0.03011773 3314 1.3091903 down 10.2897 10.67837 0.042543 0.005094 -0.388674 0.963602
1611184_aVvi.13076 Transcr ibed locus, strongly similar to NP_192117.1 GTP-binding protein (SAR1A) [Arabidop 1128.379 1045.822 1017.543 997.265 16 10.14004 10.03042 9.990873 9.961833 0.1947976 1.920283 0.24612096 13139 1.0783886 up 10.08523 9.976353 0.077509 0.020535 0.108877 1.010914
1611185_aVvi.15801 Transcr ibed locus 146.3759 116.0607 169.6335 159.7436 16 7.193534 6.858736 7.406277 7.319614 0.1907932 1.947821 0.24190836 13093 1.262961 down 7.026135 7.362946 0.236738 0.06128 -0.3368102 0.954256
1611186_at 63.66059 52.86663 85.88229 76.33993 16 5.992329 5.724286 6.424289 6.254366 0.0937704 3.031328 0.13461092 11564 1.3957301 down 5.858307 6.339327 0.189535 0.120154 -0.4810199 0.924121
1611187_aVvi.14691 Transcr ibed locus 6.471146 6.538664 6.232647 7.414703 16 2.694021 2.708996 2.639845 2.890389 0.6626113 0.506859 0.7009923 15692 1.0450766 down 2.701509 2.765117 0.010589 0.177161 -0.0636087 0.976996
1611188_aVvi.9934 Transcr ibed locus, moderately similar to NP_566621.1 clast3-related [Arabidopsis thaliana] 269.8731 269.4208 226.855 226.4277 16 8.076138 8.073717 7.825626 7.822907 5.27E-05 137.7051 0.01326001 62 1.189752 up 8.074927 7.824266 0.001711 0.001923 0.2506606 1.032036
1611189_x_at 10.68434 10.81124 9.842817 9.036307 11 3.417426 3.43446 3.299071 3.175733 0.0939188 3.028553 0.13477546 11568 1.1396102 up 3.425943 3.237402 0.012045 0.087213 0.1885406 1.058238
1611190_sVvi.8 GO:000905StSy mRNA for stilbene synthase 11738.85 13189.95 16333.49 15800.85 16 13.51901 13.68715 13.99555 13.94772 0.0519087 4.216386 0.08499739 10138 1.2910557 down 13.60308 13.97163 0.118899 0.033821 -0.368551 0.973621
1611191_aVvi.1587 Transcr ibed locus, moderately similar to XP_464691.1 putative MAP3K delta-1 protein kinase 1313.202 1204.353 1476.013 1325.552 16 10.35887 10.23404 10.52749 10.37238 0.2630901 1.54166 0.31828478 13722 1.1122466 down 10.29646 10.44993 0.088269 0.109681 -0.153477 0.985313
1611192_aVvi.4735 Transcr ibed locus, moderately similar to NP_196763.1 17.6 kDa  class II heat shock protein (H 169.5932 154.7859 24.57023 15.65347 16 7.405935 7.27413 4.618839 3.968411 0.0116572 9.180778 0.03556288 5441 8.261522 up 7.340033 4.293625 0.0932 0.459923 3.0464076 1.709519
1611193_aVvi.13701 Transcr ibed locus, weakly similar to NP_849510.1 G-box binding factor 1 (GBF1) [Arabidops  181.8959 168.2636 135.145 138.3069 16 7.506969 7.394579 7.078363 7.111729 0.0260962 6.068472 0.05245249 8258 1.2796313 up 7.450774 7.095046 0.079472 0.023593 0.355728 1.050138
1611194_aVvi.15318 Transcr ibed locus 4.981545 5.02957 4.813703 4.831277 16 2.316593 2.330435 2.267147 2.272405 0.018456 7.258616 0.04322287 7088 1.0379509 up 2.323514 2.269776 0.009788 0.003718 0.0537381 1.023676
1611195_aVvi.13473 Transcr ibed locus, weakly similar to NP_187509.1 DNAJ heat shock N-terminal domain-conta 312.7845 333.4712 93.44885 91.10787 16 8.289025 8.381418 6.546105 6.509504 7.55E-04 36.37447 0.02202738 568 3.5001528 up 8.335222 6.527804 0.065332 0.025881 1.8074176 1.27688
1611196_aVvi.9784 Transcr ibed locus, moderately similar to NP_181487.1 geranylgeranyl transferase type I beta 117.5509 109.986 187.1782 173.4674 16 6.877142 6.781176 7.548269 7.438521 0.0118298 9.112357 0.03569701 5500 1.584729 down 6.829159 7.493395 0.067858 0.077603 -0.664236 0.911357
1611197_aVvi.3405 Transcr ibed locus, moderately similar to NP_565194.1 expressed protein [Arabidopsis thalian 386.3236 364.3304 325.5831 348.1901 16 8.593666 8.509104 8.346882 8.443731 0.1359032 2.427887 0.18242759 12367 1.1142541 up 8.551385 8.395307 0.059795 0.068483 0.156078 1.018591
1611198_sVvi.14894 GO:000681Nhx1 antiporter 188.5481 195.373 154.1572 121.0917 16 7.558789 7.610087 7.268259 6.919957 0.1083381 2.785498 0.1516934 11856 1.4047663 up 7.584438 7.094108 0.036273 0.246287 0.4903304 1.069118
1611199_at 7.668578 7.725194 7.118548 7.423597 16 2.938959 2.949571 2.831583 2.892119 0.1154442 2.681944 0.15979694 11993 1.0587884 up 2.944265 2.861851 0.007504 0.042805 0.0824144 1.028798
1611200_at 6.85216 6.905641 6.399 6.395883 8 2.776559 2.787775 2.677846 2.677144 0.0028696 18.62757 0.02714552 1754 1.0752499 up 2.782167 2.677495 0.007931 4.97E-04 0.104672 1.039093
1611201_aVvi.3867 Transcr ibed locus 7.283395 7.372827 6.958655 6.910101 16 2.864611 2.882218 2.798809 2.788707 0.0158495 7.848408 0.03990803 6592 1.0567666 up 2.873415 2.793758 0.01245 0.007143 0.0796568 1.028512
1611202_at 9.185621 9.300562 8.435399 8.207853 10 3.199378 3.217318 3.076456 3.037005 0.0198217 6.996765 0.04480966 7342 1.110814 up 3.208348 3.056731 0.012686 0.027896 0.1516173 1.049601
1611203_aVvi.256 Transcr ibed locus, moderately similar to NP_568336.1 dehydroascorbate reductase, putative 270.507 267.7996 294.5471 273.939 16 8.079522 8.06501 8.202354 8.097711 0.2788293 1.472217 0.3344743 13839 1.0553828 down 8.072266 8.150032 0.010262 0.073994 -0.077766 0.990458
1611204_sVvi.7692 Transcr ibed locus, strongly similar to NP_180557.1 peptidyl-prolyl cis- trans isomerase / cycl 7307.727 7898.975 7600.859 7775.3 16 12.83521 12.94745 12.89195 12.92468 0.7987418 0.290568 0.8251842 16069 1.0118433 down 12.89133 12.90832 0.079368 0.023146 -0.016986 0.998684
1611205_at 3.617986 2.905178 4.922552 3.774976 16 1.855187 1.538626 2.299406 1.916468 0.2398385 1.65457 0.29394594 13545 1.329635 down 1.696907 2.107937 0.223842 0.270779 -0.4110303 0.805008
1611206_aVvi.3139 Transcr ibed locus, weakly similar to XP_450998.1 unknown protein [Oryza sativa (japonica cu 98.56715 95.06396 137.4937 129.411 16 6.623035 6.570826 7.103221 7.015816 0.0118941 9.087241 0.0357924 5516 1.3780118 down 6.596931 7.059519 0.036917 0.061805 -0.4625885 0.934473
1611207_aVvi.11206 Transcr ibed locus 3.653396 3.665811 3.547301 3.565213 16 1.869238 1.874132 1.826722 1.833988 0.0110468 9.435398 0.03503992 5233 1.0290624 up 1.871685 1.830355 0.003461 0.005138 0.0413305 1.022581
1611208_aVvi.2545 Transcr ibed locus 5.741164 5.735936 5.414612 5.391205 16 2.521343 2.520029 2.436858 2.430608 0.001346 27.22974 0.02385507 932 1.0621247 up 2.520686 2.433733 9.29E-04 0.004419 0.0869531 1.035728
1611209_aVvi.122 GO:000815Ferredoxin-dependent glutamate synthase (clone pGOGAT1) 3.569173 3.58241 3.453907 3.459308 16 1.83559 1.84093 1.788229 1.790484 0.0034945 16.87211 0.0280266 2069 1.0344784 up 1.83826 1.789357 0.003776 0.001594 0.0489035 1.02733
1611210_aVvi.15326 Transcr ibed locus 4.831687 4.897327 4.665204 4.675167 16 2.272527 2.291995 2.22194 2.225018 0.026974 5.964861 0.0534458 8378 1.041586 up 2.282261 2.223479 0.013766 0.002176 0.0587822 1.026437
1611211_aVvi.1311 Transcr ibed locus, strongly similar to NP_173657.1 2-dehydro-3-deoxyphosphoheptonate aldo 1011.421 1044.089 1633.334 1723.054 16 9.982168 10.02803 10.6736 10.75075 0.0040037 15.75657 0.02858611 2323 1.6324965 down 10.0051 10.71218 0.032429 0.054552 -0.70708 0.933993
1611212_aVvi.7106 Transcr ibed locus, moderately similar to NP_568406.1 expressed protein [Arabidopsis thalian 338.6041 321.839 66.90208 74.55035 16 8.403456 8.330195 6.063979 6.220143 0.0014995 25.79521 0.02464874 1008 4.674344 up 8.366825 6.142061 0.051803 0.110425 2.224764 1.362218
1611213_aVvi.14680 Transcr ibed locus 3.503133 3.514084 3.391604 3.408284 16 1.808646 1.813149 1.761968 1.769045 0.0084312 10.82171 0.03202186 4368 1.0319626 up 1.810897 1.765507 0.003184 0.005005 0.0453907 1.02571
1611214_aVvi.8247 Transcr ibed locus 3.325455 3.330484 3.227117 3.235146 16 1.733552 1.735732 1.690246 1.693831 0.0024158 20.30856 0.02632043 1522 1.0299706 up 1.734642 1.692038 0.001541 0.002535 0.0426033 1.025179
1611215_at 3.549244 3.564609 3.446942 3.464865 16 1.827512 1.833744 1.785317 1.792799 0.0134416 8.538118 0.03735154 5971 1.0292331 up 1.830628 1.789058 0.004407 0.005291 0.0415698 1.023236
1611216_aVvi.7447 Transcr ibed locus, strongly similar to NP_173069.1 TMS membrane family protein / tumour d 2508.671 2665.33 2722.969 2534.4 16 11.29271 11.3801 11.41097 11.30743 0.768541 0.336469 0.79770666 15994 1.0159249 down 11.3364 11.3592 0.061795 0.073211 -0.022794 0.997993
1611217_aVvi.7912 Transcr ibed locus, weakly similar to NP_196821.1 nodulin MtN3 family protein [Arabidopsis th 3.575628 3.588292 3.470704 3.503264 16 1.838197 1.843297 1.795228 1.8087 0.0328019 5.384644 0.06090784 8940 1.0272467 up 1.840747 1.801964 0.003607 0.009526 0.0387827 1.021522
1611218_aVvi.3236 Transcr ibed locus, moderately similar to NP_922688.1 putative transcr iption regulatory protei     65.76793 82.30308 119.3722 120.6964 16 6.039312 6.362875 6.899323 6.915239 0.0487914 4.359808 0.0809468 10006 1.6314868 down 6.201094 6.907281 0.228793 0.011255 -0.7061873 0.897762
1611219_sVvi.8076 Transcr ibed locus, moderately similar to NP_176419.2 aspartyl protease family protein [Arabi 4856.146 5222.124 5596.776 4985.487 16 12.2456 12.35042 12.45038 12.28352 0.5565425 0.699706 0.6032329 15316 1.0489465 down 12.29801 12.36695 0.074123 0.11799 -0.068941 0.994425
1611220_aVvi.14530 Transcr ibed locus 4.023944 3.986062 3.849435 3.948268 16 2.00861 1.994964 1.944647 1.98122 0.1847814 1.990653 0.23536451 13033 1.0272974 up 2.001787 1.962933 0.009649 0.025861 0.0388539 1.019794
1611221_aVvi.9033 Transcr ibed locus, weakly similar to NP_190524.1 expressed protein [Arabidopsis thaliana] 1402.659 1383.4 917.711 963.9854 16 10.45395 10.434 9.841896 9.912868 0.0042056 15.37129 0.0288901 2414 1.4810221 up 10.44398 9.877382 0.014104 0.050184 0.566593 1.057363
1611222_aVvi.10697 Transcr ibed locus, weakly similar to NP_201171.1 plant defensin-fusion protein, putative (PDF 4.195571 4.210539 4.077726 4.076939 16 2.068867 2.074005 2.027765 2.027486 0.0034305 17.02958 0.02789059 2041 1.0308328 up 2.071436 2.027626 0.003633 1.97E-04 0.0438104 1.021607
1611223_aVvi.1515 Transcr ibed locus, weakly similar to NP_565996.1 calmodulin-like protein (MSS3) [Arabidops  17.01639 16.84926 17.17738 19.52842 16 4.088853 4.074613 4.102438 4.287503 0.3467526 1.220152 0.40291056 14287 1.0816531 down 4.081733 4.194971 0.010069 0.130861 -0.1132379 0.973006
1611224_aVvi.15016 Transcr ibed locus 3.46904 3.490557 3.362886 3.375164 16 1.794537 1.803457 1.7497 1.754958 0.0120851 9.013862 0.03595679 5575 1.0328767 up 1.798997 1.752329 0.006308 0.003718 0.046668 1.026632
1611225_at 232.7562 224.701 404.0479 377.9188 16 7.862676 7.811863 8.658382 8.561933 0.004937 14.17928 0.02943507 2777 1.7086865 down 7.837269 8.610157 0.035931 0.0682 -0.7728877 0.910235
1611226_aVvi.14444 Transcr ibed locus 73.16702 73.61913 86.46689 72.8956 16 6.193121 6.202009 6.434076 6.18776 0.4547834 0.919787 0.5082333 14855 1.0817392 down 6.197565 6.310918 0.006284 0.174172 -0.113353 0.982039
1611227_aVvi.4445 Transcr ibed locus 6.885418 7.152793 6.846237 6.816032 16 2.783544 2.838507 2.775311 2.768932 0.2949019 1.406213 0.35048753 13968 1.027333 up 2.811026 2.772122 0.038864 0.004511 0.0389039 1.014034
1611228_aVvi.10832 Transcr ibed locus, weakly similar to NP_195575.1 26S proteasome regulatory subunit S5A (R  4539.163 4400.837 4085.746 4350.244 16 12.14821 12.10356 11.99639 12.08688 0.2368909 1.66989 0.29080623 13523 1.0601403 up 12.12589 12.04163 0.031571 0.06399 0.084255 1.006997
1611229_aVvi.14633 Transcr ibed locus 4.049152 4.067795 3.925386 3.944493 16 2.01762 2.024247 1.972835 1.97984 0.011488 9.249326 0.03544051 5380 1.0313945 up 2.020933 1.976337 0.004686 0.004953 0.0445962 1.022565
1611230_aVvi.111 GO:000597Beta-galactosidase 3.042127 3.055369 2.958217 2.971635 16 1.60508 1.611347 1.564728 1.571257 0.0124202 8.889151 0.03637976 5667 1.0282713 up 1.608213 1.567992 0.004431 0.004617 0.040221 1.025651
1611231_at 3.449034 3.463353 3.334239 3.331022 15 1.786192 1.792169 1.737358 1.735965 0.0033962 17.11562 0.02783547 2020 1.0370747 up 1.789181 1.736661 0.004226 9.85E-04 0.0525198 1.030242
1611232_sVvi.12425 Transcr ibed locus, moderately similar to NP_568240.1 enhancer of rudimentary protein, putat 882.0651 915.0251 1008.844 1024.489 16 9.784741 9.837667 9.978487 10.00069 0.0249168 6.216093 0.05110184 8094 1.1316147 down 9.811205 9.989588 0.037424 0.015699 -0.178383 0.982143
1611233_aVvi.14604 Transcr ibed locus 4.474178 4.497323 4.351515 4.321505 16 2.161623 2.169066 2.121518 2.111534 0.0158824 7.840073 0.03995754 6598 1.0344175 up 2.165345 2.116526 0.005264 0.00706 0.0488185 1.023065
1611234_aVvi.15312 Transcr ibed locus 3.797113 3.812572 3.662203 3.679435 16 1.924903 1.930765 1.872712 1.879484 0.0074098 11.55241 0.03117425 3943 1.0365112 up 1.927834 1.876098 0.004145 0.004789 0.0517358 1.027576
1611235_aVvi.9412 Transcr ibed locus, weakly similar to NP_189040.2 dentin sialophosphoprotein-related [Arabid 8.785361 9.135109 7.725231 7.572054 16 3.135102 3.191422 2.949578 2.920685 0.0187089 7.208003 0.04348379 7142 1.1713158 up 3.163262 2.935132 0.039824 0.020431 0.2281302 1.077724
1611236_at 6.16422 6.190902 6.002096 6.025862 13 2.623918 2.63015 2.585466 2.591168 0.0116888 9.168161 0.03558587 5451 1.0272 up 2.627034 2.588317 0.004406 0.004031 0.038717 1.014958
1611237_at 2.86493 2.879874 2.789841 2.805338 16 1.5185 1.526006 1.480183 1.488175 0.0201071 6.945406 0.04515038 7392 1.0267423 up 1.522253 1.484179 0.005307 0.005651 0.0380741 1.025653
1611238_aVvi.3001 Transcr ibed locus, weakly similar to NP_176702.2 expressed protein [Arabidopsis thaliana] 4.755488 4.768524 4.613786 4.630321 16 2.249594 2.253543 2.205951 2.211112 0.0056525 13.24447 0.02979867 3144 1.03028 up 2.251568 2.208532 0.002793 0.003649 0.0430364 1.019486
1611239_at 18.31035 20.11974 14.70456 13.0497 16 4.194588 4.33054 3.878192 3.705945 0.0503119 4.28823 0.08291427 10073 1.385585 up 4.262564 3.792069 0.096133 0.121797 0.4704952 1.124073
1611240_aVvi.15142 Transcr ibed locus 5.519404 5.575318 5.229426 5.245892 16 2.464512 2.479054 2.386653 2.391188 0.0083428 10.87958 0.03184975 4346 1.0591177 up 2.471783 2.38892 0.010283 0.003207 0.0828629 1.034686
1611241_aVvi.6286 Transcr ibed locus, weakly similar to NP_566316.1 kelch repeat-containing protein [Arabidops 455.8462 531.7251 381.7516 295.5746 16 8.832403 9.054537 8.57649 8.207378 0.1246404 2.560529 0.17005922 12167 1.465645 up 8.94347 8.391934 0.157072 0.261002 0.551536 1.065722
1611242_aVvi.3593 Transcr ibed locus 301.2335 283.5183 316.5705 281.0438 16 8.234738 8.147298 8.306383 8.134651 0.7884221 0.306147 0.8155887 16048 1.0206577 down 8.191018 8.220517 0.06183 0.121433 -0.029499 0.996412
1611243_at 37.76518 39.46515 37.70569 37.57473 16 5.238985 5.302507 5.23671 5.231691 0.3700683 1.147051 0.42585936 14426 1.0256552 up 5.270746 5.234201 0.044917 0.003549 0.0365455 1.006982
1611244_aVvi.15290 Transcr ibed locus 689.0085 689.4838 570.3597 502.068 16 9.428378 9.429373 9.155728 8.971739 0.0580086 3.969101 0.09244176 10417 1.2880074 up 9.428875 9.063734 7.03E-04 0.1301 0.365141 1.040286
1611245_aVvi.12583 Transcr ibed locus, moderately similar to NP_180201.1 leucine-rich repeat protein kinase, put 8.928496 9.273039 13.27854 11.69077 16 3.158418 3.213042 3.731025 3.547298 0.0418866 4.731243 0.07239246 9605 1.3692932 down 3.18573 3.639161 0.038625 0.129915 -0.4534313 0.875402
1611246_aVvi.1840 Transcr ibed locus 204.4609 169.3639 263.123 282.3969 16 7.675681 7.403983 8.039594 8.141581 0.0629321 3.795574 0.09839886 10617 1.4648526 down 7.539832 8.090588 0.19212 0.072116 -0.550756 0.931926
1611247_s_at 3568.461 3486.304 3613.486 3169.179 16 11.80109 11.76748 11.81918 11.62989 0.5976122 0.621607 0.64117604 15473 1.0422848 up 11.78429 11.72454 0.023762 0.133843 0.05975 1.005096
1611248_aVvi.5046 Transcr ibed locus, strongly similar to NP_200424.1 transducin family protein / WD-40 repeat   798.6916 874.4009 292.3188 251.3635 16 9.641495 9.772151 8.191399 7.973631 0.0060557 12.79205 0.03012973 3334 3.0829437 up 9.706823 8.082515 0.092388 0.153985 1.624308 1.200966
1611249_sVvi.6961 Transcr ibed locus, moderately similar to NP_197445.1 cinnamyl-alcohol dehydrogenase, puta 4038.663 4268.29 3817.271 3868.383 16 11.97966 12.05944 11.89833 11.91752 0.1126972 2.720881 0.15663444 11944 1.08045 up 12.01955 11.90792 0.056413 0.013569 0.111632 1.009375
1611250_aVvi.12791 Transcr ibed locus, weakly similar to NP_194141.2 protein kinase family protein [Arabidopsis t 811.9317 725.5262 599.0624 500.7932 16 9.665215 9.502884 9.226563 8.968071 0.0858465 3.189219 0.12536053 11368 1.4012676 up 9.584049 9.097317 0.114785 0.182781 0.486732 1.053503
1611251_at 6.950928 6.975152 6.46941 6.470326 16 2.797206 2.802225 2.693634 2.693838 5.61E-04 42.19661 0.02020871 460 1.0762242 up 2.799715 2.693736 0.003549 1.44E-04 0.1059787 1.039343
1611252_aVvi.6505 Transcr ibed locus 57.99067 69.26475 61.78495 55.86213 16 5.857749 6.114049 5.949184 5.803799 0.5351 0.742597 0.5837647 15217 1.0787854 up 5.985899 5.876491 0.181232 0.102803 0.109408 1.018618
1611253_aVvi.8413 Transcr ibed locus 210.3721 187.4119 176.1195 172.2848 16 7.7168 7.550069 7.460411 7.428651 0.1559441 2.225946 0.20438814 12666 1.1398972 up 7.633434 7.444531 0.117897 0.022458 0.1889038 1.025375
1611254_sVvi.4477 Transcr ibed locus, moderately similar to NP_195772.1 zinc finger (C3HC4-type RING finger 97.58617 111.1821 100.0873 94.10186 16 6.608604 6.796781 6.645114 6.556151 0.4301679 0.980655 0.48503444 14723 1.0733051 up 6.702693 6.600633 0.133061 0.062906 0.1020603 1.015462
1611255_s_at 6.710549 6.738917 6.252132 6.365933 10 2.746431 2.752517 2.644348 2.670372 0.0204036 6.893191 0.04541978 7457 1.0659307 up 2.749474 2.65736 0.004303 0.018402 0.0921138 1.034664
1611256_aVvi.14307 Transcr ibed locus 3.702251 3.710928 3.562642 3.599878 16 1.888403 1.89178 1.832947 1.847948 0.0231535 6.457239 0.04880962 7874 1.0350093 up 1.890091 1.840448 0.002388 0.010607 0.0496437 1.026974
1611257_aVvi.6054 Transcr ibed locus, weakly similar to XP_474137.1 OSJNBb0059K02.14 [Oryza sativa (japonic 442.1085 449.5777 350.1124 382.875 16 8.788257 8.812427 8.451674 8.58073 0.0494558 4.328136 0.08177936 10039 1.2176839 up 8.800342 8.516202 0.017091 0.091256 0.28414 1.033365
1611258_aVvi.11284 Transcr ibed locus, weakly similar to NP_921413.1 putative exonuclease [Oryza sativa (japonic  357.9504 333.5433 463.058 426.5769 16 8.483616 8.38173 8.855049 8.736662 0.0432611 4.650434 0.07411972 9689 1.2862606 down 8.432673 8.795856 0.072044 0.083712 -0.363183 0.95871
1611259_aVvi.10394 Transcr ibed locus, weakly similar to NP_564113.1 expressed protein [Arabidopsis thaliana] 460.1905 436.0275 606.7049 616.0729 16 8.846087 8.768275 9.244851 9.266957 0.0080267 11.09445 0.03158401 4215 1.3648314 down 8.807181 9.255904 0.055022 0.015631 -0.448723 0.95152
1611260_aVvi.12454 Transcr ibed locus 139.6618 128.1482 126.0211 142.1125 16 7.125794 7.001669 6.977522 7.15089 0.9968545 0.004453 0.997275 16594 1.0003293 down 7.063731 7.064206 0.087769 0.12259 -0.000475 0.999933
1611261_aVvi.14998 Transcr ibed locus 3.337567 3.367262 3.239794 3.253174 16 1.738797 1.751576 1.695902 1.701848 0.0223827 6.571375 0.04785078 7764 1.0326214 up 1.745186 1.698875 0.009036 0.004205 0.0463113 1.02726
1611262_aVvi.10050 Transcr ibed locus 234.366 228.178 222.9184 223.3577 16 7.872619 7.834016 7.800372 7.803212 0.1168631 2.662339 0.16142455 12018 1.0363603 up 7.853318 7.801792 0.027296 0.002009 0.0515257 1.006604
1611263_aVvi.13080 Transcr ibed locus, moderately similar to NP_199173.2 N-carbamyl-L-amino acid hydrolase, p  666.8361 726.5446 902.5061 919.7188 16 9.381188 9.504908 9.817793 9.845049 0.0255846 6.13127 0.05188808 8185 1.308916 down 9.443049 9.831421 0.087483 0.019273 -0.3883725 0.960497
1611264_aVvi.11584 Transcr ibed locus, weakly similar to NP_186799.2 carbonic anhydrase 1, chloroplast / carbon 6.746168 6.814506 6.32289 6.318234 16 2.754068 2.768609 2.660584 2.659521 0.0051402 13.89408 0.02943507 2896 1.0727292 up 2.761339 2.660053 0.010282 7.52E-04 0.1012859 1.038077
1611265_aVvi.12643 Transcr ibed locus, moderately similar to NP_190468.1 AMP-dependent synthetase and ligase 18.53425 22.69844 4.559449 4.552957 16 4.212122 4.504521 2.188859 2.186804 0.0045067 14.8457 0.02926091 2550 4.5017633 up 4.358322 2.187831 0.206758 0.001453 2.1704903 1.992074
1611266_aVvi.14585 Transcr ibed locus 4.172973 4.14702 4.007058 4.025553 16 2.061076 2.052075 2.002543 2.009187 0.0119493 9.065878 0.03582838 5536 1.0357745 up 2.056575 2.005865 0.006364 0.004698 0.05071 1.025281
1611267_aVvi.1478 Transcr ibed locus, moderately similar to NP_567921.1 histone deacetylase family protein [Ara 5.18447 5.132949 5.154058 5.000525 16 2.374197 2.359788 2.365709 2.322079 0.4205682 1.005423 0.4759559 14669 1.0161393 up 2.366992 2.343894 0.010188 0.030851 0.0230982 1.009855
1611268_x_at 3707.137 3835.224 3852.953 3534.795 16 11.85609 11.90509 11.91175 11.78741 0.6882072 0.464076 0.72469974 15765 1.0217283 up 11.88059 11.84958 0.034652 0.087922 0.031011 1.002617
1611269_s_at 831.1072 894.3762 443.1255 454.0159 16 9.698891 9.804738 8.791572 8.826599 0.0034785 16.91107 0.02800652 2061 1.9221594 up 9.751814 8.809086 0.074845 0.024768 0.942728 1.107018
1611270_sVvi.7845 Transcr ibed locus, moderately similar to NP_051042.1 photosystem II protein K [Arabidopsis 2453.017 2866.613 2121.27 2099.791 16 11.26034 11.48513 11.05071 11.03603 0.0997536 2.9242 0.14153576 11700 1.2564601 up 11.37274 11.04337 0.15895 0.010382 0.329365 1.029825
1611271_aVvi.9416 Transcr ibed locus 103.6709 102.105 82.92633 85.92809 16 6.695867 6.67391 6.373758 6.425058 0.0094169 10.23205 0.03329499 4693 1.2188157 up 6.684888 6.399408 0.015526 0.036274 0.2854801 1.04461
1611272_aVvi.1440 Transcr ibed locus 1709.655 1203.968 3.509948 3.451708 16 10.73949 10.23358 1.81145 1.787311 8.49E-04 34.3038 0.0221369 635 412.18716 up 10.48654 1.79938 0.357731 0.017069 8.6871559 5.82786
1611273_aVvi.12373 Transcr ibed locus, weakly similar to NP_180599.1 ovate family protein [Arabidopsis thaliana] 17.02906 18.50172 15.39506 15.85867 16 4.089927 4.209587 3.944395 3.9872 0.1014762 2.895039 0.1435749 11733 1.1359974 up 4.149757 3.965797 0.084613 0.030267 0.1839596 1.046387
1611274_aVvi.1238 Transcr ibed locus, strongly similar to NP_851214.1 malate dehydrogenase [NADP], chloropl 478.1323 448.743 36.31602 22.26481 16 8.901266 8.809746 5.182534 4.476693 0.0077235 11.31266 0.03135112 4089 16.289747 up 8.855506 4.829614 0.064715 0.499105 4.0258923 1.833585
1611275_aVvi.15150 Transcr ibed locus 3.5552 3.570475 3.449889 3.457626 16 1.829931 1.836116 1.78655 1.789782 0.005997 12.85498 0.03011482 3304 1.0315814 up 1.833024 1.788166 0.004374 0.002286 0.0448576 1.025086
1611276_at 4.232217 4.24856 4.098771 4.115683 16 2.081414 2.086974 2.035191 2.041132 0.0077209 11.31463 0.03135112 4084 1.0324216 up 2.084194 2.038162 0.003932 0.004201 0.0460322 1.022585
1611277_aVvi.10786 Transcr ibed locus 27.52714 27.74132 27.59084 29.84045 16 4.782783 4.793964 4.786118 4.899197 0.4401865 0.955441 0.49448383 14778 1.0383434 down 4.788374 4.842657 0.007907 0.079959 -0.0542835 0.988791
1611278_aVvi.11811 Transcr ibed locus, moderately similar to NP_173859.1 T-complex protein 1 epsilon subunit, p        3.654743 3.675963 3.551883 3.459161 16 1.86977 1.878122 1.828584 1.790422 0.0808807 3.299236 0.11962419 11224 1.045681 up 1.873946 1.809503 0.005906 0.026985 0.0644429 1.035614
1611279_sVvi.13157 Transcr ibed locus, moderately similar to NP_051107.1 ribosomal protein L32 [Arabidopsis tha 4268.962 4001.343 3163.864 3933.284 16 12.05967 11.96627 11.62747 11.94152 0.297835 1.394651 0.3534927 13987 1.171594 up 12.01297 11.7845 0.066045 0.222065 0.228473 1.019388
1611280_aVvi.15473 Transcr ibed locus 5.693634 5.718041 5.423398 5.521207 16 2.50935 2.515521 2.439197 2.464984 0.0450304 4.551783 0.07640214 9784 1.0427151 up 2.512435 2.45209 0.004364 0.018234 0.0603449 1.02461
1611281_aVvi.943 Transcr ibed locus, weakly similar to NP_189058.1 expressed protein [Arabidopsis thaliana] 2747.921 2966.833 3391.819 3131.923 16 11.42413 11.53471 11.72784 11.61283 0.1390756 2.393261 0.18581471 12425 1.1414928 down 11.47942 11.67034 0.078194 0.081325 -0.190922 0.98364
1611282_at 180.5984 179.2287 195.3287 179.13 16 7.496642 7.485658 7.60976 7.484863 0.4648605 0.895874 0.51761323 14909 1.0396961 down 7.49115 7.547312 0.007766 0.088316 -0.056162 0.992559
1611283_aVvi.3964 Transcr ibed locus, weakly similar to XP_473550.1 OSJNBa0088I22.17 [Oryza sativa (japonica 180.6529 201.4188 505.1703 487.1096 16 7.497077 7.654055 8.980626 8.928103 0.003584 16.65899 0.02809704 2107 2.6005187 down 7.575565 8.954365 0.111 0.03714 -1.3787997 0.846019
1611284_aVvi.3232 Transcr ibed locus, moderately similar to NP_192929.2 WD-40 repeat family protein [Arabidop 67.81789 66.70162 72.62553 64.12492 16 6.083594 6.05965 6.182405 6.002813 0.8383402 0.231669 0.8598334 16186 1.0146534 down 6.071622 6.092609 0.016931 0.126991 -0.020987 0.996555
1611285_sVvi.2432 Transcr ibed locus, moderately similar to XP_473796.1 OSJNBb0015N08.8 [Oryza sativa (jap 1376.814 1600.721 1219.523 1330.323 16 10.42712 10.64451 10.2521 10.37756 0.2203286 1.760846 0.27318114 13389 1.1655264 up 10.53581 10.31483 0.153717 0.088713 0.220981 1.021424
1611286_s_at 734.6475 786.5244 1087.594 1252.12 16 9.520908 9.619348 10.08693 10.29016 0.0317557 5.477089 0.05953078 8855 1.5351865 down 9.570128 10.18854 0.069607 0.143707 -0.6184135 0.939303
1611287_aVvi.5154 Transcr ibed locus, moderately similar to NP_918380.1 B1144D11.27 [Oryza sativa (japonica 1103.531 1080.559 739.2139 782.4219 16 10.10791 10.07756 9.529848 9.611803 0.006937 11.9439 0.03077344 3740 1.4358566 up 10.09274 9.570826 0.02146 0.057951 0.521911 1.054531
1611288_aVvi.8761 Transcr ibed locus, moderately similar to NP_196758.1 expressed protein [Arabidopsis thalian 1099.136 1011.782 961.6821 958.3846 16 10.10216 9.982683 9.909416 9.904461 0.1516544 2.266046 0.19983858 12598 1.0984589 up 10.04242 9.906939 0.084479 0.003504 0.13548 1.013675
1611289_aVvi.4799 Transcr ibed locus 6.89906 6.993904 6.713979 6.707159 16 2.7864 2.806098 2.747168 2.745702 0.037133 5.04378 0.06636681 9288 1.0351315 up 2.796249 2.746435 0.013929 0.001037 0.049814 1.018138
1611290_at 4.51999 4.551685 4.276909 4.284468 16 2.176319 2.186401 2.096569 2.099116 0.0038529 16.0639 0.02832987 2256 1.0595986 up 2.18136 2.097842 0.007129 0.001801 0.0835178 1.039811
1611291_aVvi.7504 Transcr ibed locus, strongly similar to XP_476729.1 OsRad6 [Oryza sativa (japonica cultivar- 5017.189 4791.185 4786.146 4471.225 16 12.29266 12.22617 12.22465 12.12645 0.2928595 1.414349 0.3484174 13953 1.0598531 up 12.25942 12.17555 0.04702 0.069433 0.083865 1.006888
1611292_aVvi.14653 Transcr ibed locus 11.86229 11.77945 10.89914 10.89243 16 3.56831 3.558201 3.446143 3.445255 0.0018579 23.16755 0.02525701 1220 1.0848958 up 3.563255 3.445699 0.007148 6.28E-04 0.1175566 1.034117
1611293_aVvi.11564 Transcr ibed locus, strongly similar to XP_464060.1 putative 50S ribosomal protein L3 [Oryza   493.5955 474.0969 399.7206 422.6942 16 8.947186 8.889038 8.642848 8.723471 0.0419534 4.727227 0.07245506 9612 1.1768683 up 8.918112 8.683159 0.041116 0.057009 0.234953 1.027058
1611294_aVvi.1623 Transcr ibed locus, strongly similar to XP_479106.1 putative 40S ribosomal protein [Oryza sat 2066.592 2105.663 3288.081 3363.003 16 11.01304 11.04006 11.68303 11.71553 9.85E-04 31.83104 0.02255868 721 1.5940902 down 11.02655 11.69928 0.019107 0.022984 -0.672734 0.942498
1611295_aVvi.8549 Transcr ibed locus, weakly similar to NP_177357.1 proton-dependent oligopeptide transport (P 3.337992 3.356595 3.242216 3.258138 16 1.73898 1.746998 1.69698 1.704048 0.015464 7.947977 0.03949129 6500 1.0298792 up 1.742989 1.700514 0.00567 0.004998 0.0424751 1.024978
1611296_aVvi.4988 Transcr ibed locus, moderately similar to NP_192928.1 expressed protein [Arabidopsis thalian 1055.822 967.9239 95.64764 94.45195 16 10.04415 9.91875 6.579657 6.561509 3.45E-04 53.83868 0.01856219 307 10.635875 up 9.98145 6.570583 0.088672 0.012833 3.4108667 1.519112
1611297_aVvi.12524 Transcr ibed locus 12.5424 20.41384 11.32784 10.87194 16 3.648742 4.351476 3.501801 3.442538 0.2730297 1.497215 0.32857078 13794 1.4418682 up 4.000109 3.472169 0.496908 0.041906 0.5279393 1.152049
1611298_aVvi.15471 Transcr ibed locus 3.793642 3.8345 3.673604 3.670122 16 1.923584 1.939039 1.877196 1.875828 0.0194581 7.063811 0.04447685 7262 1.0387143 up 1.931311 1.876512 0.010928 9.67E-04 0.054799 1.029203
1611299_sVvi.8356 Transcr ibed locus, moderately similar to NP_568596.1 nucleotide-sugar transporter family pr 199.9087 229.123 322.5898 327.5562 16 7.643197 7.839978 8.333557 8.355598 0.0259155 6.090449 0.05229077 8227 1.5188613 down 7.741588 8.344578 0.139145 0.015586 -0.6029904 0.927739
1611300_at 6.479195 6.548518 6.091013 6.062436 16 2.695815 2.711169 2.606682 2.599898 0.0069431 11.93861 0.03077344 3744 1.0719233 up 2.703492 2.60329 0.010857 0.004797 0.1002017 1.03849
1611301_aVvi.15170 Transcr ibed locus 5.190687 5.215661 5.049485 5.07513 16 2.375926 2.38285 2.336136 2.343445 0.0157804 7.865974 0.03983009 6574 1.0278269 up 2.379388 2.339791 0.004896 0.005168 0.0395973 1.016923
1611302_at 4.549923 4.716478 4.573517 4.926087 16 2.185842 2.23771 2.193304 2.300442 0.6151369 0.589701 0.6578525 15523 1.0246257 down 2.211776 2.246873 0.036676 0.075758 -0.0350968 0.98438
1611303_aVvi.5131 Transcr ibed locus, weakly similar to NP_565127.1 expressed protein [Arabidopsis thaliana] 81.92618 77.47657 99.18504 88.49767 16 6.356252 6.275688 6.632051 6.467567 0.1252068 2.553464 0.17067772 12178 1.1759592 down 6.31597 6.549809 0.056967 0.116307 -0.2338381 0.964298
1611304_aVvi.7832 Transcr ibed locus, weakly similar to NP_194537.2 expressed protein [Arabidopsis thaliana] 6.962731 7.153801 6.476549 6.492225 16 2.799653 2.83871 2.695225 2.698713 0.0247838 6.233393 0.05094229 8076 1.0884029 up 2.819182 2.696969 0.027617 0.002466 0.1222127 1.045315
1611305_aVvi.9049 Transcr ibed locus, moderately similar to NP_181892.1 signal recognition particle 14 kDa fam 638.483 603.3019 710.3947 817.6544 16 9.318504 9.236736 9.472477 9.675347 0.1135106 2.709213 0.157527 11962 1.2279836 down 9.27762 9.573912 0.057819 0.143451 -0.296292 0.969052
1611306_aVvi.3170 Transcr ibed locus, weakly similar to NP_176674.1 cytochrome P450, putative [Arabidopsis tha 4.109097 4.123283 3.948791 3.951606 16 2.038821 2.043793 1.981411 1.982439 0.0018227 23.39067 0.02511424 1203 1.0420196 up 2.041307 1.981925 0.003516 7.27E-04 0.0593824 1.029962
1611307_aVvi.11254 Transcr ibed locus 74.98331 99.67295 304.7235 235.8059 16 6.228498 6.63913 8.251357 7.881456 0.0274744 5.908001 0.05401824 8443 3.1006963 down 6.433814 8.066406 0.290361 0.26156 -1.632592 0.797606
1611308_at 1153.24 1033.264 859.0795 954.6389 16 10.17148 10.01299 9.746648 9.898811 0.1336366 2.45332 0.17989418 12332 1.2053953 up 10.09224 9.822729 0.112065 0.107596 0.269507 1.027437
1611309_aVvi.9196 Transcr ibed locus, weakly similar to NP_194455.2 dihydroflavonol 4-reductase family / dihydro 17.02335 17.75727 11.11549 8.383749 16 4.089443 4.150338 3.4745 3.067596 0.0540188 4.12625 0.08756304 10241 1.801056 up 4.119891 3.271048 0.043059 0.287725 0.8488431 1.259502
1611310_aVvi.15324 Transcr ibed locus 4.176954 4.257331 4.043405 4.061964 16 2.062451 2.089949 2.015571 2.022178 0.0558 4.054072 0.08973135 10323 1.0405354 up 2.0762 2.018874 0.019444 0.004672 0.057326 1.028395
1611311_aVvi.3529 Transcr ibed locus, strongly similar to NP_566418.1 expressed protein [Arabidopsis thaliana] 829.9937 792.686 743.6863 845.3612 16 9.696957 9.630606 9.53855 9.723424 0.7702034 0.333918 0.79903245 16002 1.0229914 up 9.663781 9.630987 0.046917 0.130725 0.032794 1.003405
1611312_sVvi.6693 GO:000681Aquaporin (TIP1;1) 2134.147 2275.028 189.6592 227.735 16 11.05944 11.15167 7.567266 7.831212 0.0016801 24.3661 0.02493529 1113 10.60239 up 11.10556 7.699239 0.065213 0.186638 3.4063175 1.442423
1611313_aVvi.14523 Transcr ibed locus 103.7205 110.9471 265.4797 268.389 16 6.696557 6.793728 8.052458 8.068182 0.0013975 26.72165 0.02397054 965 2.4883285 down 6.745143 8.06032 0.06871 0.011119 -1.315177 0.836833
1611314_at 5.070184 5.807879 6.209359 6.01389 16 2.342038 2.538011 2.634444 2.588299 0.2308411 1.702124 0.2844653 13471 1.1261091 down 2.440025 2.611372 0.138574 0.03263 -0.1713466 0.934384
1611315_aVvi.1846 Transcr ibed locus, strongly similar to NP_911994.1 putative 60S ribosomal protein L44 [Oryz 4199.992 3815.268 4822.422 5260.934 16 12.03617 11.89757 12.23554 12.3611 0.0711963 3.544591 0.10832124 10911 1.2582803 down 11.96687 12.29832 0.098007 0.088785 -0.331454 0.973049
1611316_aVvi.15465 Transcr ibed locus 4.788845 4.818594 4.637173 4.595066 16 2.259678 2.268612 2.213246 2.200086 0.0186122 7.227229 0.04341108 7117 1.040646 up 2.264145 2.206666 0.006318 0.009306 0.0574795 1.026048
1611317_aVvi.2757 Transcr ibed locus, moderately similar to NP_566020.1 expressed protein [Arabidopsis thalian 185.0118 173.9862 192.8235 175.3602 16 7.531474 7.442829 7.591137 7.454177 0.7058337 0.435273 0.74063015 15821 1.0249164 down 7.487151 7.522657 0.062681 0.096845 -0.0355064 0.99528
1611318_aVvi.15389 Transcr ibed locus 4.78379 4.798291 4.559863 4.561929 16 2.258154 2.262521 2.18899 2.189644 9.65E-04 32.17172 0.02255868 709 1.0504591 up 2.260337 2.189317 0.003088 4.62E-04 0.0710202 1.032439
1611319_aVvi.15215 Transcr ibed locus 5.675947 5.628963 5.281471 5.438571 16 2.504861 2.492869 2.40094 2.443228 0.0730652 3.493619 0.11058693 10968 1.0546626 up 2.498865 2.422084 0.00848 0.029902 0.0767815 1.031701
1611320_at 4.157183 4.19926 4.051499 4.216173 16 2.055606 2.070135 2.018456 2.075934 0.6497552 0.528817 0.6896328 15641 1.0109248 up 2.062871 2.047195 0.010273 0.040643 0.0156757 1.007657
1611321_aVvi.5453 Transcr ibed locus, strongly similar to NP_192395.1 Der1-like family protein / degradation in t 2333.107 2346.514 2232.001 2263.036 16 11.18804 11.1963 11.12412 11.14404 0.0327846 5.386138 0.06089612 8937 1.0410846 up 11.19217 11.13408 0.005845 0.014087 0.058087 1.005217
1611322_at 6969.936 6799.04 9282.673 9555.366 16 12.76693 12.73111 13.18033 13.2221 0.003681 16.43673 0.02823081 2161 1.368114 down 12.74902 13.20121 0.025325 0.029535 -0.452188 0.965746
1611323_aVvi.5053 Transcr ibed locus 4.651473 4.666839 4.510361 4.530645 16 2.217688 2.222446 2.173243 2.179717 0.0083867 10.85071 0.0319476 4356 1.0306731 up 2.220067 2.17648 0.003364 0.004577 0.043587 1.020026
1611324_aVvi.1464 Transcr ibed locus, strongly similar to NP_563947.1 expressed protein [Arabidopsis thaliana] 238.7745 242.2069 62.86778 70.08767 16 7.899505 7.920096 5.974249 6.131089 0.0018089 23.48039 0.02511424 1192 3.6228673 up 7.909801 6.052669 0.01456 0.110903 1.8571319 1.306829
1611325_aVvi.9632 Transcr ibed locus, strongly similar to NP_173226.2 ABC transporter family protein [Arabidop 3.600386 3.616465 3.485897 3.506451 16 1.848152 1.85458 1.80153 1.810012 0.0133482 8.568544 0.03724467 5948 1.0321088 up 1.851366 1.805771 0.004546 0.005997 0.045595 1.02525
1611326_aVvi.6307 Transcr ibed locus, weakly similar to NP_563830.1 early-responsive to dehydration stress prot 323.1067 348.2384 301.456 237.2108 16 8.335867 8.443932 8.235804 7.890026 0.2128027 1.805194 0.26547563 13307 1.2543887 up 8.389899 8.062915 0.076413 0.244502 0.326984 1.040554
1611327_aVvi.7022 Transcr ibed locus, moderately similar to NP_173923.1 expressed protein [Arabidopsis thalian 3815.74 3709.549 3732.661 3771.117 16 11.89775 11.85703 11.86599 11.88078 0.8703798 0.184871 0.8884134 16264 1.0027796 up 11.87739 11.87338 0.028793 0.010456 0.004004 1.000337
1611328_aVvi.12459 Transcr ibed locus, strongly similar to NP_912651.1 Putative histone H2A [Oryza sativa (japon  8.933927 8.255607 54.33817 92.07407 16 3.159294 3.045374 5.763894 6.524723 0.0156159 7.908314 0.03962922 6541 8.236174 down 3.102334 6.144309 0.080554 0.537987 -3.0419743 0.504912
1611329_sVvi.2477 Transcr ibed locus, moderately similar to NP_564892.1 proteasome maturation factor UMP1 f 4329.946 3816.065 4032.959 4287.208 16 12.08013 11.89787 11.97762 12.06582 0.7772039 0.323205 0.80523837 16023 1.02294 down 11.989 12.02172 0.128879 0.062367 -0.032722 0.997278
1611330_aVvi.12 GO:000597Putative cellulase CEL1 4.118698 4.136402 3.974556 3.982953 16 2.042188 2.048376 1.990794 1.993839 0.0042116 15.36028 0.0288901 2418 1.0373957 up 2.045282 1.992316 0.004376 0.002153 0.0529664 1.026585
1611331_at 202.4932 223.2625 292.3955 258.7331 16 7.661729 7.802597 8.191777 8.015321 0.0812957 3.289674 0.12007754 11239 1.2935946 down 7.732163 8.103549 0.099609 0.124774 -0.3713856 0.95417
1611332_aVvi.10639 Transcr ibed locus 28.87675 16.54647 164.3387 162.9372 16 4.851836 4.048451 7.360528 7.348172 0.018603 7.229071 0.0433972 7115 7.486058 down 4.450144 7.35435 0.568079 0.008737 -2.904206 0.605104
1611333_aVvi.14705 Transcr ibed locus 4.349272 4.385422 4.18673 4.20347 16 2.120774 2.132716 2.065824 2.071581 0.0127918 8.756606 0.03674486 5777 1.0410523 up 2.126745 2.068702 0.008444 0.004071 0.0580425 1.028057
1611334_at 4.947891 5.023028 4.785747 4.786266 16 2.306814 2.328558 2.258744 2.258901 0.0324628 5.414125 0.06051508 8905 1.0416446 up 2.317686 2.258822 0.015375 1.11E-04 0.0588632 1.026059
1611335_at 1501.59 1539.548 2533.251 2275.608 16 10.55228 10.58829 11.30677 11.15204 0.0142159 8.297437 0.03820201 6177 1.5791218 down 10.57028 11.22941 0.025467 0.109416 -0.659122 0.941304
1611336_at 178.1133 177.6079 89.66192 79.6197 16 7.476651 7.472552 6.486424 6.315054 0.0063101 12.5291 0.03037211 3447 2.1050625 up 7.474602 6.400739 0.002899 0.121177 1.073863 1.167772
1611337_aVvi.15714 Transcr ibed locus 7.902389 16.10852 115.7217 153.7707 16 2.982289 4.009752 6.854516 7.264637 0.0232569 6.442349 0.04893057 7890 11.823257 down 3.49602 7.059576 0.726526 0.289999 -3.5635557 0.495217
1611338_aVvi.15656 Transcr ibed locus 3.566661 3.579311 3.458774 3.476659 16 1.834574 1.839682 1.790261 1.797702 0.0107619 9.56154 0.03483509 5128 1.0303588 up 1.837128 1.793981 0.003612 0.005261 0.0431468 1.024051
1611339_aVvi.15020 Transcr ibed locus 4.183071 4.197023 4.059437 4.080095 16 2.064562 2.069367 2.02128 2.028603 0.0106853 9.596311 0.03475448 5103 1.0295568 up 2.066964 2.024941 0.003397 0.005178 0.0420234 1.020753
1611340_aVvi.12920 Transcr ibed locus, moderately similar to NP_567864.1 expressed protein [Arabidopsis thalian 6.145173 6.231731 6.16606 6.098231 16 2.619454 2.639633 2.624349 2.608391 0.4134817 1.024108 0.46892712 14638 1.009173 up 2.629543 2.61637 0.014269 0.011284 0.0131736 1.005035
1611341_at 6.639826 6.441518 10.30913 13.09441 16 2.731145 2.687401 3.365851 3.710879 0.0412863 4.767772 0.0717658 9550 1.7765663 down 2.709273 3.538365 0.030932 0.243972 -0.8290916 0.765685
1611342_aVvi.5293 Transcr ibed locus, moderately similar to NP_916033.1 putative receptor protein kinase tmk1 p 4.210504 4.25207 4.091114 4.110183 16 2.073993 2.088166 2.032494 2.039203 0.0287564 5.769074 0.05565553 8577 1.0318483 up 2.081079 2.035848 0.010022 0.004744 0.0452309 1.022217
1611343_aVvi.5863 Transcr ibed locus 157.715 139.0825 148.1021 153.5611 16 7.301175 7.119797 7.210449 7.262669 0.808268 0.276276 0.83378065 16093 1.0182368 down 7.210486 7.236559 0.128254 0.036925 -0.026073 0.996397
1611344_at 6.492156 6.538353 6.095356 6.144636 16 2.698698 2.708927 2.60771 2.619328 0.0072672 11.66647 0.03107765 3880 1.0645866 up 2.703812 2.613519 0.007233 0.008215 0.0902934 1.034549
1611345_aVvi.15734 Transcr ibed locus 307.4363 299.8914 404.6726 394.7817 16 8.264144 8.228296 8.660611 8.624911 0.0040447 15.67609 0.02864669 2336 1.3163486 down 8.24622 8.642761 0.025348 0.025244 -0.396541 0.954119
1611346_aVvi.13947 Transcr ibed locus, moderately similar to NP_564831.2 expressed protein [Arabidopsis thalian 11.34695 12.66107 14.20846 13.79211 16 3.504232 3.662328 3.828678 3.785772 0.1117831 2.734135 0.15559854 11926 1.1679226 down 3.58328 3.807225 0.11179 0.030339 -0.2239448 0.941179
1611347_aVvi.647 Transcr ibed locus 19.882 18.59945 14.7243 12.69197 16 4.313391 4.217188 3.880127 3.665844 0.0524716 4.191824 0.08571724 10161 1.4066894 up 4.265289 3.772986 0.068026 0.151521 0.4923038 1.130481
1611348_aVvi.14880 Transcr ibed locus 7.095028 7.097285 7.069598 8.839482 16 2.826809 2.827267 2.821628 3.143962 0.4357881 0.966433 0.4903724 14753 1.1140062 down 2.827038 2.982795 3.24E-04 0.227924 -0.1557572 0.947781
1611349_aVvi.7548 Transcr ibed locus, moderately similar to XP_479734.1 putative arm repeat-containing protein 2644.169 2413.715 1644.142 1594.093 16 11.3686 11.23704 10.68312 10.63852 0.0115031 9.243173 0.03544051 5386 1.5604901 up 11.30282 10.66082 0.093027 0.031536 0.641999 1.06022
1611350_aVvi.10258 Transcr ibed locus, weakly similar to NP_188456.1 protease inhibitor/seed storage/lipid transf 803.347 685.4144 3722.378 4202.873 16 9.649879 9.420833 11.86201 12.03716 0.0035472 16.74564 0.02809704 2093 5.3303432 down 9.535357 11.94959 0.161961 0.123851 -2.4142285 0.797965
1611351_at 4.471237 4.495744 4.297336 4.351785 16 2.160674 2.16856 2.103442 2.121607 0.0342813 5.261096 0.06277723 9065 1.0367672 up 2.164617 2.112525 0.005576 0.012845 0.052092 1.024659
1611352_aVvi.14735 Transcr ibed locus 4.878274 4.857713 4.696083 4.711285 16 2.286371 2.280278 2.231458 2.236121 0.0059448 12.91188 0.03008995 3279 1.0349313 up 2.283324 2.233789 0.004309 0.003297 0.049535 1.022175
1611353_at 3.379811 3.34584 3.223378 3.248157 16 1.756942 1.742368 1.688573 1.699621 0.0260357 6.075802 0.05241875 8245 1.0392611 up 1.749655 1.694097 0.010305 0.007812 0.0555582 1.032795
1611354_aVvi.8562 Transcr ibed locus, moderately similar to NP_178722.1 cycloartenol synthase (CAS1) / 2,3-ep 516.7511 497.5624 487.3531 487.7472 16 9.013326 8.958734 8.928823 8.92999 0.1738045 2.073928 0.22363038 12902 1.0400281 up 8.98603 8.929407 0.038602 8.25E-04 0.056623 1.006341
1611355_aVvi.3379 Transcr ibed locus, moderately similar to XP_471734.1 OSJNBa0023J03.11 [Oryza sativa (jap 876.0984 962.5928 1654.822 1436.591 16 9.774949 9.910782 10.69246 10.48843 0.0258371 6.100052 0.05222144 8213 1.6789758 down 9.842865 10.59045 0.096048 0.144268 -0.747581 0.92941
1611356_aVvi.4540 Transcr ibed locus 4.273233 4.309209 4.159135 4.117703 16 2.095328 2.107423 2.056284 2.04184 0.0309242 5.553829 0.05850747 8774 1.0369266 up 2.101376 2.049062 0.008552 0.010213 0.0523138 1.025531
1611357_aVvi.5397 Transcr ibed locus 4.17315 4.219317 4.040798 4.051462 16 2.061137 2.077009 2.01464 2.018443 0.0232943 6.436993 0.04896068 7897 1.0370833 up 2.069073 2.016542 0.011224 0.002689 0.0525317 1.02605
1611358_aVvi.15193 Transcr ibed locus 3.799732 3.817485 3.671923 3.714777 16 1.925898 1.932623 1.876536 1.893276 0.0389559 4.917312 0.0686349 9422 1.0312216 up 1.92926 1.884906 0.004755 0.011837 0.0443544 1.023531
1611359_aVvi.2624 Transcr ibed locus, moderately similar to NP_187634.1 lycopene beta cyclase (LYC) [Arabido 179.3594 183.9503 173.9468 170.2101 16 7.48671 7.523172 7.442502 7.411173 0.0830787 3.249377 0.12204869 11300 1.0556298 up 7.504941 7.426837 0.025783 0.022153 0.078104 1.010516
1611360_s_at 23504 22617.8 18630.98 17046.92 16 14.52062 14.46517 14.18542 14.05722 0.0335552 5.320727 0.06187074 9003 1.2937648 up 14.4929 14.12132 0.039208 0.090646 0.371575 1.026313
1611361_aVvi.15523 Transcr ibed locus 5.885903 5.929301 5.572713 5.618794 16 2.557264 2.567862 2.47838 2.490261 0.010193 9.829003 0.03408981 4962 1.0557314 up 2.562563 2.48432 0.007494 0.008401 0.0782428 1.031495
1611362_aVvi.9329 Transcr ibed locus, moderately similar to NP_194655.1 acid phosphatase class B family prote 500.6353 509.0522 358.6209 369.0179 16 8.967616 8.99167 8.486316 8.527547 0.0025395 19.80587 0.0266497 1576 1.3877152 up 8.979643 8.506931 0.017008 0.029155 0.472712 1.055568
1611363_aVvi.15659 Transcr ibed locus 4.141137 4.112988 3.867919 3.262247 16 2.050027 2.040187 1.951558 1.705866 0.2204576 1.760103 0.27332065 13390 1.1618267 up 2.045107 1.828712 0.006958 0.17373 0.216395 1.118332
1611364_aVvi.390 Transcr ibed locus, strongly similar to NP_174418.1 photosystem I reaction center subunit III f 1148.815 1135.703 18.16332 15.18755 16 10.16593 10.14937 4.182956 3.924817 4.49E-04 47.19361 0.01871624 397 68.772675 up 10.15765 4.053886 0.01171 0.182531 6.1037636 2.505657
1611365_aVvi.14891 Transcr ibed locus 329.1855 373.7333 935.6347 842.78 16 8.362757 8.545865 9.869802 9.719012 0.0077419 11.29907 0.03137725 4094 2.5316808 down 8.454311 9.794407 0.129477 0.106624 -1.340096 0.863177
1611366_aVvi.1999 Transcr ibed locus, weakly similar to NP_566540.1 expressed protein [Arabidopsis thaliana] 1361.475 1203.543 1093.941 1161.875 16 10.41095 10.23307 10.09532 10.18224 0.2053805 1.851008 0.25752032 13239 1.1354264 up 10.32201 10.13878 0.125782 0.061462 0.183234 1.018073
1611367_aVvi.12333 Transcr ibed locus, weakly similar to NP_908668.1 putative SecA-type chloroplast protein tran 14.71936 16.70705 15.89101 18.39091 16 3.879643 4.062385 3.990139 4.200921 0.4662224 0.892684 0.5188861 14916 1.0901417 down 3.971014 4.09553 0.129218 0.149046 -0.1245156 0.969597
1611368_at 12.097 12.344 11.55188 11.50101 16 3.596578 3.625738 3.530057 3.523689 0.0299492 5.647787 0.05729108 8676 1.0601624 up 3.611158 3.526873 0.020619 0.004503 0.0842854 1.023898
1611369_aVvi.2264 Transcr ibed locus, moderately similar to NP_172893.1 DNA-binding protein-related [Arabido 472.2924 447.5797 497.8025 571.7353 16 8.883536 8.806001 8.95943 9.159204 0.1831794 2.002384 0.23366451 13014 1.1603404 down 8.844769 9.059317 0.054826 0.141261 -0.214548 0.976317
1611370_at 6.649266 7.178156 6.868256 7.313295 16 2.733195 2.843613 2.779944 2.870522 0.6573859 0.515744 0.6960852 15678 1.025856 down 2.788404 2.825233 0.078078 0.064048 -0.0368283 0.986965
1611371_aVvi.9879 Transcr ibed locus 5.789483 5.850368 5.609905 5.667576 16 2.533434 2.548527 2.487976 2.502732 0.0495581 4.323314 0.08189961 10045 1.0321314 up 2.540981 2.495354 0.010672 0.010434 0.0456266 1.018285
1611372_aVvi.15381 Transcr ibed locus 5.187301 5.220148 6.076953 4.944225 16 2.374984 2.384091 2.603348 2.305744 0.6643881 0.50385 0.7026482 15697 1.0533675 down 2.379537 2.454546 0.006439 0.210438 -0.0750089 0.969441
1611373_aVvi.3642 Transcr ibed locus, weakly similar to NP_201247.1 DNA polymerase V family [Arabidopsis tha 305.3787 331.4955 635.2863 641.373 16 8.254456 8.372846 9.311263 9.32502 0.0035012 16.85576 0.02803947 2070 2.0062366 down 8.31365 9.318142 0.083714 0.009727 -1.004492 0.8922
1611374_aVvi.7143 Transcr ibed locus, strongly similar to NP_062613.2 ubiquitin C [Mus musculus] 433.5213 380.104 181.9162 173.0108 16 8.759959 8.570251 7.507131 7.434719 0.007151 11.76191 0.03096811 3832 2.2881482 up 8.665105 7.470924 0.134144 0.051203 1.1941806 1.159844
1611375_aVvi.12462 Transcr ibed locus, weakly similar to NP_566020.1 expressed protein [Arabidopsis thaliana] 10.5638 9.847903 9.171952 8.936049 16 3.401057 3.299817 3.197229 3.159637 0.0860255 3.185425 0.12557773 11372 1.1266223 up 3.350437 3.178433 0.071588 0.026581 0.172004 1.054116
1611376_aVvi.9981 Transcr ibed locus 51.77913 48.13948 103.1275 96.36115 16 5.694299 5.589149 6.688285 6.59038 0.0051453 13.8872 0.02943507 2899 1.9966884 down 5.641724 6.639333 0.074352 0.069229 -0.9976094 0.849743
1611377_aVvi.1811 Transcr ibed locus, weakly similar to NP_569021.1 BSD domain-containing protein [Arabidops 1485.893 1371.782 1403.33 1386.146 16 10.53711 10.42184 10.45464 10.43686 0.6215367 0.57824 0.66341466 15553 1.0236509 up 10.47948 10.44575 0.081515 0.012569 0.033724 1.003228
1611378_aVvi.15744 Transcr ibed locus 20.43985 25.82917 104.3835 106.5412 16 4.353313 4.690929 6.70575 6.735268 0.0058889 12.9735 0.03008681 3247 4.5896597 down 4.522121 6.720509 0.238731 0.020872 -2.1983872 0.672884
1611379_aVvi.6932 Transcr ibed locus, weakly similar to NP_568738.1 WD-40 repeat family protein / St12p protein 1024.096 1020.87 1179.356 1202.223 16 10.00014 9.995584 10.20378 10.23149 0.0040555 15.65496 0.02864669 2341 1.1645529 down 9.99786 10.21764 0.003219 0.019591 -0.219776 0.978491
1611380_aVvi.11817 Transcr ibed locus 16.09229 16.27972 15.45995 17.36872 16 4.008298 4.025003 3.950464 4.118419 0.8525641 0.210809 0.8724816 16222 1.012408 down 4.016651 4.034442 0.011813 0.118763 -0.0177908 0.99559
1611381_aVvi.12416 Transcr ibed locus 820.925 842.4987 406.9718 463.8319 16 9.681107 9.718531 8.668785 8.857458 0.0103781 9.739566 0.03441097 5006 1.9141408 up 9.699819 8.763122 0.026463 0.133412 0.936697 1.106891
1611382_aVvi.9205 Transcr ibed locus, weakly similar to NP_195826.1 integral membrane protein, putative [Arabid 219.076 230.9704 552.8906 499.3347 16 7.775288 7.851564 9.11085 8.963863 0.0045455 14.78179 0.02926091 2571 2.3358235 down 7.813426 9.037357 0.053936 0.103935 -1.223931 0.86457
1611383_aVvi.14416 Transcr ibed locus 241.4827 248.2463 123.3378 105.7974 16 7.915776 7.955628 6.946471 6.725161 0.0102888 9.782408 0.03425393 4984 2.1433783 up 7.935702 6.835816 0.02818 0.15649 1.0998863 1.160901
1611384_aVvi.14333 Transcr ibed locus 41.1465 35.88061 8.353202 13.99026 16 5.362698 5.165133 3.062329 3.806351 0.0415219 4.753346 0.07201691 9571 3.5543237 up 5.263915 3.43434 0.1397 0.526103 1.829575 1.53273
1611385_at 61.36562 26.18213 279.3193 272.1263 16 5.939359 4.71051 8.125772 8.088133 0.0455155 4.525723 0.07696772 9816 6.8781385 down 5.324935 8.106953 0.868927 0.026615 -2.7820185 0.656835
1611386_aVvi.8479 Transcr ibed locus 286.1955 293.2735 384.9911 466.335 16 8.160857 8.196103 8.588681 8.865223 0.0589358 3.934819 0.09354115 10459 1.4625353 down 8.17848 8.726952 0.024923 0.195545 -0.548472 0.937152
1611387_aVvi.15286 Transcr ibed locus 3.59172 3.610464 3.502352 3.519453 16 1.844675 1.852184 1.808324 1.815351 0.0191817 7.116024 0.04405243 7228 1.0256882 up 1.84843 1.811837 0.00531 0.004969 0.0365923 1.020196
1611388_sVvi.8971 Transcr ibed locus, moderately similar to NP_564248.1 expressed protein [Arabidopsis thalian 92.22611 85.42197 95.35992 93.89179 16 6.527103 6.416535 6.575311 6.552927 0.2434057 1.636353 0.29746196 13584 1.0660683 down 6.471819 6.564119 0.078184 0.015828 -0.0923 0.985939
1611389_aVvi.7593 Transcr ibed locus, moderately similar to NP_565107.1 isoflavone reductase, putative [Arabido 278.3003 334.1303 906.3042 946.3728 16 8.120499 8.384267 9.823852 9.886265 0.007075 11.8256 0.03091022 3799 3.0370622 down 8.252382 9.855059 0.186512 0.044133 -1.602677 0.837375
1611390_aVvi.9544 Transcr ibed locus, moderately similar to NP_187124.1 auxin-responsive protein / indoleacetic 5.022257 5.067245 4.763654 4.786786 16 2.328336 2.341202 2.252069 2.259057 0.0084346 10.81948 0.03202186 4372 1.0564363 up 2.334769 2.255563 0.009097 0.004942 0.0792058 1.035116
1611391_aVvi.11707 Transcr ibed locus, moderately similar to NP_199194.1 pinhead protein (PINHEAD) / zwille p 470.8559 445.8967 494.6365 548.561 16 8.879142 8.800566 8.950225 9.099508 0.1595501 2.193393 0.20832254 12713 1.1368271 down 8.839853 9.024866 0.055562 0.105559 -0.185013 0.9795
1611392_aVvi.12811 Transcr ibed locus, weakly similar to XP_475665.1 unknown protein [Oryza sativa (japonica cu 4.378503 4.445357 4.194238 4.214604 16 2.130438 2.152299 2.068409 2.075397 0.0262224 6.053268 0.05258406 8278 1.0493276 up 2.141368 2.071903 0.015458 0.004941 0.0694652 1.033527
1611393_aVvi.2739 Transcr ibed locus 47.62791 44.60146 47.45905 46.418 16 5.573735 5.479019 5.568611 5.536613 0.6520796 0.524823 0.6917902 15648 1.0183508 down 5.526377 5.552612 0.066974 0.022626 -0.026235 0.995275
1611394_aVvi.2189 Transcr ibed locus, moderately similar to NP_201090.1 phosphoglycerate/bisphosphoglycerat 4.679774 4.814929 5.551175 4.575568 16 2.226439 2.267515 2.472793 2.193951 0.6022667 0.613056 0.645544 15488 1.0617142 down 2.246977 2.333372 0.029045 0.197171 -0.0863954 0.962974
1611395_aVvi.3348 Transcr ibed locus, moderately similar to NP_175048.1 acyl-[acyl-carrier-protein] desaturase, 24.15266 24.29275 23.52831 23.67831 16 4.59411 4.602454 4.556325 4.565494 0.026423 6.02931 0.05286761 8296 1.0262429 up 4.598282 4.56091 0.0059 0.006483 0.0373723 1.008194
1611396_aVvi.2015 Transcr ibed locus, weakly similar to NP_564153.1 peptidoglycan-binding LysM domain-conta 96.5985 126.5986 391.2751 382.5666 16 6.593929 6.984117 8.61204 8.579567 0.0115374 9.229165 0.03544051 5403 3.4986064 down 6.789023 8.595803 0.275905 0.022962 -1.80678 0.789807
1611397_aVvi.2919 Transcr ibed locus 5.24961 5.276653 5.018446 5.015896 16 2.39221 2.399623 2.327241 2.326507 0.0028975 18.53719 0.02722713 1764 1.0490204 up 2.395917 2.326874 0.005242 5.19E-04 0.0690427 1.029672
1611398_aVvi.8249 Transcr ibed locus, moderately similar to XP_473757.1 OSJNBa0083N12.11 [Oryza sativa (ja  484.0855 492.7369 257.5458 241.2903 16 8.919118 8.944674 8.008685 7.914626 0.0025135 19.90863 0.02662987 1566 1.9591672 up 8.931896 7.961656 0.018071 0.06651 0.9702404 1.121864
1611399_aVvi.5130 Transcr ibed locus 74.18839 72.1731 96.74477 95.05887 16 6.213121 6.173389 6.596112 6.570749 0.0036289 16.55498 0.02818367 2136 1.3105522 down 6.193255 6.58343 0.028095 0.017934 -0.3901749 0.940734
1611400_aVvi.12429 Transcr ibed locus, weakly similar to NP_195580.1 cold-shock DNA-binding family protein [Ar 969.8498 1038.679 307.7131 282.6085 16 9.921618 10.02053 8.265442 8.142661 0.0019845 22.41435 0.02546124 1293 3.4035094 up 9.971075 8.204052 0.069944 0.086819 1.767023 1.215384
1611401_aVvi.14475 Transcr ibed locus 5.117776 5.152296 4.962708 4.978124 16 2.355517 2.365216 2.311127 2.315602 0.0126653 8.801073 0.03661824 5741 1.0331155 up 2.360366 2.313365 0.006858 0.003164 0.0470016 1.020317
1611402_aVvi.8117 Transcr ibed locus, strongly similar to XP_483414.1 putative ribosomal protein L32 [Oryza sat 17861.07 17104.11 21551.93 21353.75 16 14.12453 14.06206 14.39553 14.3822 0.011477 9.253862 0.03543693 5375 1.2273725 down 14.09329 14.38887 0.044177 0.009424 -0.295573 0.979458
1611403_aVvi.10771 Transcr ibed locus, weakly similar to XP_464354.1 putative ankyrin repeat-containing protein [O    671.0267 705.961 852.1904 815.7314 16 9.390226 9.463445 9.735032 9.67195 0.0291796 5.725201 0.05623329 8613 1.2113831 down 9.426836 9.703491 0.051773 0.044606 -0.276655 0.971489
1611404_aVvi.7792 Transcr ibed locus, moderately similar to NP_564046.1 expressed protein [Arabidopsis thalian 36.04365 28.47309 8.84087 10.77581 16 5.171673 4.831527 3.144188 3.429724 0.0163608 7.721777 0.04061058 6686 3.2821562 up 5.0016 3.286956 0.24052 0.201904 1.714644 1.521651
1611405_aVvi.11238 Transcr ibed locus, weakly similar to NP_193652.1 9-cis-epoxycarotenoid dioxygenase, putativ 5.398915 5.368049 5.182915 5.216879 16 2.432669 2.424398 2.373764 2.383187 0.0153257 7.984588 0.03931774 6469 1.0353067 up 2.428534 2.378475 0.005849 0.006663 0.0500582 1.021046
1611406_aVvi.14859 Transcr ibed locus 4.465406 4.44298 4.673563 4.287221 16 2.158791 2.151528 2.224523 2.100043 0.9194713 0.114255 0.9316486 16384 1.0049498 down 2.15516 2.162283 0.005136 0.088021 -0.0071235 0.996706
1611407_aVvi.12029 Transcr ibed locus 3.389388 3.406966 3.297648 3.317108 16 1.761025 1.768488 1.721438 1.729926 0.0202817 6.914525 0.04531854 7429 1.0274545 up 1.764756 1.725682 0.005277 0.006002 0.0390744 1.022643
1611408_aVvi.14997 Transcr ibed locus 4.413652 4.437105 4.253258 4.258697 16 2.141973 2.149619 2.088568 2.090412 0.0048423 14.31836 0.02936143 2737 1.0397997 up 2.145796 2.08949 0.005406 0.001304 0.0563056 1.026947
1611409_s_at 10155.52 9755.144 12087.72 12637.38 16 13.30998 13.25195 13.56125 13.62541 0.0186386 7.221965 0.04343602 7123 1.2417462 down 13.28096 13.59333 0.041033 0.045364 -0.31237 0.97702
1611410_aVvi.11464 Transcr ibed locus, weakly similar to NP_908451.1 unnamed protein product [Oryza sativa (jap 4.564331 4.611157 4.423379 4.442298 16 2.190404 2.205129 2.145149 2.151306 0.0249834 6.207487 0.05118291 8102 1.034934 up 2.197766 2.148228 0.010412 0.004354 0.0495388 1.02306
1611411_at 15.95202 15.17398 19.18887 26.06337 16 3.995667 3.923528 4.262198 4.703952 0.1442564 2.33901 0.19147308 12507 1.4374155 down 3.959598 4.483075 0.05101 0.312368 -0.5234771 0.883233
1611412_aVvi.7064 Transcr ibed locus, weakly similar to NP_177415.1 casein kinase, putative [Arabidopsis thalian 3238.911 3030.963 2890.394 3011.952 16 11.66129 11.56556 11.49705 11.55648 0.263855 1.538164 0.31901285 13730 1.0619092 up 11.61343 11.52677 0.067693 0.042025 0.08666 1.007518
1611413_aVvi.15443 Transcr ibed locus 1114.114 1110.527 1490.687 1329.163 16 10.12168 10.11703 10.54176 10.3763 0.0545526 4.10426 0.088227 10264 1.2654731 down 10.11936 10.45903 0.003289 0.116997 -0.339677 0.967523
1611414_aVvi.6087 Transcr ibed locus, moderately similar to NP_189124.1 PRT1 protein (PRT1) [Arabidopsis th 327.5419 333.9585 508.0689 487.1614 16 8.355536 8.383525 8.98888 8.928256 0.0031972 17.64289 0.02774722 1912 1.5042442 down 8.36953 8.958569 0.019791 0.042868 -0.589039 0.934249
1611415_at 5.873716 5.956974 5.56604 5.542242 16 2.554274 2.57458 2.476651 2.47047 0.0133688 8.56181 0.0372584 5956 1.0650094 up 2.564426 2.47356 0.014358 0.004371 0.0908661 1.036735
1611416_aVvi.14764 Transcr ibed locus 5.717876 5.767802 5.541561 5.540314 16 2.515479 2.528022 2.470292 2.469968 0.0144493 8.228684 0.03841263 6244 1.0364285 up 2.521751 2.47013 0.008869 2.29E-04 0.0516205 1.020898
1611417_at 57.0662 56.39789 54.37572 60.90281 16 5.834564 5.817569 5.764891 5.928437 0.8255642 0.250531 0.84888 16145 1.0143788 down 5.826067 5.846664 0.012017 0.115645 -0.0205965 0.996477
1611418_at 25.07366 19.24338 9.926852 16.11324 16 4.648101 4.26629 3.311337 4.010174 0.1834684 2.000258 0.2339192 13020 1.73681 up 4.457195 3.660755 0.269981 0.494153 0.7964399 1.217562
1611419_aVvi.818 Transcr ibed locus, weakly similar to NP_179576.1 hexokinase 2 (HXK2) [Arabidopsis thaliana 1416.838 1410.073 1186.408 1037.675 16 10.46846 10.46156 10.21238 10.01914 0.0688214 3.612228 0.10560795 10818 1.2738938 up 10.46501 10.11576 0.004882 0.136645 0.349245 1.034525
1611420_aVvi.15308 Transcr ibed locus 5.6415 5.652134 5.400377 5.438332 16 2.496079 2.498796 2.43306 2.443164 0.0076866 11.34016 0.03135112 4062 1.041978 up 2.497437 2.438112 0.001921 0.007145 0.0593247 1.024332
1611421_aVvi.10434 Transcr ibed locus, weakly similar to NP_199844.2 ABC1 family protein [Arabidopsis thaliana] 486.7204 454.689 440.3934 401.4285 16 8.92695 8.828736 8.782649 8.648999 0.189948 1.953732 0.24096575 13085 1.1188517 up 8.877843 8.715824 0.069447 0.094505 0.162019 1.018589
1611422_aVvi.14938 Transcr ibed locus 1282.958 1247.213 689.6721 763.4971 16 10.32526 10.28449 9.429767 9.576479 0.0088974 10.53063 0.03259589 4529 1.7432181 up 10.30488 9.503122 0.028826 0.103741 0.801753 1.084367
1611423_s_at 273.8077 206.8184 43.90311 54.34934 16 8.097019 7.692221 5.456251 5.764191 0.0121672 8.982833 0.03602742 5605 4.871611 up 7.89462 5.610221 0.286236 0.217746 2.284399 1.407185
1611424_aVvi.9491 Transcr ibed locus 4.544023 4.525748 4.371234 4.396858 16 2.18397 2.178156 2.128041 2.136473 0.0108311 9.530448 0.03489026 5152 1.0344086 up 2.181063 2.132257 0.004111 0.005962 0.0488062 1.022889
1611425_aVvi.7909 Transcr ibed locus, weakly similar to NP_188155.1 thioredoxin M-type 4, chloroplast (TRX-M4 542.8363 543.783 368.2457 359.6046 16 9.084373 9.086887 8.524525 8.490268 8.81E-04 33.66813 0.02224117 654 1.4930202 up 9.08563 8.507397 0.001778 0.024223 0.578233 1.067968
1611426_aVvi.11120 Transcr ibed locus, weakly similar to NP_182081.1 cytochrome P450 76C2, putative (CYP76C 3.143385 3.157019 3.054833 3.072834 16 1.652319 1.658563 1.611094 1.61957 0.0167914 7.619609 0.04113871 6774 1.0281916 up 1.655441 1.615332 0.004415 0.005994 0.0401091 1.02483
1611427_x_at 15.35161 14.72682 14.26573 14.36288 16 3.940318 3.880374 3.834482 3.844274 0.1444656 2.336876 0.19167256 12512 1.0504215 up 3.910346 3.839378 0.042386 0.006924 0.0709684 1.018484
1611428_aVvi.8195 Transcr ibed locus 303.9807 267.245 250.7027 269.062 16 8.247836 8.062019 7.969833 8.071795 0.3331589 1.265507 0.3892951 14207 1.0974189 up 8.154928 8.020814 0.131392 0.072097 0.134114 1.016721
1611429_aVvi.11897 Transcr ibed locus, weakly similar to NP_178872.1 natC N(alpha)-terminal acetyltransferase, 4.52681 4.5503 4.355446 4.357376 16 2.178495 2.185962 2.12282 2.12346 0.0039976 15.76876 0.02858611 2320 1.0418072 up 2.182228 2.12314 0.00528 4.52E-04 0.0590881 1.027831
1611430_aVvi.5913 Transcr ibed locus, moderately similar to NP_566541.1 FtsH protease, putative [Arabidopsis t 61.97536 63.79909 65.28572 62.00271 16 5.953623 5.995464 6.028696 5.954259 0.7299612 0.396627 0.76290935 15884 1.0118068 down 5.974544 5.991478 0.029586 0.052634 -0.0169339 0.997174
1611431_aVvi.14750 Transcr ibed locus 4.754527 4.740816 4.567842 4.58883 16 2.249302 2.245135 2.191513 2.198126 0.0055171 13.40735 0.02965942 3087 1.036988 up 2.247219 2.19482 0.002946 0.004676 0.0523991 1.023874
1611432_aVvi.12882 Transcr ibed locus, weakly similar to NP_200260.1 calcium-binding EF-hand protein, putative 3386.097 4642.849 1874.848 2614.689 16 11.72541 12.1808 10.87256 11.35242 0.1261879 2.541331 0.17171893 12199 1.7908067 up 11.9531 11.11249 0.322008 0.339317 0.840609 1.075645
1611433_aVvi.3035 Transcr ibed locus, weakly similar to NP_193063.2 expressed protein [Arabidopsis thaliana] 217.3446 225.7308 232.325 226.426 16 7.763841 7.818459 7.860001 7.822896 0.2670952 1.523499 0.3223315 13756 1.0354786 down 7.79115 7.841448 0.038621 0.026237 -0.050298 0.993586
1611434_aVvi.196 Transcr ibed locus, moderately similar to NP_194153.1 expressed protein [Arabidopsis thalian 197.1982 194.993 296.8571 299.2144 16 7.623502 7.607279 8.213625 8.225036 2.70E-04 60.89816 0.01827131 243 1.5198606 down 7.615391 8.21933 0.011472 0.008069 -0.603939 0.926522
1611435_s_at 12599.57 12275.02 14114.54 13867.73 16 13.62109 13.58344 13.78489 13.75944 0.0174182 7.477683 0.04192128 6896 1.1249864 down 13.60226 13.77217 0.026622 0.017996 -0.169907 0.987663
1611436_x_at 222.7016 206.8699 187.7374 189.564 16 7.798968 7.69258 7.552572 7.566541 0.0739205 3.470913 0.11156622 10999 1.137777 up 7.745774 7.559557 0.075228 0.009878 0.1862178 1.024633
1611437_aVvi.8606 Transcr ibed locus 37.67652 52.04083 38.72099 40.78872 16 5.235594 5.701572 5.275044 5.350098 0.5765237 0.66109 0.6214417 15401 1.114203 up 5.468583 5.312571 0.329496 0.053071 0.156012 1.029367
1611438_aVvi.9744 Transcr ibed locus, weakly similar to NP_568810.1 heat shock protein-related [Arabidopsis tha 7.715873 7.773614 7.18477 7.354796 16 2.94783 2.958586 2.844942 2.878685 0.0355514 5.161137 0.06444904 9157 1.065399 up 2.953208 2.861814 0.007606 0.02386 0.091394 1.031936
1611439_aVvi.3433 Transcr ibed locus, weakly similar to NP_914373.1 P0698H10.19 [Oryza sativa (japonica cultiv 3841.471 4112.949 1409.775 1187.179 16 11.90744 12.00596 10.46125 10.21332 0.0067166 12.14031 0.03067327 3632 3.0725029 up 11.9567 10.33729 0.06966 0.175311 1.619414 1.156658
1611440_aVvi.3272 Transcr ibed locus, moderately similar to NP_175406.1 expressed protein [Arabidopsis thalian 68.94259 92.53925 345.8592 360.9948 16 6.107323 6.531993 8.434041 8.495834 0.0098564 9.997984 0.03376016 4846 4.423778 down 6.319658 8.464937 0.300287 0.043694 -2.1452787 0.746569
1611441_aVvi.15184 Transcr ibed locus 5.271896 5.344985 5.121773 5.095634 16 2.398322 2.418186 2.356643 2.349262 0.0348043 5.219283 0.06347594 9102 1.039076 up 2.408254 2.352953 0.014046 0.00522 0.0553012 1.023503
1611442_s_at 10835.03 10785.13 7845.661 7658.911 16 13.40342 13.39676 12.93768 12.90292 0.0013573 27.11552 0.02385507 939 1.3945348 up 13.40009 12.9203 0.00471 0.024576 0.479784 1.037134
1611443_aVvi.2694 Transcr ibed locus, moderately similar to XP_481784.1 unknown protein [Oryza sativa (japonic  39.101 43.78383 49.73245 35.64842 16 5.289134 5.452326 5.636116 5.155766 0.9298934 0.09939 0.9402567 16418 1.0176284 down 5.37073 5.395941 0.115395 0.339658 -0.025211 0.995328
1611444_at 19.88666 31.36268 13.02499 17.27855 16 4.313729 4.970977 3.70321 4.11091 0.1976115 1.901382 0.24905084 13172 1.6647354 up 4.642353 3.90706 0.464744 0.288288 0.7352929 1.188196
1611445_aVvi.578 Transcr ibed locus, weakly similar to NP_918263.1 putative protein kinase [Oryza sativa (japon 779.1296 761.6497 692.0413 658.4692 16 9.60572 9.572984 9.434714 9.362972 0.0402658 4.831692 0.07037184 9498 1.1411654 up 9.589352 9.398844 0.023148 0.050729 0.190508 1.020269
1611446_aVvi.8513 Transcr ibed locus 134.6147 114.3683 15.49877 22.41919 16 7.072692 6.837544 3.954082 4.486662 0.0111409 9.394809 0.03509024 5270 6.6564198 up 6.955118 4.220372 0.166275 0.376591 2.7347463 1.647987
1611447_aVvi.3358 Transcr ibed locus 636.1322 691.0808 652.3389 741.7396 16 9.313183 9.432711 9.349478 9.534769 0.5944464 0.627456 0.6382331 15462 1.0491178 down 9.372947 9.442123 0.084519 0.131021 -0.069176 0.992674
1611448_at 4.727661 4.748605 4.546802 4.518818 16 2.241127 2.247504 2.184852 2.175946 0.0072631 11.66983 0.03107765 3879 1.0452994 up 2.244315 2.180399 0.004509 0.006298 0.0639161 1.029314
1611449_aVvi.8912 Transcr ibed locus, moderately similar to NP_199582.1 C2 domain-containing protein [Arabid 253.6803 234.1624 375.8326 369.5439 16 7.986868 7.871365 8.553947 8.529602 0.0091532 10.38047 0.03293699 4612 1.5290743 down 7.929116 8.541775 0.081673 0.017214 -0.6126588 0.928275
1611450_aVvi.9129 Transcr ibed locus, moderately similar to NP_566847.1 expressed protein [Arabidopsis thalian 467.7082 435.9529 59.51407 65.93494 16 8.869465 8.768028 5.895159 6.042971 9.88E-04 31.79199 0.02255868 724 7.208414 up 8.818747 5.969065 0.071727 0.104519 2.8496823 1.477409
1611451_aVvi.8189 Transcr ibed locus, weakly similar to NP_566021.1 expressed protein [Arabidopsis thaliana] 91.04126 95.28066 145.2915 144.8761 16 6.508449 6.574111 7.182807 7.178676 0.002636 19.43884 0.02671691 1637 1.5577476 down 6.54128 7.180741 0.04643 0.002921 -0.6394613 0.910948
1611452_aVvi.533 Transcr ibed locus, weakly similar to NP_192016.1 UDP-glucoronosyl/UDP-glucosyl transfer 79.65531 79.56998 257.1595 201.3899 16 6.315699 6.314152 8.006519 7.653848 0.013274 8.592941 0.0371627 5929 2.858499 down 6.314926 7.830184 0.001094 0.249376 -1.5152578 0.806485
1611453_aVvi.5325 Transcr ibed locus, moderately similar to XP_476404.1 putative ferredoxin [Oryza sativa (japon  314.6222 317.3112 416.4311 483.2114 16 8.297477 8.309754 8.701934 8.916511 0.0423275 4.7049 0.0728889 9640 1.4197202 down 8.303616 8.809222 0.008682 0.151729 -0.505606 0.942605
1611454_s_at 5.294797 5.297684 5.116556 5.215946 16 2.404575 2.405362 2.355173 2.382929 0.122544 2.587077 0.16772266 12129 1.0252086 up 2.404969 2.369051 5.56E-04 0.019626 0.0359175 1.015161
1611455_aVvi.15019 Transcr ibed locus 3.043077 3.058533 2.96255 2.975473 16 1.605531 1.61284 1.56684 1.573119 0.0147685 8.137288 0.03877961 6319 1.0275483 up 1.609186 1.569979 0.005168 0.00444 0.0392063 1.024972
1611456_aVvi.4671 Transcr ibed locus, strongly similar to NP_200726.1 DNA-directed RNA polymerase II [Arabi 1684.974 1683.549 1440.058 1620.804 16 10.71851 10.71729 10.49191 10.66249 0.2408103 1.649573 0.29494148 13554 1.1024387 up 10.7179 10.5772 8.63E-04 0.12062 0.140698 1.013302
1611457_aVvi.3111 Transcr ibed locus 381.3433 299.5399 8.579534 7.389697 16 8.574946 8.226604 3.100899 2.885515 0.0014309 26.40727 0.02412722 983 42.44636 up 8.400776 2.993207 0.246315 0.1523 5.4075688 2.806614
1611458_aVvi.2990 Transcr ibed locus, weakly similar to NP_195391.1 G-box binding factor 1 (GBF1) [Arabidops  576.8118 543.8557 610.7489 561.0697 16 9.171957 9.08708 9.254436 9.132036 0.4823789 0.855561 0.53446704 14983 1.0451549 down 9.129519 9.193235 0.060017 0.086549 -0.0637165 0.993069
1611459_aVvi.15601 Transcr ibed locus 5.461064 5.435703 5.172599 5.202664 16 2.449182 2.442467 2.370889 2.379251 0.0056941 13.19558 0.02983043 3168 1.0502657 up 2.445824 2.37507 0.004748 0.005912 0.0707544 1.02979
1611460_at 8.910915 8.982876 8.47916 12.60456 16 3.155574 3.167177 3.083921 3.655874 0.5418079 0.729009 0.589997 15245 1.1555039 down 3.161376 3.369898 0.008205 0.404431 -0.2085221 0.938122
1611461_aVvi.1909 Transcr ibed locus, moderately similar to NP_567970.1 complex 1 family protein / LVR family p 3887.84 3568.15 3560.471 3768.917 16 11.92475 11.80096 11.79785 11.87993 0.77755 0.322677 0.8055202 16024 1.0167493 up 11.86286 11.83889 0.087534 0.058041 0.023964 1.002024
1611462_aVvi.10776 Transcr ibed locus, moderately similar to NP_199049.1 armadillo/beta-catenin repeat family pr 52.10203 63.5077 177.1249 142.5647 16 5.703268 5.98886 7.468623 7.155473 0.0202624 6.917914 0.04530598 7424 2.762519 down 5.846064 7.312048 0.201944 0.22143 -1.4659844 0.799511
1611463_aVvi.15694 Transcr ibed locus 6.572021 6.723931 6.162967 6.155116 16 2.716337 2.749305 2.623625 2.621786 0.0217484 6.669772 0.04705071 7673 1.0793147 up 2.732821 2.622706 0.023312 0.0013 0.1101155 1.041985
1611464_aVvi.9987 Transcr ibed locus, moderately similar to NP_849778.1 chlorophyll A-B binding protein, putati 4.659586 4.691213 4.49037 4.503612 16 2.220202 2.229961 2.166834 2.171083 0.0088719 10.54598 0.03258197 4519 1.0396681 up 2.225081 2.168958 0.006901 0.003004 0.056123 1.025876
1611465_aVvi.11977 Transcr ibed locus 4.067301 4.055875 3.899884 3.91683 16 2.024072 2.020013 1.963431 1.969687 0.0044852 14.88139 0.02926091 2539 1.0392073 up 2.022042 1.966559 0.00287 0.004423 0.0554836 1.028214
1611466_aVvi.10529 Transcr ibed locus 20.878 24.25984 20.11509 19.86124 16 4.383912 4.600498 4.330206 4.311884 0.2559565 1.574895 0.31065065 13678 1.1259632 up 4.492205 4.321045 0.15315 0.012956 0.1711597 1.039611
1611467_aVvi.10580 Transcr ibed locus, weakly similar to NP_914205.1 putative potassi um-sodium symporter [Oryz 3.620504 3.636139 3.50347 3.519587 16 1.856191 1.862407 1.808785 1.815406 0.009129 10.39441 0.03288331 4608 1.0332602 up 1.859299 1.812095 0.004396 0.004682 0.0472037 1.026049
1611468_aVvi.1429 Transcr ibed locus, moderately similar to NP_179469.1 phytochrome B (PHYB) [Arabidopsis t 37.31107 34.6103 53.83906 44.63583 16 5.221532 5.11313 5.750581 5.48013 0.0914604 3.075329 0.1318853 11512 1.3641713 down 5.167331 5.615356 0.076652 0.191238 -0.4480248 0.920214
1611469_x_at 26.55343 27.52231 30.44201 36.1248 16 4.730826 4.78253 4.927992 5.174918 0.1444639 2.336893 0.19167256 12511 1.2266948 down 4.756678 5.051455 0.03656 0.174603 -0.2947765 0.941645
1611470_aVvi.2441 Transcr ibed locus, weakly similar to NP_193356.2 enoyl-CoA hydratase/isomerase family pro 5.536851 5.51536 5.304146 5.380953 16 2.469066 2.463455 2.407121 2.427862 0.0452585 4.539481 0.07665157 9801 1.0343823 up 2.46626 2.417491 0.003967 0.014666 0.0487694 1.020174
1611471_aVvi.9402 Transcr ibed locus, moderately similar to NP_564528.1 leucine-rich repeat transmembrane pr 28.04649 34.3777 420.784 399.6416 16 4.809748 5.103401 8.716936 8.642563 0.0016508 24.58151 0.02493529 1095 13.206489 down 4.956574 8.67975 0.207644 0.05259 -3.7231751 0.57105
1611472_aVvi.6921 Transcr ibed locus, moderately similar to NP_568677.1 ribosomal protein L19 family protein [A 200.2691 197.8895 198.9346 211.5925 16 7.645795 7.628551 7.63615 7.725144 0.4386919 0.959163 0.4932721 14764 1.0305923 down 7.637173 7.680647 0.012194 0.062929 -0.043474 0.99434
1611473_aVvi.7983 Transcr ibed locus, weakly similar to NP_566269.1 expressed protein [Arabidopsis thaliana] 263.9713 279.2325 70.3001 60.61838 16 8.044237 8.125323 6.135455 5.921683 0.0030766 17.98695 0.02768036 1841 4.1589246 up 8.08478 6.028569 0.057337 0.15116 2.056211 1.341078
1611474_at 738.5121 810.6751 1371.597 1335.061 16 9.528478 9.66298 10.42164 10.38269 0.0074535 11.51813 0.0312167 3962 1.7488863 down 9.595729 10.40217 0.095108 0.027543 -0.806436 0.922474
1611475_aVvi.5010 Transcr ibed locus, moderately similar to NP_563648.1 cathepsin B-like cysteine protease, pu 5126.55 5338.64 4708.481 4514.407 16 12.32377 12.38226 12.20105 12.14032 0.0495158 4.325305 0.08184603 10043 1.1347151 up 12.35301 12.17068 0.041355 0.042939 0.18233 1.014981
1611476_aVvi.3638 Transcr ibed locus, moderately similar to NP_566086.1 expressed protein [Arabidopsis thalian 5.197677 5.312817 5.001057 4.987824 16 2.377867 2.409477 2.322233 2.318411 0.0440204 4.607384 0.07512457 9726 1.0521572 up 2.393672 2.320322 0.022352 0.002703 0.0733502 1.031612
1611477_at 6.531345 6.537244 6.109481 6.126749 16 2.70738 2.708683 2.61105 2.615122 5.06E-04 44.41937 0.01952104 428 1.068025 up 2.708031 2.613086 9.21E-04 0.002879 0.0949455 1.036335
1611478_aVvi.326 Transcr ibed locus, moderately similar to NP_176040.1 20S proteasome beta subunit G1 (PBG   5588.96 5370.78 5202.932 5218.742 16 12.44836 12.39092 12.34511 12.34949 0.1286729 2.51118 0.17445706 12244 1.0514221 up 12.41964 12.3473 0.040623 0.003095 0.072342 1.005859
1611479_at 95.4326 105.8379 107.5916 104.4964 16 6.57641 6.725713 6.749422 6.707309 0.4239455 0.996639 0.4791574 14688 1.0550442 down 6.651062 6.728365 0.105573 0.029779 -0.0773034 0.988511
1611480_aVvi.10873 Transcr ibed locus 44.3121 39.26311 38.53051 43.38816 16 5.469629 5.295103 5.26793 5.43923 0.8357891 0.235425 0.85785294 16174 1.0201534 up 5.382366 5.35358 0.123409 0.121127 0.0287862 1.005377
1611481_sVvi.680 Transcr ibed locus, weakly similar to NP_565024.1 expressed protein [Arabidopsis thaliana] 1126.763 1146.331 1086.24 1081.4 16 10.13797 10.16281 10.08513 10.07868 0.0333565 5.337382 0.06161927 8986 1.0486131 up 10.15039 10.08191 0.017564 0.004556 0.068483 1.006793
1611482_aVvi.5290 Transcr ibed locus, moderately similar to NP_566476.1 small nuclear ribonucleoprotein, putat 488.5433 463.4475 646.1318 642.2377 16 8.932343 8.856262 9.335685 9.326963 0.007589 11.41368 0.03135112 4014 1.3538063 down 8.894302 9.331324 0.053797 0.006167 -0.437022 0.953166
1611483_aVvi.9273 Transcr ibed locus, weakly similar to XP_475685.1 'unknown protein, contains ubiquitin carbox      98.09855 100.4677 130.0479 113.9417 16 6.61616 6.650588 7.0229 6.832152 0.0935655 3.035168 0.13435166 11561 1.2261639 down 6.633374 6.927526 0.024344 0.134879 -0.294152 0.957539
1611484_aVvi.1668 Transcr ibed locus, weakly similar to NP_196688.2 expressed protein [Arabidopsis thaliana] 5.095106 5.12896 4.876246 4.852174 16 2.349112 2.358666 2.285771 2.278631 0.0068494 12.02082 0.03075835 3696 1.0509458 up 2.353889 2.282201 0.006756 0.005049 0.0716882 1.031412
1611485_aVvi.11850 Transcr ibed locus, weakly similar to NP_190145.1 tRNA-splicing endonuclease, putative [Ara 30.74709 31.23827 26.80193 30.42457 16 4.942378 4.965243 4.744265 4.927165 0.3285494 1.281392 0.38482973 14173 1.0853012 up 4.953811 4.835715 0.016168 0.12933 0.1180954 1.024421
1611486_at 2.730778 2.743956 2.659061 2.672434 16 1.449312 1.456258 1.410917 1.418155 0.0167643 7.625922 0.04112314 6767 1.0268667 up 1.452785 1.414536 0.004911 0.005118 0.0382489 1.02704
1611487_aVvi.6190 Transcr ibed locus, moderately similar to NP_172633.1 obtusifoliol 14-demethylase (CYP51) [ 718.2158 810.3596 1904.78 1888.549 16 9.488274 9.662418 10.89541 10.88306 0.0043849 15.05185 0.02920871 2489 2.486109 down 9.575346 10.88924 0.123139 0.00873 -1.3138895 0.879341
1611488_at 745.1926 821.8594 479.3564 529.4117 16 9.54147 9.682748 8.904955 9.048246 0.0241603 6.316354 0.05017127 7993 1.5534842 up 9.612108 8.976601 0.099899 0.101322 0.635507 1.070796
1611489_aVvi.9544 Transcr ibed locus, moderately similar to NP_187124.1 auxin-responsive protein / indoleacetic 6.220377 6.233697 7.356103 5.988305 16 2.637002 2.640088 2.878942 2.582148 0.598527 0.619922 0.64203304 15476 1.0658464 down 2.638545 2.730545 0.002182 0.209865 -0.0919996 0.966307
1611490_aVvi.8923 GO:000557Pathogenesis-related protein (PR1) 11.05992 13.32811 36.85492 42.64265 16 3.467269 3.7364 5.203785 5.414225 0.009864 9.994041 0.03376551 4849 3.265198 down 3.601835 5.309005 0.190304 0.148803 -1.7071705 0.678439
1611491_aVvi.3317 Transcr ibed locus, moderately similar to XP_506965.1 PREDICTED P0585G03.37 gene prod 1451.646 1404.76 484.9236 425.4352 16 10.50347 10.45611 8.921614 8.732796 0.003451 16.97848 0.02794001 2049 3.1439688 up 10.47979 8.827205 0.033493 0.133514 1.652587 1.187215
1611492_sVvi.7041 Transcr ibed locus, weakly similar to NP_197013.1 porin, putative / voltage-dependent anion-s 2372.375 2243.829 2496.325 2341.009 16 11.21212 11.13175 11.28559 11.19292 0.3868775 1.097595 0.44250357 14514 1.0477684 down 11.17193 11.23925 0.056829 0.065531 -0.06732 0.99401
1611493_aVvi.15573 Transcr ibed locus 3.374784 3.391829 3.269379 3.284003 16 1.754795 1.762063 1.709017 1.715455 0.0108665 9.514658 0.03490222 5166 1.0325369 up 1.758429 1.712236 0.005139 0.004553 0.0461933 1.026978
1611494_aVvi.55 Transcr ibed locus, moderately similar to NP_566750.1 expressed protein [Arabidopsis thalian 763.9813 702.2923 634.5686 629.0149 16 9.577394 9.455928 9.309632 9.29695 0.0730415 3.494252 0.11056123 10967 1.1593927 up 9.516661 9.303291 0.085889 0.008968 0.21337 1.022935
1611495_aVvi.15168 Transcr ibed locus 4.967956 4.987739 4.751551 4.726565 16 2.312652 2.318386 2.248399 2.240792 0.0044791 14.89163 0.02926091 2536 1.050389 up 2.315519 2.244595 0.004054 0.005379 0.0709237 1.031598
1611496_aVvi.9704 Transcr ibed locus, weakly similar to NP_192950.1 glycine cleavage T family protein / aminom 42.87431 47.8451 84.26112 84.39764 16 5.422041 5.580299 6.396795 6.399131 0.0076974 11.33207 0.03135112 4066 1.8619224 down 5.50117 6.397963 0.111905 0.001652 -0.896793 0.859831
1611497_aVvi.9496 Transcr ibed locus, weakly similar to NP_177187.2 potassi um transporter, putative [Arabidops 7.301248 7.18223 7.01255 7.872779 16 2.868143 2.844432 2.809939 2.976873 0.7027408 0.440291 0.7379445 15809 1.0260624 down 2.856288 2.893406 0.016766 0.11804 -0.0371185 0.987171
1611498_aVvi.4862 Transcr ibed locus 28.98116 28.48072 25.71954 26.51276 16 4.857043 4.831914 4.684793 4.728615 0.0320041 5.454731 0.05987523 8873 1.1002066 up 4.844479 4.706704 0.017769 0.030987 0.1377746 1.029272
1611499_aVvi.14550 Transcr ibed locus 5.085253 5.075004 4.848436 4.850531 16 2.346319 2.343409 2.27752 2.278143 4.93E-04 45.04017 0.0193788 421 1.0475601 up 2.344864 2.277831 0.002058 4.41E-04 0.0670331 1.029428
1611500_sVvi.7789 Transcr ibed locus, moderately similar to NP_916440.1 putative dehydration-responsive protei 2656.593 2627.57 2154.553 1995.891 16 11.37536 11.35951 11.07317 10.96282 0.0245154 6.268727 0.05060983 8041 1.2740682 up 11.36744 11.018 0.011206 0.078033 0.349442 1.031716
1611501_aVvi.9034 Transcr ibed locus, moderately similar to NP_194432.1 expressed protein [Arabidopsis thalian 1837.642 2006.824 1236.967 1022.959 16 10.84364 10.9707 10.27259 9.998532 0.0362465 5.108632 0.0652725 9218 1.7071708 up 10.90717 10.13556 0.089844 0.193789 0.771607 1.076129
1611502_at 7.656874 7.707495 7.46366 10.48066 16 2.936755 2.946262 2.899884 3.389657 0.4938971 0.829867 0.545409 15033 1.151298 down 2.941509 3.14477 0.006722 0.346322 -0.2032613 0.935365
1611503_sVvi.6697 Transcr ibed locus, moderately similar to NP_194825.1 CBL-interacting protein kinase 6 (CIP  1694.025 1606.379 783.6192 716.3046 16 10.72624 10.6496 9.614009 9.484429 0.0043415 15.12728 0.02915045 2470 2.2018232 up 10.68792 9.549219 0.054195 0.091627 1.138699 1.119245
1611504_at 5.527104 5.569226 5.225064 5.222696 16 2.466524 2.477477 2.385449 2.384795 0.003964 15.83577 0.02848929 2309 1.0620698 up 2.472 2.385122 0.007745 4.62E-04 0.0868786 1.036425
1611505_aVvi.11090 Transcr ibed locus, moderately similar to NP_192049.1 pentatricopeptide (PPR) repeat-conta 143.1459 161.0035 194.4218 200.0346 16 7.161343 7.330948 7.603046 7.644105 0.0495069 4.325724 0.08183947 10042 1.2990261 down 7.246145 7.623576 0.119929 0.029033 -0.3774305 0.950492
1611506_x_at 3116.772 3062.212 1742.338 1996.592 16 11.60584 11.58036 10.76681 10.96332 0.0180221 7.347923 0.04269192 7006 1.6563771 up 11.5931 10.86507 0.018016 0.138957 0.728031 1.067007
1611507_aVvi.8869 Transcr ibed locus, moderately similar to NP_176211.2 xanthine/uracil permease family protei 3.321156 3.352462 3.800548 3.247267 16 1.731685 1.745221 1.926207 1.699226 0.5806864 0.653197 0.6251576 15420 1.0528234 down 1.738453 1.812717 0.009571 0.1605 -0.0742635 0.959032
1611508_aVvi.9062 Transcr ibed locus, weakly similar to NP_191679.1 thioesterase family protein [Arabidopsis tha 145.3897 139.2108 195.3516 182.4582 16 7.183781 7.121128 7.609929 7.511422 0.0198399 6.993464 0.04481296 7349 1.3270487 down 7.152454 7.560676 0.044303 0.069655 -0.4082212 0.946007
1611509_x_at 12.69253 12.68667 10.71195 10.13061 9 3.665908 3.665241 3.421149 3.340649 0.0194117 7.072492 0.04441477 7255 1.2181363 up 3.665575 3.380899 4.71E-04 0.056922 0.2846756 1.084201
1611510_sVvi.3141 Transcr ibed locus, weakly similar to NP_568821.1 ribosomal protein L30 family protein [Arabi 1600.521 1473.251 2084.89 2244.742 16 10.64433 10.52479 11.02576 11.13233 0.0252349 6.17528 0.05144903 8142 1.4088205 down 10.58456 11.07904 0.084526 0.075362 -0.494487 0.955367
1611511_at 5.093752 5.118269 4.853958 4.872723 16 2.348729 2.355656 2.279162 2.284728 0.0039772 15.80925 0.02854734 2312 1.0498968 up 2.352192 2.281945 0.004898 0.003936 0.0702476 1.030784
1611512_at 495.0313 444.1199 480.7015 458.2489 16 8.951376 8.794806 8.908998 8.839988 0.9884142 0.016387 0.9903437 16568 1.0009722 down 8.873091 8.874493 0.110712 0.048797 -0.001402 0.999842
1611513_sVvi.6982 Transcr ibed locus, weakly similar to NP_566456.3 expressed protein [Arabidopsis thaliana] 2228.33 2328.885 2824.901 2677.927 16 11.12175 11.18542 11.46398 11.3869 0.0321912 5.438065 0.0601439 8885 1.2073611 down 11.15359 11.42544 0.045026 0.054506 -0.271858 0.976206
1611514_at 6.291456 6.378377 5.896119 5.888786 16 2.653394 2.673189 2.559766 2.55797 0.0089365 10.50729 0.03266479 4541 1.0750648 up 2.663292 2.558868 0.013997 0.001269 0.1044235 1.040808
1611515_sVvi.7853 Transcr ibed locus, strongly similar to NP_175633.1 photosystem I reaction center subunit VI, 1085.101 1103.41 117.7124 110.3108 16 10.08361 10.10775 6.879122 6.78543 2.20E-04 67.45934 0.01744732 207 9.602485 up 10.09568 6.832276 0.01707 0.06625 3.2634077 1.477646
1611516_aVvi.15530 Transcr ibed locus 50.22147 46.39803 120.2066 124.5146 16 5.650232 5.535992 6.909372 6.960171 0.0021639 21.46212 0.02580234 1386 2.534427 down 5.593112 6.934772 0.08078 0.03592 -1.3416595 0.806532
1611517_at 6.585026 6.654805 6.175878 6.159199 12 2.719189 2.734397 2.626644 2.622743 0.0058594 13.00647 0.03005582 3233 1.0733342 up 2.726793 2.624693 0.010753 0.002759 0.1020994 1.0389
1611518_aVvi.8374 Transcr ibed locus 6.816606 6.85499 6.615906 6.529176 16 2.769054 2.777154 2.725939 2.706901 0.03173 5.479415 0.05950924 8851 1.0400726 up 2.773104 2.71642 0.005728 0.013462 0.0566843 1.020867
1611519_s_at 4.607431 4.633612 4.409967 4.432392 8 2.203962 2.212137 2.140768 2.148086 0.0073526 11.59778 0.03112543 3920 1.045087 up 2.20805 2.144427 0.005781 0.005174 0.063623 1.029669
1611520_aVvi.6405 Transcr ibed locus, weakly similar to NP_180571.2 ubiquitin family protein [Arabidopsis thalian 13.70903 16.0054 17.20459 20.02252 16 3.777054 4.000487 4.104722 4.323552 0.1729487 2.080719 0.22277091 12888 1.2529823 down 3.888771 4.214137 0.157991 0.154736 -0.325366 0.922792
1611521_aVvi.12527 Transcr ibed locus 9.178673 9.760154 14.77929 14.99327 16 3.198286 3.286904 3.885505 3.906243 0.0048172 14.35583 0.02932456 2719 1.572739 down 3.242595 3.895874 0.062663 0.014664 -0.6532793 0.832315
1611522_aVvi.1194 Transcr ibed locus, weakly similar to NP_921672.1 putative splicing factor-like protein [Oryza 555.661 549.106 588.5508 653.2222 16 9.118061 9.100941 9.201023 9.35143 0.1584996 2.202771 0.20719762 12699 1.1225076 down 9.109501 9.276226 0.012106 0.106354 -0.166725 0.982027
1611523_aVvi.6300 Transcr ibed locus, weakly similar to XP_474312.1 OSJNBb0004A17.10 [Oryza sativa (japonic  1271.747 1238.473 1246.171 1224.122 16 10.3126 10.27435 10.28329 10.25753 0.4225481 1.000264 0.47793227 14677 1.0161136 up 10.29347 10.27041 0.027046 0.018211 0.023061 1.002245
1611524_aVvi.9842 Transcr ibed locus, weakly similar to NP_188808.2 expressed protein [Arabidopsis thaliana] 7.497366 7.532253 26.00022 26.55779 16 2.906384 2.913081 4.700452 4.731063 7.53E-05 115.2696 0.0147934 83 3.4967747 down 2.909733 4.715757 0.004736 0.021646 -1.8060248 0.617023
1611525_aVvi.10525 Transcr ibed locus, weakly similar to NP_567473.1 integral membrane family protein [Arabidop 4.622314 4.687954 4.459931 4.444522 16 2.208615 2.228958 2.157022 2.152028 0.0255491 6.135699 0.05183424 8182 1.0455499 up 2.218787 2.154525 0.014385 0.003531 0.0642619 1.029826
1611526_aVvi.10081 Transcr ibed locus, strongly similar to NP_917119.1 putative clathrin-associated protein [Oryz 612.5801 558.7265 530.9127 560.0873 16 9.258755 9.125999 9.052331 9.129508 0.3172754 1.321405 0.37309855 14117 1.0728569 up 9.192377 9.09092 0.093873 0.054572 0.1014575 1.01116
1611527_aVvi.7764 Transcr ibed locus, moderately similar to NP_920667.1 Profilin A [Oryza sativa (japonica culti 3461.568 3200.243 3674.262 3745.249 16 11.75721 11.64397 11.84324 11.87085 0.1152597 2.684517 0.15955752 11991 1.1145444 down 11.70059 11.85704 0.080076 0.01952 -0.156454 0.986805
1611528_at 548.7373 478.5051 133.2395 128.2221 16 9.099972 8.902391 7.057879 7.002502 0.0026986 19.21091 0.02694086 1662 3.9203722 up 9.001181 7.03019 0.139711 0.039157 1.970991 1.280361
1611529_aVvi.3079 Transcr ibed locus, weakly similar to NP_187755.2 S-adenosyl-L-methionine:carboxyl methyltr 5.457401 5.500189 5.228223 5.241502 16 2.448214 2.459481 2.386321 2.38998 0.0080312 11.09127 0.03158401 4217 1.0465906 up 2.453848 2.388151 0.007967 0.002588 0.0656971 1.02751
1611530_aVvi.1447 Transcr ibed locus, moderately similar to NP_195200.1 amidophosphoribosyltransferase / glut 613.6059 606.4863 507.2219 515.0347 16 9.261169 9.244331 8.986473 9.008526 0.0029409 18.39941 0.02741383 1780 1.1935433 up 9.25275 8.997499 0.011906 0.015594 0.255251 1.028369
1611531_aVvi.5237 Transcr ibed locus, moderately similar to NP_567918.1 signal peptide peptidase family protein 1511.202 1501.932 1956.811 1999.512 16 10.56148 10.5526 10.93429 10.96543 0.0016947 24.26035 0.02493529 1124 1.3129559 down 10.55704 10.94986 0.006277 0.022022 -0.392819 0.964126
1611532_aVvi.3050 Transcr ibed locus, weakly similar to NP_199803.1 octicosapeptide/Phox/Bem1p (PB1) domain 11.25427 11.55052 10.42504 10.17406 16 3.492401 3.529886 3.381981 3.346823 0.0293221 5.710637 0.05642165 8627 1.1070658 up 3.511143 3.364402 0.026505 0.02486 0.1467409 1.043616
1611533_aVvi.1678 Transcr ibed locus, weakly similar to NP_568923.1 zinc finger (C3HC4-type RING finger) fam   236.5482 267.7888 327.0317 256.1072 16 7.885991 8.064952 8.353287 8.000604 0.4154599 1.018857 0.47075248 14651 1.149872 down 7.975472 8.176945 0.126545 0.249385 -0.2014735 0.975361
1611534_aVvi.14360 Transcr ibed locus 4.271544 4.295765 4.125747 4.059549 16 2.094758 2.102915 2.044655 2.021319 0.0334749 5.327445 0.0617637 8997 1.0467007 up 2.098836 2.032987 0.005768 0.016501 0.065849 1.03239
1611535_aVvi.2490 Transcr ibed locus, weakly similar to NP_194390.2 nucleolar protein, putative [Arabidopsis tha 51.94634 48.84219 54.75533 76.28732 16 5.69895 5.610056 5.774928 6.253371 0.2774496 1.478105 0.33305985 13829 1.2831117 down 5.654503 6.01415 0.062858 0.338311 -0.3596467 0.9402
1611536_aVvi.8658 Transcr ibed locus, weakly similar to XP_478909.1 Yippee-like protein [Oryza sativa (japonica 375.4966 399.4902 368.4555 383.0879 16 8.552656 8.642016 8.525347 8.581532 0.4930501 0.831735 0.54463655 15028 1.0308945 up 8.597336 8.553439 0.063187 0.039729 0.043897 1.005132
1611537_aVvi.7975 Transcr ibed locus, weakly similar to NP_849815.1 SEC14 cytosolic factor family protein / pho 255.6415 244.2643 267.4276 259.4128 16 7.997978 7.932299 8.063005 8.019106 0.19455 1.921964 0.24586764 13135 1.054031 down 7.965138 8.041056 0.046442 0.031041 -0.0759176 0.990559
1611538_aVvi.7377 Transcr ibed locus, moderately similar to NP_565811.2 microtubule organization 1 protein (M  401.5349 455.466 749.337 763.7369 16 8.649382 8.8312 9.549471 9.576932 0.0122536 8.950514 0.03616612 5624 1.768972 down 8.740291 9.563202 0.128565 0.019418 -0.822911 0.91395
1611539_aVvi.26 Transcr ibed locus 5.995356 6.025749 8.055721 9.138148 16 2.583845 2.591141 3.010014 3.191902 0.0300139 5.641413 0.0573935 8681 1.4274745 down 2.587493 3.100958 0.005158 0.128614 -0.5134649 0.834417
1611540_aVvi.15012 Transcr ibed locus 3.891839 3.914239 3.760675 3.778875 16 1.960452 1.968732 1.910991 1.917957 0.0114523 9.263994 0.03541189 5366 1.0353494 up 1.964592 1.914474 0.005855 0.004925 0.0501176 1.026178
1611541_aVvi.15195 Transcr ibed locus 3.020456 3.032517 2.946516 2.954814 16 1.594766 1.600516 1.55901 1.563067 0.0091142 10.40292 0.03285875 4604 1.0256954 up 1.597641 1.561039 0.004065 0.002869 0.0366025 1.023448
1611542_aVvi.108 GO:000815Polyphenol oxidase (PPO) 7.186396 6.801235 16.95602 9.457105 16 2.845269 2.765797 4.083726 3.241399 0.1800225 2.025912 0.23025872 12978 1.8113055 down 2.805533 3.662562 0.056195 0.595615 -0.8570299 0.766003
1611543_aVvi.14749 Transcr ibed locus 4.648083 4.671665 4.419129 4.433323 16 2.216636 2.223937 2.143762 2.148389 0.0033741 17.17186 0.02783547 2004 1.0527852 up 2.220286 2.146075 0.005162 0.003271 0.0742112 1.03458
1611544_at 5.792215 5.828357 5.636302 5.64884 16 2.534115 2.543089 2.494749 2.497955 0.0124804 8.867301 0.03645944 5682 1.0297188 up 2.538602 2.496352 0.006346 0.002267 0.0422503 1.016925
1611545_aVvi.4757 Transcr ibed locus, moderately similar to NP_565128.1 expressed protein [Arabidopsis thalian 5904.325 5793.144 5856.993 5591.817 16 12.52756 12.50013 12.51594 12.4491 0.4773307 0.867021 0.52947444 14966 1.0219471 up 12.51384 12.48252 0.019393 0.047264 0.031321 1.002509
1611546_s_at 5.883667 5.796539 5.545765 5.600553 16 2.556716 2.535192 2.471386 2.485569 0.0346004 5.235473 0.06320822 9087 1.0478816 up 2.545954 2.478478 0.01522 0.010029 0.0674758 1.027225
1611547_at 3.952245 3.973824 3.829452 3.846787 16 1.982672 1.990528 1.937138 1.943654 0.0119801 9.053978 0.03585323 5546 1.0325445 up 1.9866 1.940396 0.005555 0.004607 0.0462039 1.023812
1611548_sVvi.2712 Transcr ibed locus, moderately similar to NP_195592.1 calcium-binding EF hand family protei  5769.499 5486.499 1336.609 1434.578 16 12.49423 12.42167 10.38436 10.48641 9.57E-04 32.30508 0.02252694 704 4.063052 up 12.45795 10.43539 0.051308 0.07216 2.022564 1.193818
1611549_aVvi.2776 Transcr ibed locus, strongly similar to NP_172448.1 myb family transcr iption factor [Arabidops 24.96222 31.41952 34.35009 32.41542 16 4.641675 4.973589 5.102242 5.018609 0.2776906 1.477073 0.33330902 13830 1.1915119 down 4.807632 5.060425 0.234699 0.059138 -0.2527933 0.950045
1611550_aVvi.8889 Transcr ibed locus, weakly similar to NP_910477.1 WRKY family transcr iption factor-like prote 295.8553 444.0336 163.9031 187.6323 16 8.208748 8.794525 7.356699 7.551764 0.0769701 3.392944 0.11519231 11091 2.0668092 up 8.501637 7.454231 0.414207 0.137931 1.0474052 1.140511
1611551_aVvi.3347 Transcr ibed locus, moderately similar to NP_179333.2 ARID/BRIGHT DNA-binding domain- 3.751648 3.728897 3.841506 3.657426 16 1.907524 1.898749 1.941672 1.870829 0.9384291 0.08724 0.9476188 16440 1.0021607 down 1.903137 1.90625 0.006205 0.050094 -0.0031139 0.998366
1611552_aVvi.1711 Transcr ibed locus, weakly similar to XP_477539.1 putative class III acidic chitinase [Oryza sa 5.842331 6.409805 6.320688 6.417793 16 2.546544 2.68028 2.660082 2.682077 0.4844179 0.850968 0.53626096 14996 1.0407814 down 2.613412 2.671079 0.094566 0.015553 -0.057667 0.978411
1611553_sVvi.8810 Transcr ibed locus, weakly similar to XP_470257.1 Putative RNA-binding protein [Oryza sativa  747.1553 961.2365 335.8744 269.131 16 9.545264 9.908748 8.391778 8.072165 0.0252166 6.177606 0.0514307 8139 2.8187084 up 9.727006 8.231972 0.257022 0.226001 1.495034 1.181613
1611554_aVvi.15199 Transcr ibed locus 5.524384 6.192792 30.9509 38.65436 16 2.465814 2.63059 4.95191 5.272559 0.0049059 14.22448 0.02943507 2762 5.9135823 down 2.548202 5.112234 0.116514 0.226734 -2.5640322 0.498452
1611555_aVvi.5518 Transcr ibed locus, weakly similar to NP_173866.1 polcalcin, putative / calcium-binding pollen 196.4511 204.8565 142.2055 98.44424 16 7.618027 7.67847 7.151833 6.621235 0.1040531 2.852704 0.14660862 11782 1.6955049 up 7.648249 6.886534 0.04274 0.37519 0.761715 1.110609
1611556_aVvi.14474 Transcr ibed locus 37.75079 37.42709 37.25595 35.76357 16 5.238435 5.226011 5.219399 5.160419 0.2954501 1.404041 0.35106376 13971 1.0297639 up 5.232223 5.189909 0.008785 0.041705 0.0423136 1.008153
1611557_sVvi.7539 Transcr ibed locus, strongly similar to XP_479006.1 translation initiation factor 5A [Oryza sati 7017.716 6680.251 6145.679 6432.284 16 12.77679 12.70569 12.58536 12.65112 0.1262894 2.540083 0.17179155 12203 1.0889964 up 12.74124 12.61824 0.050275 0.046498 0.122999 1.009748
1611558_aVvi.13069 Transcr ibed locus, moderately similar to NP_051082.1 ribosomal protein L20 [Arabidopsis tha 380.3348 367.7805 402.6819 440.1949 16 8.571126 8.522701 8.653497 8.781999 0.1306253 2.488056 0.17661378 12278 1.1257095 down 8.546913 8.717748 0.034241 0.090865 -0.170835 0.980404
1611559_at 3.976379 3.982341 3.866782 3.882311 16 1.991455 1.993617 1.951133 1.956916 0.0063621 12.47726 0.03037423 3473 1.0270536 up 1.992536 1.954025 0.001528 0.004089 0.0385115 1.019709
1611560_aVvi.3010 Transcr ibed locus, strongly similar to NP_568047.1 ER lumen protein retaining receptor fam 3147.828 3088.577 4136.182 3779.678 16 11.62014 11.59273 12.01408 11.88405 0.0356124 5.156471 0.0644962 9166 1.2680674 down 11.60643 11.94907 0.019384 0.091949 -0.342631 0.971326
1611561_aVvi.313 Transcr ibed locus, weakly similar to NP_850340.1 PQ-loop repeat family protein / transmemb 12.97273 17.07457 141.0781 127.8706 16 3.69741 4.093778 7.14035 6.998541 0.0043694 15.07869 0.02920871 2478 9.024531 down 3.895594 7.069446 0.280274 0.100274 -3.173852 0.551047
1611562_aVvi.9928 Transcr ibed locus, moderately similar to XP_470566.1 Putative leucine-rich repeat transmem 136.9984 165.5429 353.6716 362.424 16 7.098016 7.371061 8.466267 8.501534 0.0119233 9.07593 0.0358045 5526 2.3773627 down 7.234538 8.4839 0.193072 0.024938 -1.249362 0.852737
1611563_aVvi.9793 Transcr ibed locus, moderately similar to XP_465906.1 unknown protein [Oryza sativa (japonic  28.57217 32.39774 27.81413 23.89291 16 4.836539 5.017821 4.797746 4.578511 0.2348515 1.680635 0.2886227 13508 1.1802168 up 4.92718 4.688129 0.128186 0.155023 0.2390518 1.050991
1611564_aVvi.11298 Transcr ibed locus, weakly similar to XP_474397.1 OSJNBa0032F06.18 [Oryza sativa (japonic 12.32988 12.27621 12.11809 12.20572 16 3.624087 3.617794 3.59909 3.609485 0.1113252 2.740833 0.15505943 11918 1.0116097 up 3.62094 3.604287 0.00445 0.00735 0.0166528 1.00462
1611565_aVvi.15282 Transcr ibed locus 3.979382 3.999843 3.852883 3.872332 16 1.992544 1.999943 1.945939 1.953203 0.0121147 9.00264 0.03596554 5590 1.0328805 up 1.996244 1.949571 0.005232 0.005137 0.0466735 1.02394
1611566_at 7.920439 7.618772 7.33285 7.737757 16 2.98558 2.929558 2.874374 2.951915 0.4510498 0.928789 0.50457036 14840 1.0312717 up 2.957569 2.913145 0.039613 0.05483 0.0444245 1.01525
1611567_aVvi.15727 Transcr ibed locus 6.286475 6.327111 6.0466 6.003958 16 2.652251 2.661547 2.596124 2.585914 0.0108046 9.54233 0.03488153 5141 1.0467231 up 2.656899 2.591019 0.006573 0.00722 0.0658798 1.025426
1611568_at 110.9161 121.1185 149.6445 164.7479 16 6.793325 6.920276 7.225395 7.364116 0.043129 4.658034 0.07396977 9679 1.354683 down 6.8568 7.294756 0.089768 0.098091 -0.4379555 0.939963
1611569_aVvi.1581 Transcr ibed locus, moderately similar to NP_921084.1 putative SCARECROW gene regulato 1676.658 1721.944 1819.225 1816.803 16 10.71137 10.74982 10.82911 10.82719 0.0368015 5.067761 0.06598748 9258 1.0699552 down 10.7306 10.82815 0.027188 0.001359 -0.0975505 0.990991
1611570_aVvi.8551 Transcr ibed locus, weakly similar to XP_476149.1 'unknown protein, contains PPR repeat' [Or 7.561963 7.433327 7.886475 6.943761 16 2.918761 2.894008 2.979381 2.795717 0.8577265 0.203273 0.8772239 16232 1.0131414 up 2.906385 2.887549 0.017503 0.12987 0.0188355 1.006523
1611571_aVvi.9456 Transcr ibed locus, moderately similar to NP_194180.1 geranylgeranyl transferase alpha subu 942.7395 964.7192 1149.892 1206.415 16 9.880715 9.913965 10.16728 10.23651 0.0155278 7.931242 0.03952657 6521 1.2350384 down 9.897341 10.2019 0.023511 0.048952 -0.304556 0.970147
1611572_aVvi.1748 Transcr ibed locus, weakly similar to NP_200661.1 glutaredoxin family protein [Arabidopsis tha 755.6948 867.6906 851.4686 881.3616 16 9.56166 9.761037 9.733809 9.78359 0.4434054 0.947471 0.4971243 14807 1.0698074 down 9.661348 9.758699 0.140981 0.0352 -0.097351 0.990024
1611573_aVvi.5085 Transcr ibed locus, weakly similar to NP_191973.1 hypothetical protein [Arabidopsis thaliana] 15.22569 15.8683 15.71863 14.53906 16 3.928435 3.988076 3.974404 3.861862 0.5930609 0.630024 0.6369103 15458 1.028201 up 3.958256 3.918133 0.042172 0.079579 0.0401222 1.01024
1611574_aVvi.9184 Transcr ibed locus, moderately similar to NP_194791.1 expressed protein [Arabidopsis thalian 525.049 509.3612 406.4075 398.9511 16 9.036308 8.992545 8.666783 8.640068 0.0050053 14.08153 0.02943507 2818 1.2843176 up 9.014427 8.653425 0.030945 0.018891 0.361002 1.041718
1611575_aVvi.15031 Transcr ibed locus 4.605376 4.628422 4.413278 4.424513 16 2.203319 2.21052 2.141851 2.145519 0.0040586 15.64897 0.02864669 2345 1.044806 up 2.20692 2.143685 0.005092 0.002594 0.0632351 1.029498
1611576_aVvi.12827 Transcr ibed locus, moderately similar to NP_200240.1 cytochrome c biogenesis protein famil 12.11404 15.49072 7.735994 7.912383 16 3.598608 3.953332 2.951587 2.984112 0.0452991 4.5373 0.0767004 9803 1.7509291 up 3.775971 2.96785 0.250828 0.022999 0.8081208 1.272292
1611577_at 4.750619 4.79477 4.513761 4.610021 16 2.248115 2.261462 2.17433 2.204773 0.0592004 3.925179 0.0938495 10471 1.0462567 up 2.254788 2.189552 0.009437 0.021527 0.0652368 1.029795
1611578_at 7.442812 7.404013 6.862948 6.832501 16 2.895848 2.888307 2.778828 2.772414 0.0018017 23.52741 0.02511424 1189 1.0840689 up 2.892077 2.775621 0.005332 0.004536 0.1164564 1.041957
1611579_aVvi.11358 Transcr ibed locus, weakly similar to NP_566273.1 heavy-metal-associated domain-containing 10.97505 15.26542 279.122 220.3274 16 3.456155 3.932195 8.124752 7.783505 0.0046929 14.54613 0.02932391 2654 19.159035 down 3.694175 7.954128 0.336611 0.241298 -4.2599531 0.464435
1611580_aVvi.7273 Transcr ibed locus, moderately similar to NP_568749.1 rubredoxin family protein [Arabidopsis 1918.32 1779.887 133.7659 138.6713 16 10.90563 10.79757 7.063566 7.115525 2.54E-04 62.75318 0.0180123 228 13.567223 up 10.8516 7.089545 0.076408 0.03674 3.7620538 1.530648
1611581_aVvi.9772 Transcr ibed locus, weakly similar to XP_541018.1 PREDICTED: hypothetical protein XP_541 6.74636 6.832773 6.505411 6.416913 16 2.754109 2.772471 2.70164 2.681879 0.0337628 5.303485 0.06212241 9022 1.0508311 up 2.76329 2.69176 0.012984 0.013973 0.0715308 1.026574
1611582_sVvi.6803 Transcr ibed locus, moderately similar to NP_175092.1 photosystem II 22kDa protein, chloropl 6153.521 5937.197 4.690805 4.494039 16 12.5872 12.53557 2.229836 2.168013 1.51E-05 257.302 0.01194834 19 1316.4694 up 12.56138 2.198924 0.036509 0.043715 10.362458 5.712513
1611583_aVvi.11297 Transcr ibed locus, moderately similar to NP_172723.1 AP2 domain-containing protein [Arabi  61.46833 59.62001 19.91019 19.52557 16 5.941772 5.897725 4.315435 4.287293 2.61E-04 61.92434 0.0180123 239 3.07031 up 5.919748 4.301364 0.031146 0.0199 1.6183843 1.376249
1611584_aVvi.2965 Transcr ibed locus 63.63135 62.81465 76.19544 64.51183 16 5.991666 5.973029 6.251633 6.011492 0.3410244 1.239001 0.39731184 14248 1.1089658 down 5.982348 6.131562 0.013178 0.169805 -0.1492145 0.975665
1611585_aVvi.4894 Transcr ibed locus, moderately similar to NP_193413.1 enoyl-CoA hydratase, putative [Arabido 149.4889 141.4583 140.7271 134.1459 16 7.223895 7.144233 7.136756 7.067658 0.2607437 1.552464 0.3156991 13711 1.0583793 up 7.184064 7.102207 0.056329 0.048859 0.081857 1.011526
1611586_aVvi.7138 Transcr ibed locus, moderately similar to NP_565999.1 hydroxyacylglutathione hydrolase, mito 750.5764 726.8261 774.7606 779.0215 16 9.551855 9.505466 9.597607 9.605519 0.0902839 3.098357 0.13047467 11487 1.0518302 down 9.528661 9.601563 0.032802 0.005595 -0.0729015 0.992407
1611587_aVvi.12407 Transcr ibed locus, weakly similar to NP_193464.2 agenet domain-containing protein [Arabido 363.0215 412.4393 345.7746 342.4536 16 8.503911 8.688038 8.433688 8.419765 0.2082319 1.833152 0.2605763 13266 1.1244719 up 8.595974 8.426726 0.130197 0.009846 0.169248 1.020085
1611588_aVvi.4858 Transcr ibed locus 5.280214 5.327453 5.13543 5.144717 16 2.400596 2.413446 2.360485 2.363092 0.0203656 6.89982 0.04539608 7447 1.0318496 up 2.407021 2.361788 0.009086 0.001843 0.0452327 1.019152
1611589_aVvi.15742 Transcr ibed locus 73.44912 97.02195 89.86266 89.87228 16 6.198673 6.600239 6.48965 6.489805 0.6970298 0.449595 0.73259616 15795 1.0645702 down 6.399456 6.489727 0.28395 1.10E-04 -0.090271 0.98609
1611590_aVvi.1092 Transcr ibed locus, weakly similar to NP_196721.1 expressed protein [Arabidopsis thaliana] 2384.631 2268.155 2229.308 2212.996 16 11.21955 11.1473 11.12238 11.11179 0.2108287 1.817169 0.26329008 13293 1.0470601 up 11.18343 11.11708 0.051086 0.007492 0.066344 1.005968
1611591_aVvi.950 Transcr ibed locus, moderately similar to NP_178147.1 expressed protein [Arabidopsis thalian 375.5202 329.6527 453.982 446.8276 16 8.552747 8.364803 8.826491 8.803575 0.0639161 3.763245 0.09961056 10651 1.2801017 down 8.458775 8.815033 0.132896 0.016205 -0.356258 0.959585
1611592_at 3.884478 3.88632 3.751076 3.769269 16 1.957721 1.958405 1.907304 1.914285 0.0054595 13.47848 0.02965705 3053 1.0333064 up 1.958063 1.910795 4.84E-04 0.004936 0.047268 1.024737
1611593_aVvi.429 Transcr ibed locus 17.98676 17.62383 19.83673 17.41025 16 4.168863 4.139456 4.310102 4.121865 0.5829086 0.649004 0.62722456 15428 1.0437845 down 4.15416 4.215983 0.020794 0.133103 -0.0618239 0.985336
1611594_at 2674.027 2875.014 2438.61 2460.673 16 11.3848 11.48935 11.25184 11.26484 0.0769732 3.392866 0.11519231 11092 1.1318908 up 11.43708 11.25834 0.073932 0.009188 0.178735 1.015876
1611595_sVvi.7788 Transcr ibed locus, moderately similar to NP_176466.1 expressed protein [Arabidopsis thalian 205.2996 212.112 170.4579 156.5519 16 7.681587 7.728682 7.413271 7.290496 0.0329404 5.372729 0.06111038 8948 1.2774355 up 7.705134 7.351884 0.033301 0.086815 0.3532504 1.048049
1611596_aVvi.15139 Transcr ibed locus 3.697776 3.72116 3.605279 3.614225 16 1.886658 1.895753 1.850111 1.853687 0.0151032 8.044553 0.03904083 6421 1.0276198 up 1.891205 1.851899 0.006431 0.002528 0.0393066 1.021225
1611597_aVvi.15423 Transcr ibed locus 49.5597 50.0058 43.8273 49.18903 16 5.631095 5.644023 5.453758 5.620265 0.3517165 1.204114 0.4077191 14320 1.0721809 up 5.637559 5.537011 0.009141 0.117738 0.1005484 1.018159
1611598_aVvi.13524 Transcr ibed locus, weakly similar to NP_172926.1 cytochrome B561 family [Arabidopsis thalia 4.070318 4.087896 3.946114 3.979654 16 2.025142 2.031359 1.980433 1.992643 0.025932 6.088431 0.05229953 8229 1.0293347 up 2.02825 1.986538 0.004396 0.008634 0.0417121 1.020997
1611599_aVvi.538 Transcr ibed locus, weakly similar to NP_851141.1 RNA recognition motif (RRM)-containing 1634.214 1536.32 1376.439 1322.009 16 10.67438 10.58526 10.42672 10.36852 0.048727 4.362912 0.08086418 10003 1.1746261 up 10.62982 10.39762 0.063016 0.04116 0.232202 1.022332
1611600_aVvi.14477 Transcr ibed locus 5.329421 5.298718 5.175476 5.172874 16 2.413979 2.405643 2.371692 2.370966 0.0116132 9.198478 0.03549833 5428 1.0270327 up 2.409811 2.371329 0.005894 5.13E-04 0.0384822 1.016228
1611601_aVvi.4463 Transcr ibed locus, moderately similar to XP_479497.1 putative pectinesterase [Oryza sativa (j 3.24889 3.259736 3.165726 3.254278 16 1.699947 1.704755 1.662537 1.702337 0.425172 0.993468 0.48034742 14694 1.0138991 up 1.702351 1.682437 0.0034 0.028143 0.0199141 1.011836
1611602_aVvi.5429 Transcr ibed locus, moderately similar to NP_908608.1 putative branched chain alpha-keto aci 247.7877 254.7849 240.469 238.4162 16 7.952961 7.993136 7.909707 7.897338 0.0805082 3.307879 0.11916882 11215 1.0493716 up 7.973048 7.903523 0.028408 0.008746 0.0695255 1.008797
1611603_aVvi.13491 Transcr ibed locus, moderately similar to NP_189098.1 protein kinase family protein [Arabidop  3.565995 3.702461 4.106885 3.589247 16 1.834305 1.888485 2.038045 1.843681 0.5134034 0.787695 0.5635014 15125 1.0566283 down 1.861395 1.940863 0.038311 0.137436 -0.0794681 0.959055
1611604_at 72.57716 76.09039 135.9077 138.1745 16 6.181444 6.249642 7.086483 7.110347 0.0016702 24.43819 0.02493529 1105 1.8440434 down 6.215543 7.098415 0.048224 0.016875 -0.8828724 0.875624
1611605_s_at 515.4312 504.955 46.43549 47.07308 16 9.009636 8.980011 5.537156 5.55683 2.66E-05 193.9008 0.01323349 32 10.911899 up 8.994823 5.546993 0.020948 0.013912 3.4478297 1.621567
1611606_aVvi.3532 Transcr ibed locus, weakly similar to NP_172152.1 DEIH-box RNA/DNA helicase [Arabidopsi 8.691435 8.784275 9.225743 8.602767 16 3.119594 3.134923 3.205665 3.104801 0.6384593 0.548391 0.67938095 15601 1.0195794 down 3.127259 3.155233 0.010839 0.071322 -0.0279742 0.991134
1611607_at 1776.612 1799.474 1596.042 1577.237 13 10.79491 10.81336 10.64028 10.62318 0.0052791 13.70871 0.02950386 2961 1.1269343 up 10.80414 10.63173 0.013043 0.012091 0.172403 1.016216
1611608_aVvi.7335 Transcr ibed locus 732.8282 657.7336 646.8618 629.0902 16 9.517331 9.36136 9.337314 9.297123 0.2686638 1.51648 0.3239655 13767 1.0883379 up 9.439345 9.317219 0.110289 0.028419 0.122126 1.013108
1611609_aVvi.14371 Transcr ibed locus 3.869553 3.885718 3.768672 3.780685 16 1.952167 1.958181 1.914056 1.918648 0.0093646 10.26099 0.03326282 4673 1.0272748 up 1.955174 1.916352 0.004253 0.003247 0.0388222 1.020258
1611610_aVvi.8079 Transcr ibed locus, moderately similar to NP_566570.3 dihydrolipoamide dehydrogenase 2, m 2013.566 2019.781 1625.064 1783.6 16 10.97554 10.97998 10.66628 10.80058 0.0679893 3.636728 0.10456307 10794 1.1845436 up 10.97776 10.73343 0.003144 0.094961 0.244331 1.022764
1611611_aVvi.15405 Transcr ibed locus 2048.813 2151.797 939.1816 993.5256 16 11.00057 11.07133 9.87526 9.956413 0.0023018 20.8072 0.02616672 1459 2.1736405 up 11.03595 9.915836 0.050031 0.057384 1.120114 1.112962
1611612_aVvi.11456 Transcr ibed locus 7.63763 9.819676 7.332718 7.490157 16 2.933125 3.295675 2.874348 2.904996 0.3421399 1.235301 0.39831844 14259 1.168557 up 3.1144 2.889672 0.256362 0.021671 0.2247282 1.077769
1611613_aVvi.7573 Transcr ibed locus, moderately similar to NP_563901.1 beta-fructosidase (BFRUCT4) / beta-     4.167375 4.184546 4.058143 4.056682 16 2.059139 2.065071 2.020819 2.0203 0.0050972 13.953 0.02943507 2865 1.0292156 up 2.062105 2.02056 0.004195 3.67E-04 0.0415452 1.020561
1611614_aVvi.3481 Transcr ibed locus, weakly similar to NP_188390.1 cation/hydrogen exchanger, putative (CHX 5.700779 5.764622 8.965769 12.24754 16 2.511159 2.527226 3.164428 3.614421 0.0608836 3.865292 0.09584577 10545 1.8279563 down 2.519193 3.389424 0.011361 0.318193 -0.8702315 0.743251
1611615_aVvi.3271 Transcr ibed locus, moderately similar to XP_464773.1 putative hexose transporter [Oryza sati 318.3718 371.1303 710.7507 655.2483 16 8.314569 8.535782 9.4732 9.355898 0.0156377 7.902666 0.03966032 6545 1.9853235 down 8.425175 9.414549 0.156421 0.082945 -0.989374 0.89491
1611616_aVvi.11323 Transcr ibed locus, weakly similar to NP_567246.1 expressed protein [Arabidopsis thaliana] 277.6867 237.9787 300.3844 278.6002 16 8.117314 7.894689 8.230666 8.122052 0.3027802 1.375472 0.35828635 14029 1.1253375 down 8.006001 8.176359 0.15742 0.076802 -0.170358 0.979165
1611617_aVvi.8765 Transcr ibed locus, moderately similar to NP_564235.1 expressed protein [Arabidopsis thalian 532.9413 425.568 569.7968 484.6493 16 9.057833 8.733246 9.154304 8.920797 0.5511637 0.710318 0.5985361 15287 1.103442 down 8.895539 9.03755 0.229518 0.165114 -0.142011 0.984287
1611618_aVvi.7553 Transcr ibed locus, strongly similar to NP_179395.1 peptidyl-prolyl cis- trans isomerase (PIN1      4615.371 4705.525 4748.308 4859.328 16 12.17223 12.20014 12.2132 12.24654 0.1822463 2.009281 0.23276049 12998 1.0307425 down 12.18619 12.22987 0.019735 0.023577 -0.043684 0.996428
1611619_aVvi.5196 Transcr ibed locus, weakly similar to XP_463745.1 putative zinc finger and C2 domain protein 117.7225 105.4094 69.8244 66.584 16 6.879245 6.71986 6.12566 6.057104 0.0146771 8.163157 0.03871865 6291 1.6337315 up 6.799552 6.091382 0.112703 0.048476 0.7081709 1.116258
1611620_aVvi.3041 Transcr ibed locus 77.18275 82.84882 195.9595 186.772 16 6.270207 6.372409 7.614411 7.545134 0.0023978 20.38506 0.0262241 1517 2.3924103 down 6.321308 7.579773 0.072268 0.048986 -1.258465 0.833971
1611621_aVvi.11060 Transcr ibed locus 44.94745 32.99808 67.33629 67.74734 16 5.490167 5.04431 6.073312 6.082092 0.0680534 3.634827 0.10463252 10797 1.7537752 down 5.267239 6.077703 0.315269 0.006208 -0.8104639 0.86665
1611622_at 96.44693 116.1664 181.3669 175.794 16 6.591664 6.860049 7.502768 7.457741 0.031026 5.544268 0.05862456 8785 1.6869274 down 6.725857 7.480255 0.189777 0.031839 -0.7543977 0.899148
1611623_aVvi.3767 Transcr ibed locus, strongly similar to XP_507339.1 PREDICTED P0604E01.24 gene produc     6.053573 6.106454 5.881349 5.817355 16 2.597787 2.610335 2.556147 2.540363 0.0311227 5.53523 0.05874877 8794 1.0394394 up 2.604061 2.548255 0.008873 0.011161 0.0558058 1.0219
1611624_aVvi.8989 Transcr ibed locus, moderately similar to NP_190400.1 betaine-aldehyde dehydrogenase, puta 1402.991 1371.084 1273.748 1265.593 16 10.45429 10.4211 10.31486 10.3056 0.0177841 7.398266 0.04237984 6965 1.0923728 up 10.4377 10.31023 0.023468 0.006552 0.127465 1.012363
1611625_aVvi.5889 Transcr ibed locus, moderately similar to NP_195741.1 transferase family protein [Arabidopsis 5.793742 5.914398 5.606565 5.62036 16 2.534495 2.564231 2.487117 2.490663 0.0561891 4.038751 0.09024724 10335 1.042808 up 2.549363 2.48889 0.021027 0.002507 0.0604737 1.024297
1611626_at 6.964269 7.043947 6.646215 6.648139 16 2.799972 2.816384 2.732533 2.73295 0.011635 9.189697 0.03551465 5438 1.0536795 up 2.808178 2.732742 0.011605 2.95E-04 0.0754362 1.027605
1611627_aVvi.8043 Transcr ibed locus 12.29968 12.59147 13.04496 11.80112 16 3.620548 3.654375 3.70542 3.560852 0.9588321 0.05827 0.9648179 16498 1.003003 up 3.637462 3.633136 0.023919 0.102226 0.0043259 1.001191
1611628_aVvi.15362 Transcr ibed locus 3.80718 3.821299 3.675239 3.694094 16 1.928723 1.934063 1.877838 1.885221 0.0082446 10.94502 0.03173645 4311 1.0351671 up 1.931393 1.881529 0.003776 0.00522 0.0498637 1.026502
1611629_sVvi.3332 Transcr ibed locus, moderately similar to NP_566784.1 expressed protein [Arabidopsis thalian 634.3019 610.78 559.1969 489.284 16 9.309026 9.254509 9.127213 8.934528 0.1291183 2.505862 0.17497526 12250 1.1899463 up 9.281767 9.03087 0.038549 0.136248 0.250897 1.027782
1611630_aVvi.15679 Transcr ibed locus 5.215183 5.235114 5.044766 5.071571 16 2.382718 2.388221 2.334787 2.342433 0.009952 9.949131 0.03389936 4871 1.0330138 up 2.385469 2.33861 0.003891 0.005406 0.0468594 1.020037
1611631_aVvi.15287 Transcr ibed locus 4.559376 4.630789 4.444229 4.46557 16 2.188836 2.211258 2.151933 2.158844 0.0625968 3.806759 0.09800136 10602 1.031439 up 2.200047 2.155389 0.015855 0.004887 0.0446585 1.020719
1611632_aVvi.3247 Transcr ibed locus, strongly similar to NP_178124.1 splicing factor, putative [Arabidopsis thal 1909.779 1889.189 1267.11 1210.18 16 10.89919 10.88355 10.30733 10.24101 0.0030332 18.11598 0.02766159 1816 1.5339003 up 10.89137 10.27417 0.011058 0.046896 0.617205 1.060073
1611633_aVvi.15122 Transcr ibed locus 6.852528 6.927784 6.397295 6.449519 16 2.776636 2.792394 2.677462 2.689192 0.0092908 10.30222 0.03314976 4652 1.0726568 up 2.784515 2.683327 0.011142 0.008294 0.1011884 1.03771
1611634_at 9.269611 9.731877 8.588836 8.107201 16 3.212509 3.282718 3.102463 3.019204 0.0754985 3.430001 0.11351444 11041 1.1382207 up 3.247613 3.060833 0.049645 0.058873 0.1867802 1.061023
1611635_aVvi.15578 Transcr ibed locus 2.51859 2.53302 2.453409 2.465584 16 1.332616 1.340858 1.294788 1.301929 0.019595 7.038355 0.04457752 7296 1.0269592 up 1.336737 1.298358 0.005828 0.00505 0.0383789 1.02956
1611636_aVvi.9776 Transcr ibed locus 67.54894 63.76879 76.84083 65.27524 16 6.077861 5.994779 6.263802 6.028464 0.4716763 0.880006 0.52400756 14943 1.0790882 down 6.03632 6.146133 0.058748 0.166409 -0.1098128 0.982133
1611637_x_at 8.109617 7.986065 7.481157 7.465 16 3.019634 2.997485 2.903261 2.900142 0.010777 9.55475 0.03484985 5133 1.07688 up 3.008559 2.901702 0.015662 0.002206 0.1068575 1.036826
1611638_at 9.725389 9.129758 28.66271 30.86631 16 3.281756 3.190577 4.841103 4.947961 0.0017889 23.6114 0.02511424 1180 3.156588 down 3.236166 4.894532 0.064473 0.07556 -1.6583658 0.66118
1611639_aVvi.6336 Transcr ibed locus, weakly similar to NP_850050.1 serine carboxypeptidase S28 family protein 6.142273 6.155308 6.251581 5.992733 16 2.618773 2.621831 2.644221 2.583214 0.8493035 0.215579 0.86952794 16214 1.0045742 up 2.620302 2.613718 0.002163 0.043138 0.0065841 1.002519
1611640_aVvi.1240 Transcr ibed locus, weakly similar to NP_566676.1 zinc finger (GATA type) family protein [Ara 332.1283 299.3802 299.7802 275.5105 16 8.375597 8.225835 8.227761 8.105964 0.2998433 1.386815 0.35529214 14010 1.0972208 up 8.300716 8.166863 0.105898 0.086124 0.1338535 1.01639
1611641_aVvi.15664 Transcr ibed locus 4.020036 4.065112 3.892391 3.903665 16 2.007208 2.023295 1.960657 1.964829 0.0241401 6.319092 0.05017127 7987 1.0370668 up 2.015252 1.962743 0.011375 0.00295 0.0525088 1.026753
1611642_aVvi.11045 Transcr ibed locus 3.12377 3.143274 3.025999 3.042074 16 1.643288 1.652268 1.597412 1.605055 0.0156713 7.893969 0.03970794 6551 1.0327885 up 1.647778 1.601233 0.00635 0.005405 0.0465448 1.029068
1611643_aVvi.12378 Transcr ibed locus, weakly similar to NP_181142.1 harpin-induced family protein (YLS9) / HIN        32995.38 35181.9 30071.2 30902.07 16 15.00998 15.10255 14.8761 14.91542 0.0857269 3.191761 0.12521893 11365 1.1176778 up 15.05626 14.89576 0.065456 0.027804 0.160504 1.010775
1611644_aVvi.3022 Transcr ibed locus 1775.351 1697.974 2152.076 2116.427 16 10.79389 10.7296 11.07151 11.04742 0.0130358 8.672656 0.03696341 5854 1.2292002 down 10.76174 11.05946 0.045459 0.01704 -0.2977195 0.97308
1611645_at 643.6116 667.6411 47.4135 53.51685 16 9.330047 9.382929 5.567226 5.741921 6.07E-04 40.56357 0.02095788 480 13.013289 up 9.356487 5.654573 0.037393 0.123528 3.7019136 1.654676
1611646_aVvi.14815 Transcr ibed locus 4.028001 4.048594 3.871372 3.935603 16 2.010064 2.017421 1.952845 1.976585 0.0586504 3.945288 0.09320507 10446 1.0345675 up 2.013742 1.964715 0.005202 0.016787 0.0490276 1.024954
1611647_aVvi.11986 Transcr ibed locus 4.661584 4.700545 4.465992 4.472955 16 2.22082 2.232828 2.158981 2.161228 0.0082773 10.92314 0.03179267 4319 1.0473329 up 2.226824 2.160104 0.008491 0.001589 0.06672 1.030887
1611648_at 4.696879 4.735088 4.511334 4.534547 16 2.231703 2.243392 2.173554 2.180959 0.0129131 8.714577 0.03683402 5817 1.0426757 up 2.237547 2.177256 0.008265 0.005236 0.0602907 1.027691
1611649_aVvi.15220 Transcr ibed locus 52.37507 52.66536 51.20889 48.12734 16 5.710808 5.718782 5.678322 5.588785 0.2124135 1.807543 0.26501003 13306 1.0579281 up 5.714795 5.633554 0.005639 0.063313 0.0812415 1.014421
1611650_aVvi.2290 Transcr ibed locus, moderately similar to XP_471581.1 OSJNBa0065J03.18 [Oryza sativa (jap 896.8077 864.2617 1277.359 1209.367 16 9.808655 9.755324 10.31895 10.24004 0.0090386 10.44695 0.03279978 4574 1.4117674 down 9.78199 10.27949 0.03771 0.0558 -0.497502 0.951602
1611651_aVvi.268 Transcr ibed locus 7.334774 7.110962 7.03834 7.108257 16 2.874753 2.830045 2.815235 2.829496 0.3289532 1.27999 0.38516688 14178 1.0210356 up 2.852399 2.822366 0.031613 0.010084 0.0300331 1.010641
1611652_sVvi.6699 Transcr ibed locus, moderately similar to XP_469737.1 cysteine synthase [Oryza sativa (japon 10231.26 9851.278 9827.226 8878.16 16 13.3207 13.2661 13.26257 13.11605 0.3145473 1.331347 0.3703102 14101 1.074816 up 13.2934 13.18931 0.038609 0.103608 0.10409 1.007892
1611653_aVvi.741 Transcr ibed locus, moderately similar to NP_176625.1 UDP-glucose 4-epimerase, putative /      4.617114 4.609897 4.422646 4.441736 16 2.206991 2.204735 2.14491 2.151124 0.0032497 17.49928 0.02783547 1926 1.0409107 up 2.205863 2.148017 0.001596 0.004394 0.0578463 1.02693
1611654_at 6.884651 7.066211 6.580441 6.553983 16 2.783384 2.820937 2.718184 2.712372 0.0446466 4.572693 0.07594501 9759 1.0620724 up 2.80216 2.715278 0.026554 0.00411 0.0868822 1.031998
1611655_aVvi.13443 Transcr ibed locus, strongly similar to NP_565396.1 GCIP-interacting family protein [Arabido 4.747083 4.556703 4.416851 4.492065 16 2.247041 2.18799 2.143018 2.167379 0.1903208 1.95112 0.24136479 13090 1.0441414 up 2.217516 2.155199 0.041755 0.017225 0.0623171 1.028915
1611656_sVvi.1207 Transcr ibed locus, moderately similar to NP_568052.1 cysteine proteinase RD19a (RD19A) 9933.705 9825.244 7899.732 7156.249 16 13.27812 13.26228 12.94759 12.80499 0.0316042 5.490849 0.05934764 8840 1.3139483 up 13.2702 12.87629 0.0112 0.100834 0.393909 1.030592
1611657_aVvi.9408 Transcr ibed locus, moderately similar to NP_181015.2 leucine-rich repeat family protein [Ara 89.60563 76.47311 500.6561 403.6768 16 6.485518 6.256881 8.967676 8.657057 0.0061828 12.6586 0.03022839 3394 5.43081 down 6.371199 8.812367 0.161671 0.219641 -2.4411675 0.722984
1611658_aVvi.3019 Transcr ibed locus, strongly similar to NP_199368.1 mob1/phocein family protein [Arabidopsis 588.6652 642.241 716.9896 680.5884 16 9.201304 9.326971 9.485808 9.410639 0.1284156 2.514263 0.17415449 12240 1.1360968 down 9.264137 9.448223 0.08886 0.053153 -0.184086 0.980516
1611659_aVvi.15008 Transcr ibed locus 4.987695 5.031002 4.871674 4.891741 16 2.318373 2.330846 2.284418 2.290348 0.0327278 5.391044 0.06083068 8930 1.0261391 up 2.324609 2.287383 0.008819 0.004193 0.0372265 1.016275
1611660_aVvi.14982 Transcr ibed locus 7.543814 7.573824 7.229535 7.244284 16 2.915294 2.921022 2.853903 2.856843 0.0026187 19.50297 0.02668185 1627 1.0444802 up 2.918158 2.855373 0.00405 0.002079 0.062785 1.021988
1611661_aVvi.6417 Transcr ibed locus, weakly similar to NP_921460.1 unknown protein [Oryza sativa (japonica cu 1261.156 1258.991 1199.226 1281.124 16 10.30053 10.29805 10.22789 10.32319 0.6677129 0.498235 0.7058497 15704 1.0165987 up 10.29929 10.27554 0.001753 0.067392 0.023751 1.002311
1611662_aVvi.6980 Transcr ibed locus, moderately similar to NP_198817.1 AAA-type ATPase family protein [Arab 2042.711 2195.122 1782.627 1627.362 16 10.99627 11.10009 10.79979 10.66832 0.0643154 3.75033 0.10008108 10668 1.2432557 up 11.04818 10.73406 0.073409 0.092963 0.314123 1.029264
1611663_s_at 4.408406 4.444021 4.279032 4.206615 16 2.140257 2.151866 2.097285 2.07266 0.0462326 4.487939 0.07789256 9853 1.043253 up 2.146061 2.084972 0.008209 0.017412 0.061089 1.0293
1611664_aVvi.12786 Transcr ibed locus, moderately similar to NP_180843.2 proline-rich family protein [Arabidopsi 91.42422 69.52365 103.679 109.135 16 6.514505 6.119432 6.69598 6.76997 0.1743044 2.069982 0.22418463 12907 1.3342297 down 6.316968 6.732975 0.279359 0.052319 -0.416007 0.938213
1611665_aVvi.8164 Transcr ibed locus, strongly similar to NP_171986.1 tic20 family protein [Arabidopsis thaliana 1200.67 1157.73 1315.837 1352.668 16 10.22962 10.17708 10.36177 10.40159 0.0325152 5.409539 0.06059235 8908 1.1315691 down 10.20335 10.38168 0.037152 0.028162 -0.178325 0.982823
1611666_sVvi.13051 GO:000961Protease inhibitor (PR6) 21326.92 20269.31 9985.123 10676.59 16 14.38039 14.30701 13.28556 13.38216 0.0035882 16.64907 0.02809704 2110 2.0136797 up 14.3437 13.33386 0.051886 0.068306 1.0098345 1.075735
1611667_aVvi.7664 Transcr ibed locus, moderately similar to NP_569045.1 expressed protein [Arabidopsis thalian 223.152 212.6879 261.1551 254.7863 16 7.801883 7.732594 8.028763 7.993144 0.0246078 6.256499 0.05073357 8050 1.1840379 down 7.767239 8.010954 0.048995 0.025186 -0.2437154 0.969577
1611668_sVvi.6877 Transcr ibed locus, moderately similar to NP_200939.1 cytochrome c oxidase subunit Vc, puta     3928.799 4237.31 3630.79 3977.966 16 11.93987 12.04893 11.82607 11.95782 0.3535831 1.198152 0.40955746 14332 1.0736032 up 11.9944 11.89194 0.077117 0.093159 0.102461 1.008616
1611669_aVvi.5881 Transcr ibed locus, weakly similar to NP_914805.1 putative Rho GDP-dissociation inhibitor [O 3.179976 3.194955 3.09391 3.10877 16 1.669016 1.675796 1.629431 1.636344 0.0146776 8.163017 0.03871865 6292 1.0277705 up 1.672406 1.632888 0.004794 0.004888 0.0395181 1.024201
1611670_aVvi.1118 Transcr ibed locus, strongly similar to NP_200286.1 transport protein particle (TRAPP) comp 2882.533 2622.014 2239.508 2604.77 16 11.49312 11.35646 11.12897 11.34694 0.2835257 1.452448 0.3392256 13875 1.1382656 up 11.42479 11.23795 0.096634 0.154131 0.186837 1.016626
1611671_aVvi.11711 Transcr ibed locus, moderately similar to XP_477093.1 cellulose synthase-4 [Oryza sativa (jap 1965.098 2036.004 2429.104 2283.403 16 10.94039 10.99153 11.24621 11.15697 0.0444778 4.581976 0.07573143 9749 1.177424 down 10.96596 11.20159 0.036161 0.063101 -0.235634 0.978964
1611672_aVvi.10173 Transcr ibed locus, moderately similar to NP_197279.1 NADH-cytochrome b5 reductase [Ara 1376.103 1300.086 1537.175 1634.318 16 10.42637 10.34439 10.58607 10.67447 0.055595 4.062209 0.08949747 10312 1.1850002 down 10.38538 10.63027 0.057969 0.062514 -0.244887 0.976963
1611673_aVvi.430 Transcr ibed locus, weakly similar to XP_476057.1 unknown protein [Oryza sativa (japonica cu 381.4333 368.07 446.4931 448.8778 16 8.575287 8.523836 8.802494 8.810179 0.010106 9.871883 0.03399048 4930 1.1948048 down 8.549562 8.806336 0.036381 0.005434 -0.2567745 0.970842
1611674_aVvi.742 Transcr ibed locus, weakly similar to NP_566249.1 zinc finger (C3HC4-type RING finger) fam 1649.696 1930.125 1367.495 1286.935 16 10.68798 10.91448 10.41732 10.32972 0.0719969 3.522521 0.10924169 10940 1.3450963 up 10.80123 10.37352 0.160155 0.06194 0.427709 1.041231
1611675_aVvi.5389 Transcr ibed locus, weakly similar to XP_471943.1 OSJNBa0008A08.11 [Oryza sativa (japonic 16.50221 14.42566 13.48158 13.26438 16 4.044588 3.850565 3.752917 3.729485 0.1690817 2.111984 0.21868917 12835 1.1537856 up 3.947576 3.741201 0.137195 0.016569 0.2063751 1.055163
1611676_at 6.66884 7.077327 6.535337 6.532148 16 2.737436 2.823205 2.708262 2.707557 0.2333818 1.688454 0.2871779 13491 1.0514721 up 2.78032 2.70791 0.060648 4.98E-04 0.0724106 1.02674
1611677_aVvi.14651 Transcr ibed locus 3.630267 3.651783 3.521173 3.550341 16 1.860076 1.868601 1.816056 1.827958 0.0286234 5.783056 0.05550815 8560 1.0297767 up 1.864338 1.822007 0.006028 0.008416 0.0423314 1.023233
1611678_aVvi.8789 Transcr ibed locus, weakly similar to NP_563841.1 expressed protein [Arabidopsis thaliana] 17.96879 20.04275 36.23299 24.52683 16 4.167421 4.325008 5.179232 4.616289 0.1556016 2.229092 0.20400362 12662 1.5708501 down 4.246215 4.89776 0.111431 0.398061 -0.6515454 0.866971
1611679_aVvi.14876 Transcr ibed locus 3.87024 3.898251 3.754643 3.744406 16 1.952423 1.962827 1.908676 1.904737 0.0117238 9.154217 0.03560237 5466 1.0359243 up 1.957625 1.906706 0.007357 0.002785 0.0509186 1.026705
1611680_aVvi.11641 Transcr ibed locus, weakly similar to NP_201524.1 glycosyl transferase family 43 protein [Arab 344.1558 344.172 522.4797 464.4507 16 8.426918 8.426986 9.029231 8.859382 0.0259034 6.09192 0.0522792 8225 1.4313277 down 8.426952 8.944306 4.79E-05 0.120102 -0.517354 0.942158
1611681_aVvi.11875 Transcr ibed locus 38.60866 37.39553 55.60117 58.314 16 5.270853 5.224794 5.797043 5.86577 0.004987 14.10758 0.02943507 2803 1.4985667 down 5.247823 5.831407 0.032568 0.048597 -0.5835836 0.899924
1611682_at 78.22048 66.11044 15.85238 15.73246 16 6.289475 6.046806 3.986627 3.975672 0.0030701 18.0062 0.02768036 1836 4.553547 up 6.16814 3.98115 0.171592 0.007747 2.1869907 1.549336
1611683_sVvi.7052 Transcr ibed locus, weakly similar to NP_566766.1 rhodanese-like domain-containing protein 1316.753 1212.416 150.6551 132.8342 16 10.36277 10.24367 7.235106 7.053483 0.0011797 29.08901 0.02320216 842 8.931634 up 10.30322 7.144295 0.084216 0.128427 3.1589243 1.44216
1611684_aVvi.8945 Transcr ibed locus, weakly similar to NP_176986.1 zinc finger (B-box type) family protein [Ara 7.140534 17.30205 16.70149 21.91184 16 2.836032 4.112871 4.061905 4.453639 0.3615863 1.173004 0.4175458 14376 1.7210869 down 3.474452 4.257772 0.902862 0.276998 -0.78332 0.816026
1611685_aVvi.1759 Transcr ibed locus, moderately similar to NP_190276.1 protein kinase family protein [Arabidop 1752.301 1808.301 2071.804 1960.832 16 10.77504 10.82042 11.01667 10.93725 0.0593772 3.918773 0.09409083 10475 1.1322821 down 10.79773 10.97696 0.032092 0.05616 -0.179233 0.983672
1611686_aVvi.5082 Transcr ibed locus 2381.885 2479.113 770.5764 763.8546 16 11.21789 11.27561 9.589794 9.577154 3.15E-04 56.29821 0.01827131 282 3.1673446 up 11.24675 9.583474 0.040814 0.008938 1.663274 1.173556
1611687_aVvi.2211 Transcr ibed locus, weakly similar to NP_192453.1 temperature sensing protein-related [Arab 49.58016 49.81951 64.96302 59.72154 16 5.631691 5.638639 6.021547 5.900179 0.0331085 5.358368 0.06131548 8963 1.2532705 down 5.635165 5.960863 0.004913 0.08582 -0.325698 0.945361
1611688_aVvi.5777 Transcr ibed locus 162.7921 185.0035 208.638 218.3483 16 7.346887 7.531408 7.704858 7.770487 0.0928545 3.048586 0.13352713 11544 1.2298862 down 7.439148 7.737673 0.130476 0.046407 -0.298525 0.961419
1611689_aVvi.3383 Transcr ibed locus, moderately similar to NP_912706.1 putative anaphase promoting complex 222.5783 190.3993 192.9415 206.4722 16 7.798169 7.572885 7.592019 7.689804 0.7511674 0.36333 0.78241307 15938 1.0314084 up 7.685527 7.640911 0.1593 0.069144 0.044616 1.005839
1611690_at 4.403431 4.411864 4.257655 4.281886 16 2.138628 2.141388 2.090059 2.098246 0.0087589 10.61468 0.03240823 4486 1.0322953 up 2.140008 2.094153 0.001952 0.005789 0.0458557 1.021897
1611691_sVvi.1906 Transcr ibed locus, strongly similar to XP_483454.1 putative transmembrane protein(TPA reg 1093.14 1151.638 1009.941 1002.448 16 10.09426 10.16947 9.980056 9.969312 0.0537401 4.13786 0.08719634 10231 1.1151074 up 10.13187 9.974684 0.053181 0.007597 0.157182 1.015758
1611692_aVvi.4145 Transcr ibed locus 5.315969 5.351172 5.044271 5.04027 16 2.410333 2.419855 2.334646 2.333501 0.0034848 16.89552 0.02801706 2064 1.0577658 up 2.415094 2.334074 0.006733 8.09E-04 0.0810205 1.034712
1611693_aVvi.15577 Transcr ibed locus 4.667346 4.694006 4.449156 4.535309 16 2.222602 2.23082 2.153532 2.181201 0.0543627 4.112049 0.08798295 10257 1.0419922 up 2.226711 2.167366 0.00581 0.019565 0.0593445 1.027381
1611694_aVvi.7987 Transcr ibed locus, moderately similar to NP_915358.1 putative vacuolar proton-ATPase subu 2174.293 2365.496 2417.197 2344.033 16 11.08633 11.20793 11.23912 11.19478 0.3934608 1.078891 0.4486734 14558 1.0495853 down 11.14713 11.21695 0.085982 0.031355 -0.0698195 0.993776
1611695_at 5.683065 5.731711 5.388171 5.404112 16 2.506669 2.518966 2.429796 2.434058 0.0064093 12.43077 0.03041093 3498 1.0576708 up 2.512817 2.431927 0.008695 0.003014 0.0808907 1.033262
1611696_aVvi.9816 Transcr ibed locus, weakly similar to NP_196233.1 cyclin 1b (CYC1b) [Arabidopsis thaliana] 6.82438 8.792857 130.7786 123.8498 16 2.770698 3.136332 7.030983 6.952447 0.0021372 21.5962 0.02580234 1369 16.429314 down 2.953515 6.991715 0.258542 0.055533 -4.0382004 0.422431
1611697_sVvi.3636 Transcr ibed locus 10688.64 11422.73 10034.11 8975.063 16 13.38379 13.47962 13.29263 13.13171 0.1437326 2.344372 0.19091517 12498 1.164362 up 13.43171 13.21217 0.067761 0.113787 0.219539 1.016616
1611698_aVvi.3495 Transcr ibed locus 79.68951 68.87895 84.3247 75.41206 16 6.316318 6.105991 6.397883 6.236723 0.507072 0.801206 0.5576952 15094 1.0763507 down 6.211155 6.317303 0.148723 0.113958 -0.106148 0.983197
1611699_aVvi.15437 Transcr ibed locus 45.93484 45.05473 59.3399 53.45159 16 5.521517 5.493607 5.890931 5.740161 0.0567421 4.017238 0.0908851 10364 1.2379769 down 5.507562 5.815546 0.019736 0.10661 -0.3079843 0.947041
1611700_aVvi.9133 Transcr ibed locus, moderately similar to NP_191524.1 mitochondrial ribosomal protein L51/S 599.7388 523.5089 756.4484 792.433 16 9.22819 9.03207 9.563098 9.630145 0.045975 4.501415 0.07754508 9842 1.3817444 down 9.130131 9.596622 0.138678 0.047409 -0.4664905 0.95139
1611701_at 206.8071 181.371 238.6181 230.0282 16 7.692142 7.5028 7.89856 7.845667 0.1077787 2.794056 0.15108863 11842 1.2096943 down 7.597471 7.872113 0.133885 0.037401 -0.2746422 0.965112
1611702_aVvi.9328 Transcr ibed locus, weakly similar to NP_199220.1 phytochelatin synthase 1 (PCS1) [Arabidop 858.1322 878.2676 946.921 1013.381 16 9.745056 9.778517 9.8871 9.984962 0.0779214 3.369528 0.11629365 11123 1.1283736 down 9.761786 9.936031 0.02366 0.069198 -0.174245 0.982463
1611703_aVvi.6892 Transcr ibed locus, weakly similar to NP_172666.1 expressed protein [Arabidopsis thaliana] 20.85306 16.55602 21.81101 21.77589 16 4.382187 4.049284 4.446984 4.44466 0.3010167 1.382267 0.35650438 14017 1.1729051 down 4.215735 4.445822 0.235398 0.001644 -0.2300866 0.948247
1611704_aVvi.6904 Transcr ibed locus, strongly similar to NP_194633.1 26S proteasome AAA-ATPase subunit (R 2801.09 2571.249 2277.633 2155.953 16 11.45177 11.32825 11.15332 11.07411 0.0638326 3.765962 0.0995162 10648 1.2110837 up 11.39001 11.11371 0.087341 0.056009 0.276299 1.024861
1611705_s_at 493.6895 413.4944 504.6714 754.2211 8 8.94746 8.691724 8.9792 9.558844 0.2917583 1.418764 0.3473732 13943 1.365501 down 8.819592 9.269022 0.180833 0.40987 -0.4494305 0.951513
1611706_aVvi.3128 Transcr ibed locus, moderately similar to XP_464661.1 putative ATP/GTP-binding protein [Or 594.4726 496.2265 649.0582 526.3282 16 9.215467 8.954855 9.342204 9.039819 0.6488806 0.530323 0.6889688 15635 1.0761284 down 9.085161 9.191011 0.18428 0.213819 -0.10585 0.988483
1611707_aVvi.4596 Transcr ibed locus 525.2576 601.3319 807.1818 807.4662 16 9.036881 9.232018 9.65675 9.657258 0.033139 5.355777 0.06134855 8967 1.4364964 down 9.134449 9.657003 0.137982 3.59E-04 -0.522554 0.945889
1611708_aVvi.15163 Transcr ibed locus 3.781296 3.790752 3.680484 3.694987 16 1.918881 1.922484 1.879896 1.885569 0.0077503 11.29287 0.03137725 4098 1.026654 up 1.920682 1.882732 0.002548 0.004012 0.03795 1.020157
1611709_aVvi.1317 Transcr ibed locus, weakly similar to NP_182092.1 TCP family transcr iption factor, putative [A 186.8847 165.1963 116.0437 125.8804 16 7.546005 7.368037 6.858524 6.97591 0.0368539 5.063945 0.06603161 9265 1.4537749 up 7.457021 6.917217 0.125842 0.083005 0.5398037 1.078038
1611710_aVvi.119 GO:000597Class IV chitinase (Chi4D) 33350.64 33445.53 33480.17 34784.5 16 15.02543 15.02953 15.03102 15.08616 0.3773195 1.125406 0.43300325 14466 1.0217992 down 15.02748 15.05859 0.002898 0.038988 -0.031112 0.997934
1611711_aVvi.4533 Transcr ibed locus, weakly similar to XP_481333.1 putative catechol O-methyltransferase [Ory 5.047373 5.095535 4.806228 4.809471 16 2.335533 2.349234 2.264905 2.265878 0.0078631 11.21061 0.0314613 4145 1.0548161 up 2.342383 2.265392 0.009688 6.88E-04 0.0769915 1.033986
1611712_aVvi.14648 Transcr ibed locus 7.291284 7.178707 6.749467 6.750622 16 2.866173 2.843724 2.754774 2.75502 0.0123545 8.913212 0.03630252 5649 1.0718117 up 2.854949 2.754897 0.015874 1.74E-04 0.1000515 1.036318
1611713_sVvi.8015 Transcr ibed locus, moderately similar to XP_476648.1 putative ribosomal protein S12 [Oryza   6781.377 6792.868 8167.371 8114.927 16 12.72736 12.72981 12.99566 12.98636 3.35E-04 54.6147 0.01827131 301 1.1994928 down 12.72858 12.99101 0.001727 0.006572 -0.262425 0.979799
1611714_aVvi.1149 Transcr ibed locus, moderately similar to XP_527011.1 PREDICTED: similar to protein phosp 784.0757 740.0348 637.0062 595.5267 16 9.614849 9.531449 9.315164 9.218022 0.0409468 4.78878 0.07134739 9527 1.2367516 up 9.573149 9.266593 0.058973 0.068689 0.306556 1.033082
1611715_aVvi.2259 Transcr ibed locus, moderately similar to NP_566383.1 protein phosphatase-related [Arabidop 354.2512 350.2789 293.974 298.5365 16 8.468629 8.45236 8.199545 8.221764 0.0030235 18.14512 0.02766159 1805 1.1890758 up 8.460495 8.210654 0.011504 0.015711 0.249841 1.030429
1611716_aVvi.3020 Transcr ibed locus, moderately similar to NP_917762.1 P0501G01.24 [Oryza sativa (japonica 1418.895 1436.574 1857.132 1738.639 16 10.47055 10.48842 10.85886 10.76374 0.0206127 6.857035 0.04559793 7504 1.2585981 down 10.47949 10.8113 0.012632 0.067259 -0.331817 0.969308
1611717_at 3.195283 3.208297 3.108056 3.121145 16 1.675944 1.681808 1.636012 1.642075 0.011025 9.444887 0.03503095 5224 1.027994 up 1.678876 1.639044 0.004146 0.004287 0.0398319 1.024302
1611718_aVvi.4502 Transcr ibed locus, moderately similar to XP_470201.1 Unknown protein [Oryza sativa (japonic  868.6392 869.1877 1166.713 1225.81 16 9.762613 9.763524 10.18823 10.25952 0.0059307 12.92733 0.03008822 3270 1.3763123 down 9.763069 10.22388 6.44E-04 0.050407 -0.460808 0.954928
1611719_aVvi.2692 Transcr ibed locus, moderately similar to NP_201341.1 ripening-responsive protein, putative [A195.4176 252.439 4.492106 4.450325 16 7.610416 7.979791 2.167392 2.153911 0.0010741 30.48776 0.02259248 786 49.675163 up 7.795104 2.160651 0.261187 0.009533 5.6344528 3.607757
1611720_aVvi.1771 Transcr ibed locus, weakly similar to NP_197917.1 F-box family protein [Arabidopsis thaliana] 2123.839 1936.397 3001.317 2945.426 16 11.05246 10.91916 11.55138 11.52426 0.0148444 8.115992 0.03882907 6344 1.4661285 down 10.98581 11.53782 0.094257 0.019176 -0.552012 0.952156
1611721_sVvi.11551 Transcr ibed locus 12.22963 12.07369 11.46435 16.38596 16 3.612309 3.593795 3.519083 4.034389 0.569947 0.673664 0.61539155 15375 1.1279348 down 3.603052 3.776736 0.013092 0.364376 -0.1736835 0.954012
1611722_aVvi.15617 Transcr ibed locus 3.359319 3.374655 3.260069 3.281006 16 1.748169 1.75474 1.704902 1.714138 0.0177808 7.398971 0.04237984 6964 1.029493 up 1.751454 1.70952 0.004647 0.006531 0.0419341 1.02453
1611723_aVvi.15951 Transcr ibed locus 177.7979 184.7996 21.42741 18.82248 16 7.474094 7.529818 4.421386 4.234385 9.43E-04 32.53337 0.02248719 695 9.0259 up 7.501956 4.327885 0.039403 0.13223 3.174071 1.7334
1611724_aVvi.4641 Transcr ibed locus, weakly similar to NP_192263.1 integral membrane family protein [Arabidop 4.361795 4.410742 4.223875 4.240412 16 2.124922 2.141022 2.078567 2.084204 0.0262627 6.04843 0.05264584 8281 1.0364038 up 2.132972 2.081386 0.011384 0.003986 0.0515862 1.024785
1611725_aVvi.11576 Transcr ibed locus 91.21861 76.66409 53.07415 51.79054 16 6.511256 6.260479 5.729938 5.694617 0.0335699 5.319507 0.06189084 9004 1.5950367 up 6.385867 5.712277 0.177327 0.024976 0.6735896 1.11792
1611726_aVvi.3438 Transcr ibed locus, weakly similar to XP_480991.1 SERK1 protein-like [Oryza sativa (japonica 32.66662 37.61832 60.70449 65.75161 16 5.029745 5.233364 5.923731 6.038954 0.0184274 7.264421 0.04320948 7078 1.8022363 down 5.131555 5.981343 0.14398 0.081475 -0.8497884 0.857927
1611727_aVvi.11381 Transcr ibed locus, moderately similar to NP_187648.1 glycerol-3-phosphate dehydrogenase, 5.762341 5.294615 5.198446 5.134216 16 2.526655 2.404526 2.37808 2.360144 0.2584449 1.563169 0.31328475 13694 1.0691605 up 2.465591 2.369112 0.086358 0.012683 0.0964785 1.040723
1611728_sVvi.69 Transcr ibed locus 364.2409 338.1344 390.389 393.0176 16 8.508749 8.401453 8.608768 8.61845 0.0986855 2.942643 0.140272 11679 1.1161325 down 8.455101 8.613609 0.07587 0.006846 -0.158508 0.981598
1611729_aVvi.15537 Transcr ibed locus 224.1498 235.3934 481.6583 491.1307 16 7.80832 7.87893 8.911866 8.939963 0.0012303 28.48338 0.02331889 873 2.117394 down 7.843625 8.925915 0.049929 0.019868 -1.08229 0.878747
1611730_aVvi.8394 Transcr ibed locus 521.8804 470.5572 320.9979 332.0675 16 9.027576 8.878226 8.32642 8.375333 0.0166127 7.661542 0.04094469 6735 1.5178456 up 8.952901 8.350876 0.105606 0.034587 0.602025 1.072091
1611731_aVvi.10944 Transcr ibed locus 133.541 134.4607 139.5539 117.4535 16 7.061139 7.071041 7.124679 6.875946 0.6499516 0.528479 0.68975306 15643 1.0466487 up 7.06609 7.000312 0.007002 0.175881 0.0657773 1.009396
1611732_aVvi.9856 Transcr ibed locus, weakly similar to NP_195489.1 ovule development protein aintegumenta (A 56.10035 57.11296 55.49564 72.73071 16 5.809938 5.835746 5.794303 6.184493 0.4840243 0.851853 0.5359682 14992 1.1223755 down 5.822842 5.989398 0.018249 0.275906 -0.1665555 0.972192
1611733_sVvi.6997 Transcr ibed locus, strongly similar to NP_192186.1 photosystem I reaction center subunit II, c 1815.522 1901.931 30.25712 35.08112 16 10.82617 10.89325 4.919203 5.132623 3.67E-04 52.15411 0.01871624 321 57.03581 up 10.85971 5.025913 0.047433 0.150911 5.833796 2.160744
1611734_aVvi.1504 Transcr ibed locus, weakly similar to NP_564076.1 expressed protein [Arabidopsis thaliana] 242.1948 218.1514 300.8331 285.5364 16 7.920024 7.769186 8.23282 8.157531 0.0532378 4.159004 0.08659294 10206 1.2750645 down 7.844605 8.195175 0.106659 0.053237 -0.35057 0.957222
1611735_aVvi.11229 Transcr ibed locus 169.8906 174.7264 168.8245 172.7322 16 7.408462 7.448954 7.399381 7.432393 0.6721261 0.490815 0.7099725 15716 1.0089266 up 7.428708 7.415887 0.028632 0.023343 0.012821 1.001729
1611736_aVvi.5568 Transcr ibed locus 4.820289 4.55487 4.402688 4.415757 16 2.26912 2.18741 2.138385 2.142661 0.1651576 2.144722 0.21439876 12788 1.0627059 up 2.228265 2.140523 0.057777 0.003024 0.0877423 1.040991
1611737_at 3.316181 3.330043 3.216717 3.229739 15 1.729523 1.735541 1.685589 1.691417 0.0089304 10.51088 0.03264993 4540 1.0309889 up 1.732532 1.688503 0.004255 0.004121 0.0440289 1.026076
1611738_aVvi.2502 Transcr ibed locus, strongly similar to NP_178171.1 3-isopropylmalate dehydrogenase, chloro   421.7266 455.1626 814.2902 837.0004 16 8.720164 8.830238 9.669399 9.709085 0.0040719 15.62336 0.02864669 2355 1.8843143 down 8.775202 9.689241 0.077834 0.028062 -0.914039 0.905665
1611739_aVvi.8327 Transcr ibed locus, weakly similar to NP_910063.1 putative cytochrome P450 [Oryza sativa (ja 4.592714 4.595466 4.431193 4.470451 16 2.199347 2.200211 2.147695 2.16042 0.0189047 7.169504 0.04375713 7171 1.0321993 up 2.199779 2.154058 6.11E-04 0.008998 0.0457215 1.021226
1611740_aVvi.295 Transcr ibed locus, weakly similar to NP_563633.1 expressed protein [Arabidopsis thaliana] 696.0958 608.3181 619.4046 603.7811 16 9.443142 9.248682 9.274738 9.237882 0.4608064 0.905428 0.51371926 14891 1.0640769 up 9.345912 9.25631 0.137504 0.026062 0.0896025 1.00968
1611741_aVvi.10542 Transcr ibed locus 4.220051 4.252266 4.111009 4.136207 16 2.077261 2.088232 2.039492 2.048308 0.0312865 5.520023 0.05892088 8813 1.0272914 up 2.082746 2.043901 0.007758 0.006234 0.0388455 1.019006
1611742_aVvi.12250 Transcr ibed locus, moderately similar to NP_563963.1 oxidoreductase NAD-binding domain- 170.6146 148.7585 149.6249 143.824 16 7.414597 7.216828 7.225207 7.168161 0.3669341 1.15656 0.42269883 14410 1.0860033 up 7.315713 7.196684 0.139844 0.040338 0.1190286 1.016539
1611743_at 7.365604 7.392918 7.045707 6.770584 16 2.880804 2.886144 2.816745 2.75928 0.0804941 3.308208 0.11915851 11214 1.068407 up 2.883474 2.788013 0.003776 0.040633 0.0954614 1.03424
1611744_sVvi.1382 Transcr ibed locus, weakly similar to NP_187201.1 rubber elongation factor (REF) family prot 3486.277 3331.316 996.7127 1138.828 16 11.76747 11.70188 9.961034 10.15334 0.0036476 16.51232 0.02818367 2145 3.19871 up 11.73467 10.05718 0.046382 0.135977 1.67749 1.166795
1611745_aVvi.15201 Transcr ibed locus 3.65491 3.674087 3.532642 3.546194 16 1.869836 1.877386 1.820748 1.826271 0.0086033 10.71152 0.03220978 4432 1.0353376 up 1.873611 1.82351 0.005338 0.003906 0.0501012 1.027475
1611746_aVvi.1503 Transcr ibed locus, weakly similar to NP_200090.1 expressed protein [Arabidopsis thaliana] 6.906773 6.856962 6.633663 6.659482 16 2.788012 2.77757 2.729806 2.73541 0.0136577 8.468889 0.03756261 6034 1.0353961 up 2.782791 2.732608 0.007384 0.003963 0.0501829 1.018364
1611747_at 179.6621 178.9587 445.8999 490.7488 16 7.489142 7.483483 8.800576 8.938841 0.0024921 19.9941 0.02655604 1557 2.6088178 down 7.486313 8.869709 0.004001 0.097768 -1.383396 0.844031
1611748_sVvi.5256 Transcr ibed locus, moderately similar to NP_181812.1 protodermal factor 1 (PDF1) [Arabido  3.584677 3.615193 3.487925 3.496436 16 1.841843 1.854073 1.802369 1.805885 0.0204288 6.888811 0.04545938 7459 1.0308475 up 1.847958 1.804127 0.008648 0.002486 0.043831 1.024295
1611749_aVvi.734 Transcr ibed locus, weakly similar to NP_563668.1 expressed protein [Arabidopsis thaliana] 1150.457 1051.932 1569.304 1692.489 16 10.16799 10.03883 10.61591 10.72493 0.0215017 6.709209 0.0467606 7633 1.4814509 down 10.10341 10.67042 0.091334 0.07709 -0.567011 0.946861
1611750_at 8.777918 9.088435 28.14616 30.73828 16 3.133879 3.184032 4.814866 4.941965 0.0015749 25.16851 0.02483053 1047 3.2931306 down 3.158955 4.878415 0.035463 0.089872 -1.7194597 0.647537
1611751_aVvi.14768 Transcr ibed locus 125.8065 114.2986 52.15284 53.36312 16 6.975062 6.836664 5.704674 5.737771 0.0035879 16.64977 0.02809704 2108 2.2730672 up 6.905863 5.721222 0.097863 0.023403 1.1846406 1.207061
1611752_aVvi.4378 Transcr ibed locus, weakly similar to NP_179759.1 myb family transcr iption factor [Arabidopsis 2.481381 2.491581 2.4159 2.434824 16 1.311143 1.317061 1.272561 1.283817 0.0299494 5.647767 0.05729108 8677 1.0252055 up 1.314102 1.278189 0.004185 0.00796 0.0359131 1.028097
1611753_aVvi.4700 Transcr ibed locus 5.956876 5.902214 5.61209 5.649652 16 2.574556 2.561256 2.488538 2.498162 0.011905 9.08302 0.03580126 5518 1.0530368 up 2.567906 2.49335 0.009404 0.006805 0.074556 1.029902
1611754_aVvi.1279 Transcr ibed locus, weakly similar to NP_186795.1 PHD finger family protein / methyl-CpG bin 327.4676 357.5056 370.1627 389.7026 16 8.355208 8.481822 8.532016 8.60623 0.1765528 2.052423 0.22662203 12933 1.1100365 down 8.418515 8.569122 0.089529 0.052477 -0.150607 0.982424
1611755_aVvi.6849 Transcr ibed locus, moderately similar to NP_180863.1 ATP synthase gamma chain, mitochon 2783.358 2623.103 3070.764 3545.396 16 11.44261 11.35706 11.58438 11.79173 0.1238923 2.569931 0.1691775 12157 1.2211347 down 11.39984 11.68806 0.060495 0.146616 -0.288222 0.97534
1611756_aVvi.5546 Transcr ibed locus 7.110887 7.181329 6.749522 6.883877 16 2.83003 2.844251 2.754785 2.783221 0.0503568 4.286164 0.0829471 10078 1.0483618 up 2.83714 2.769003 0.010056 0.020107 0.0681366 1.024607
1611757_aVvi.7855 Transcr ibed locus, weakly similar to XP_476312.1 putative mutator-like transposase [Oryza sa 6.035582 5.97978 5.785508 5.652134 16 2.593493 2.580092 2.532444 2.498796 0.0590613 3.930239 0.09369665 10464 1.0505705 up 2.586793 2.51562 0.009475 0.023793 0.071173 1.028292
1611758_aVvi.14412 Transcr ibed locus 4.072335 4.091264 3.908136 3.909901 16 2.025857 2.032547 1.966481 1.967132 0.0028887 18.56538 0.02722295 1760 1.0441978 up 2.029202 1.966806 0.004731 4.61E-04 0.0623951 1.031724
1611759_at 263.1206 233.6961 240.8609 222.3253 16 8.03958 7.86849 7.912056 7.796528 0.4358418 0.966298 0.4903996 14754 1.0715824 up 7.954035 7.854292 0.120979 0.081691 0.099743 1.012699
1611760_aVvi.15755 Transcr ibed locus 390.3276 409.3927 278.6464 220.9372 16 8.608542 8.677341 8.122292 7.787492 0.0565135 4.026092 0.09058971 10356 1.6111037 up 8.642941 7.954892 0.048649 0.236739 0.688049 1.086494
1611761_aVvi.15535 Transcr ibed locus 23.73026 23.99082 32.13308 21.98727 16 4.568656 4.584411 5.005987 4.458597 0.626815 0.56886 0.66823906 15571 1.1140075 down 4.576533 4.732292 0.01114 0.387064 -0.1557587 0.967086
1611762_aVvi.1024 Transcr ibed locus, moderately similar to NP_567799.1 expressed protein [Arabidopsis thalian 903.7108 911.946 1303.78 1302.102 16 9.819717 9.832805 10.34849 10.34663 1.61E-04 78.87373 0.0168302 155 1.4352425 down 9.826262 10.34756 0.009254 0.001314 -0.5212945 0.949621
1611763_at 8.451476 8.495373 8.14038 8.250982 16 3.079203 3.086677 3.025096 3.044566 0.0439089 4.613636 0.07502069 9716 1.0339088 up 3.08294 3.034831 0.005285 0.013767 0.048109 1.015852
1611764_aVvi.5617 Transcr ibed locus 124.9879 120.4615 138.6979 118.1756 16 6.965644 6.912428 7.115802 6.884788 0.6567592 0.516814 0.6955104 15676 1.0433757 down 6.939036 7.000295 0.037629 0.163352 -0.0612586 0.991249
1611765_aVvi.458 Transcr ibed locus, weakly similar to NP_195794.1 expressed protein [Arabidopsis thaliana] 3151.059 3053.3 1082.557 956.821 16 11.62162 11.57615 10.08023 9.902105 0.0032527 17.491 0.02783547 1928 3.047701 up 11.59889 9.991167 0.032151 0.125952 1.607721 1.160914
1611766_aVvi.10645 Transcr ibed locus, weakly similar to NP_197859.2 WD-40 repeat family protein [Arabidopsis t 409.8587 415.1538 429.1053 410.5146 16 8.678983 8.697502 8.745188 8.68129 0.5307698 0.751455 0.5798026 15197 1.0174774 down 8.688242 8.713239 0.013095 0.045183 -0.024997 0.997131
1611767_aVvi.3656 Transcr ibed locus 3.407873 3.424547 3.307115 3.324816 16 1.768871 1.775913 1.725573 1.733274 0.0144269 8.23519 0.03839848 6236 1.0302316 up 1.772392 1.729424 0.004979 0.005446 0.0429687 1.024846
1611768_aVvi.3388 Transcr ibed locus, strongly similar to XP_464146.1 putative translational initiation factor eIF-     4498.835 4502.498 5252.361 5527.894 16 12.13534 12.13651 12.35875 12.43251 0.019582 7.040763 0.04457752 7291 1.1972375 down 12.13592 12.39563 8.31E-04 0.052159 -0.25971 0.979048
1611769_aVvi.5598 Transcr ibed locus 5.759277 5.793521 5.543466 5.542152 16 2.525888 2.534441 2.470788 2.470446 0.005126 13.91343 0.02943507 2883 1.0421385 up 2.530164 2.470617 0.006048 2.42E-04 0.0595469 1.024102
1611770_aVvi.5312 Transcr ibed locus, weakly similar to XP_467714.1 putative zinc metalloproteinase [Oryza sativ 6.129996 6.180414 6.086494 5.860364 16 2.615886 2.627703 2.605611 2.55099 0.2598605 1.556562 0.31483647 13702 1.0306066 up 2.621795 2.578301 0.008356 0.038623 0.0434937 1.016869
1611771_aVvi.13979 Transcr ibed locus 8.677462 8.801957 7.962466 7.980759 16 3.117273 3.137825 2.993215 2.996526 0.0060978 12.74731 0.03013007 3356 1.096327 up 3.127549 2.994871 0.014532 0.002341 0.132678 1.044302
1611772_at 5.754507 5.78498 5.469636 5.435116 16 2.524692 2.532312 2.451445 2.442311 0.0052672 13.7242 0.02950386 2955 1.0582086 up 2.528502 2.446878 0.005388 0.006459 0.081624 1.033358
1611773_x_at 9.087563 9.347835 8.55097 8.337555 16 3.183893 3.224632 3.096088 3.059624 0.0437248 4.624013 0.07477534 9707 1.0915713 up 3.204263 3.077856 0.028807 0.025784 0.1264064 1.04107
1611774_aVvi.11616 Transcr ibed locus, moderately similar to NP_193072.1 enoyl-CoA hydratase/isomerase family 524.8939 525.8969 484.6032 489.122 16 9.035882 9.038636 8.92066 8.934051 0.0038459 16.07856 0.02832705 2253 1.0791566 up 9.037259 8.927355 0.001948 0.009469 0.109904 1.012311
1611775_aVvi.377 Transcr ibed locus, weakly similar to XP_546356.1 PREDICTED: similar to Activated RNA po 2127.329 2148.343 1769.85 1845.382 16 11.05483 11.06901 10.78941 10.8497 0.0159384 7.825967 0.04003155 6609 1.182927 up 11.06192 10.81956 0.010028 0.042633 0.242361 1.0224
1611776_at 6.330439 6.440615 5.876234 5.866643 16 2.662306 2.687198 2.554892 2.552535 0.0105011 9.681488 0.03453259 5046 1.0875175 up 2.674752 2.553713 0.017602 0.001666 0.1210387 1.047397



1611777_aVvi.7104 Transcr ibed locus, moderately similar to NP_199894.1 mitochondrial import inner membrane 567.7495 551.3272 942.4747 1035.32 16 9.149111 9.106765 9.88031 10.01586 0.0074123 11.55041 0.03117425 3946 1.7655877 down 9.127937 9.948086 0.029943 0.095849 -0.820149 0.917557
1611778_aVvi.7568 Transcr ibed locus, weakly similar to NP_177823.2 VHS domain-containing protein / GAT dom 9.09497 8.986474 8.354519 8.215021 16 3.185069 3.167755 3.062557 3.038265 0.0137247 8.44778 0.03761549 6055 1.091265 up 3.176412 3.050411 0.012242 0.017177 0.1260013 1.041306
1611779_at 3.54455 3.546126 3.422121 3.457338 16 1.825602 1.826244 1.774891 1.789661 0.0275061 5.904454 0.05404851 8448 1.0307162 up 1.825923 1.782276 4.54E-04 0.010444 0.043647 1.024489
1611780_aVvi.5331 Transcr ibed locus, moderately similar to NP_912716.1 granule binding starch synthase II pre 49.04589 46.41653 26.24291 30.55124 16 5.61606 5.536567 4.713856 4.933159 0.0231726 6.454484 0.04882116 7879 1.6850673 up 5.576314 4.823507 0.05621 0.155071 0.7528062 1.15607
1611781_aVvi.15174 Transcr ibed locus 3.698723 3.719163 3.575694 3.605315 16 1.887027 1.894978 1.838223 1.850125 0.0225694 6.543195 0.04809986 7789 1.0329914 up 1.891003 1.844174 0.005622 0.008416 0.0468283 1.025393
1611782_aVvi.9624 Transcr ibed locus 119.5634 121.3595 89.87356 68.1197 16 6.901632 6.923143 6.489824 6.09 0.089735 3.109247 0.12991889 11466 1.5395147 up 6.912388 6.289912 0.01521 0.282719 0.622476 1.098964
1611783_aVvi.1841 Transcr ibed locus, moderately similar to XP_507026.1 PREDICTED OJ1695_H09.11 gene p 597.4908 632.6746 480.0153 475.779 16 9.222773 9.30532 8.906937 8.894148 0.0129458 8.703348 0.03684102 5832 1.2865463 up 9.264046 8.900542 0.05837 0.009043 0.363504 1.040841
1611784_at 329.1654 376.1267 363.6752 374.6836 16 8.362669 8.555075 8.506507 8.549529 0.5556642 0.701433 0.60255635 15309 1.0490956 down 8.458872 8.528018 0.136051 0.030421 -0.069146 0.991892
1611785_aVvi.14722 Transcr ibed locus 64.57796 59.27702 11.04211 8.479399 16 6.01297 5.889401 3.464943 3.083962 0.0055507 13.36629 0.02968837 3102 6.394061 up 5.951185 3.274453 0.087376 0.269395 2.6767323 1.817459
1611786_aVvi.15067 Transcr ibed locus 4.140572 4.156976 4.006479 4.038097 16 2.04983 2.055534 2.002335 2.013676 0.0195933 7.038673 0.04457752 7295 1.0314523 up 2.052682 2.008005 0.004034 0.008019 0.0446771 1.022249
1611787_aVvi.2106 Transcr ibed locus 357.1548 353.1728 342.0794 306.0755 16 8.480406 8.464231 8.418187 8.257744 0.2375732 1.666322 0.29151446 13529 1.0976009 up 8.472319 8.337965 0.011438 0.113451 0.134354 1.016114
1611788_aVvi.272 Transcr ibed locus, moderately similar to NP_200104.1 pyruvate kinase, putative [Arabidopsis 192.5403 189.8584 202.2236 261.0015 16 7.589017 7.56878 7.659807 8.027914 0.2871617 1.437423 0.34276062 13908 1.2016046 down 7.578898 7.843861 0.01431 0.260291 -0.2649622 0.96622
1611789_aVvi.5430 Transcr ibed locus, weakly similar to NP_172579.1 expressed protein [Arabidopsis thaliana] 5.044471 5.087373 4.880787 4.938107 16 2.334703 2.346921 2.287114 2.303958 0.0489612 4.351651 0.08117182 10013 1.0318805 up 2.340812 2.295536 0.008639 0.011911 0.045276 1.019723
1611790_at 3.938576 3.963426 3.815558 3.834227 16 1.977674 1.986748 1.931894 1.938936 0.0147287 8.148506 0.03877052 6306 1.0329684 up 1.982211 1.935415 0.006416 0.004979 0.0467961 1.024179
1611791_aVvi.15017 Transcr ibed locus 158.5324 125.1042 187.1046 156.9215 16 7.308635 6.966986 7.547701 7.293899 0.3149632 1.329824 0.37074724 14103 1.2167135 down 7.137811 7.4208 0.241582 0.179465 -0.2829893 0.961865
1611792_at 255.4811 261.9717 189.6283 196.762 16 7.997073 8.033267 7.56703 7.620308 0.005787 13.08825 0.03001433 3200 1.3393204 up 8.01517 7.593669 0.025593 0.037673 0.421501 1.055507
1611793_aVvi.15560 Transcr ibed locus 121.7918 111.1132 156.9803 150.6451 16 6.928274 6.795887 7.29444 7.23501 0.0309719 5.54934 0.05856444 8779 1.3219285 down 6.862081 7.264725 0.093612 0.042023 -0.4026441 0.944575
1611794_sVvi.2803 Transcr ibed locus, strongly similar to NP_195136.2 zinc finger (C3HC4-type RING finger) f   959.5903 946.6256 805.7445 804.1929 16 9.906275 9.88665 9.654179 9.651398 0.00165 24.58778 0.02493529 1092 1.1840043 up 9.896462 9.652788 0.013877 0.001966 0.243674 1.025244
1611795_aVvi.11681 Transcr ibed locus, weakly similar to NP_564608.1 formamidopyrimidine-DNA glycolase famil 6.127458 6.152674 5.924237 5.850654 16 2.615289 2.621213 2.566629 2.548598 0.0236288 6.389617 0.04941868 7937 1.0429264 up 2.618251 2.557614 0.004189 0.01275 0.0606374 1.023709
1611796_at 7.387338 7.445094 6.791084 6.754107 9 2.885055 2.89629 2.763642 2.755765 0.0027329 19.08952 0.02700983 1675 1.0950288 up 2.890672 2.759703 0.007945 0.00557 0.1309688 1.047458
1611797_aVvi.10041 Transcr ibed locus, moderately similar to NP_172194.1 Ran-binding protein 1a (RanBP1a) [A 5837.37 5936.832 7258.72 6921.108 16 12.5111 12.53548 12.8255 12.75679 0.0180224 7.347855 0.04269192 7007 1.2040161 down 12.52329 12.79114 0.017236 0.048586 -0.267854 0.979059
1611798_aVvi.15176 Transcr ibed locus 4.668162 4.665948 4.52101 4.544868 16 2.222855 2.22217 2.176645 2.184238 0.0081101 11.03654 0.03164294 4252 1.0295906 up 2.222513 2.180442 4.84E-04 0.005369 0.0420709 1.019295
1611799_aVvi.15000 Transcr ibed locus 128.9842 150.3149 284.7538 264.8554 16 7.01105 7.231844 8.153571 8.049061 0.0151843 8.022553 0.03916868 6435 1.9722874 down 7.121447 8.101316 0.156124 0.0739 -0.9798694 0.879048
1611800_aVvi.1574 Transcr ibed locus, weakly similar to NP_195302.1 senescence-associated protein (SEN1) [A 4.927971 4.844957 4.557628 4.634397 16 2.300994 2.276484 2.188283 2.212382 0.0357759 5.144016 0.06470057 9179 1.0631951 up 2.288739 2.200332 0.017331 0.01704 0.0884063 1.040179
1611801_aVvi.9601 Transcr ibed locus 4.446347 4.479784 4.313829 4.336517 16 2.152621 2.163429 2.108969 2.116537 0.0205829 6.862162 0.0455805 7496 1.0318776 up 2.158025 2.112753 0.007643 0.005351 0.0452718 1.021428
1611802_aVvi.6710 Transcr ibed locus, weakly similar to NP_909937.1 histone-like protein [Oryza sativa (japonica 1217.589 1152.526 1737.823 1807.017 16 10.24981 10.17058 10.76307 10.81939 0.0069253 11.95408 0.03077344 3730 1.4959188 down 10.2102 10.79123 0.056022 0.03983 -0.581032 0.946157
1611803_aVvi.730 Transcr ibed locus, moderately similar to XP_478883.1 unknown protein [Oryza sativa (japonic 59.60712 49.60929 75.7006 79.52509 16 5.897413 5.632538 6.242233 6.313338 0.0646474 3.739683 0.10051282 10677 1.4268264 down 5.764976 6.277785 0.187295 0.050279 -0.5128098 0.918314
1611804_aVvi.12658 Transcr ibed locus, weakly similar to NP_179281.3 UDP-glucoronosyl/UDP-glucosyl transfer    3.859716 3.882807 3.736688 3.737819 16 1.948495 1.9571 1.90176 1.902197 0.0071101 11.79602 0.03092787 3815 1.0358528 up 1.952797 1.901978 0.006085 3.09E-04 0.050819 1.026719
1611805_aVvi.6973 Transcr ibed locus 1524.87 1501.531 256.9408 242.5301 16 10.57447 10.55222 8.005292 7.92202 2.75E-04 60.32159 0.01827131 245 6.0615616 up 10.56335 7.963656 0.015735 0.058883 2.5996895 1.326444
1611806_aVvi.6854 Transcr ibed locus, weakly similar to NP_565657.1 expressed protein [Arabidopsis thaliana] 3363.641 3228.102 2685.092 2675.381 16 11.71581 11.65647 11.39076 11.38553 0.0098417 10.00555 0.03375612 4839 1.2294375 up 11.68614 11.38814 0.041957 0.003696 0.297998 1.026167
1611807_aVvi.8438 Transcr ibed locus 242.5337 266.5295 424.7089 390.6528 16 7.922041 8.058151 8.73033 8.609743 0.0174154 7.478288 0.04192128 6893 1.6020734 down 7.990096 8.670036 0.096244 0.085268 -0.67994 0.921576
1611808_at 37.69422 52.5674 36.60649 33.55961 16 5.236271 5.716096 5.194027 5.068654 0.2988508 1.390679 0.3544197 13998 1.2700127 up 5.476184 5.131341 0.339288 0.088652 0.344843 1.067203
1611809_aVvi.13899 Transcr ibed locus, strongly similar to NP_193033.1 expressed protein [Arabidopsis thaliana] 4.218222 4.238775 4.048848 4.065491 16 2.076635 2.083648 2.017511 2.02343 0.0058599 13.00583 0.03005582 3235 1.0422279 up 2.080141 2.020471 0.004958 0.004185 0.0596707 1.029533
1611810_at 46.99386 50.28011 42.98008 39.57763 16 5.5544 5.651916 5.425596 5.306613 0.0911249 3.081853 0.13149546 11504 1.1785827 up 5.603158 5.366105 0.068954 0.084134 0.237053 1.044176
1611811_aVvi.15129 Transcr ibed locus 4.436817 4.446025 4.267485 4.293651 16 2.149525 2.152516 2.093386 2.102205 0.0075656 11.43148 0.03134419 4005 1.0375818 up 2.151021 2.097796 0.002115 0.006236 0.053225 1.025372
1611812_aVvi.2183 Transcr ibed locus, strongly similar to XP_479549.1 putative translation initiation factor eIF-2 3572.096 3579.045 2977.692 3201.134 16 11.80256 11.80536 11.53998 11.64437 0.0557473 4.056159 0.08968184 10319 1.1581197 up 11.80396 11.59217 0.001981 0.073814 0.211784 1.01827
1611813_sVvi.1147 Transcr ibed locus, weakly similar to NP_200854.1 sec61beta family protein [Arabidopsis thali 795.9409 699.7145 728.3079 743.7305 16 9.636518 9.450623 9.508405 9.538636 0.8511267 0.212912 0.8712254 16218 1.013994 up 9.54357 9.52352 0.131448 0.021377 0.02005 1.002105
1611814_aVvi.1269 Transcr ibed locus, weakly similar to NP_189269.2 glycosyl hydrolase family protein 27 / alpha 386.089 415.4789 434.018 391.1267 16 8.59279 8.698631 8.761611 8.611492 0.7000306 0.4447 0.73547065 15801 1.0287141 down 8.64571 8.686552 0.074841 0.10615 -0.040842 0.995298
1611815_at 8.852586 9.047727 8.633437 9.697225 16 3.146099 3.177555 3.109935 3.277572 0.7440985 0.374365 0.77568275 15925 1.0223762 down 3.161827 3.193753 0.022243 0.118537 -0.0319262 0.990004
1611816_aVvi.11929 Transcr ibed locus 6.987127 7.166133 6.59192 6.481156 16 2.804699 2.841195 2.720699 2.696251 0.034898 5.211893 0.06357691 9112 1.0825787 up 2.822947 2.708475 0.025806 0.017287 0.114472 1.042264
1611817_at 6.345511 6.40254 5.989129 6.218352 16 2.665736 2.678644 2.582346 2.636532 0.1530232 2.253083 0.20133863 12617 1.0444553 up 2.67219 2.609439 0.009127 0.038315 0.0627508 1.024048
1611818_aVvi.3107 Transcr ibed locus, weakly similar to NP_194655.1 acid phosphatase class B family protein [A 318.4783 318.0966 392.5204 410.396 16 8.315051 8.313321 8.616624 8.680873 0.0091007 10.41077 0.03284354 4599 1.2609948 down 8.314186 8.648748 0.001223 0.045431 -0.334562 0.961317
1611819_aVvi.3409 Transcr ibed locus, moderately similar to NP_197165.1 hydroxyproline-rich glycoprotein family  228.7434 245.3515 239.5722 234.6576 16 7.837586 7.938706 7.904317 7.874414 0.9836535 0.023121 0.98638654 16555 1.0008452 down 7.888146 7.889365 0.071502 0.021145 -0.0012186 0.999846
1611820_aVvi.7554 Transcr ibed locus, moderately similar to NP_564756.1 DC1 domain-containing protein [Arab 535.0525 517.2911 594.4761 587.3029 16 9.063537 9.014833 9.215475 9.197961 0.0230394 6.473778 0.04867645 7857 1.123137 down 9.039185 9.206718 0.034439 0.012384 -0.167533 0.981803
1611821_aVvi.425 Transcr ibed locus, weakly similar to NP_180507.1 glutathione S-transferase, putative [Arabid 10.80849 10.69782 9.935615 9.950501 16 3.434093 3.419245 3.312609 3.314769 0.0043805 15.05937 0.02920871 2483 1.0814593 up 3.426669 3.313689 0.010499 0.001527 0.1129794 1.034095
1611822_aVvi.10495 Transcr ibed locus, weakly similar to NP_563731.1 expressed protein [Arabidopsis thaliana] 41.73935 57.28129 98.11237 110.792 16 5.383336 5.839992 6.616363 6.791709 0.046651 4.466286 0.07836688 9882 2.1322432 down 5.611664 6.704036 0.322905 0.123988 -1.0923718 0.837058
1611823_aVvi.4105 Transcr ibed locus, weakly similar to NP_567521.1 ATP-dependent Clp protease proteolytic su 8.728805 8.678521 8.004757 8.188596 16 3.125784 3.117449 3.000858 3.033616 0.0252298 6.175929 0.05144493 8141 1.0750322 up 3.121617 3.017237 0.005893 0.023164 0.1043799 1.034595
1611824_aVvi.11112 Transcr ibed locus 4.92494 4.950101 4.734133 4.717401 16 2.300106 2.307458 2.2431 2.237992 0.004973 14.12755 0.02943507 2799 1.0448065 up 2.303782 2.240546 0.005199 0.003612 0.0632358 1.028223
1611825_aVvi.8531 Transcr ibed locus 3.849837 3.842899 3.722156 3.73067 16 1.944797 1.942195 1.896139 1.899435 0.0021035 21.76909 0.02580234 1351 1.0321908 up 1.943496 1.897787 0.00184 0.002331 0.0457096 1.024086
1611826_aVvi.8059 Transcr ibed locus, weakly similar to NP_851174.1 arginine/serine-rich splicing factor RSP41 728.6209 679.7225 996.7199 946.496 16 9.509025 9.408802 9.961044 9.886453 0.0175844 7.441298 0.04217521 6921 1.3801588 down 9.458914 9.923748 0.070868 0.052744 -0.464834 0.953159
1611827_aVvi.8309 Transcr ibed locus, moderately similar to NP_915358.1 putative vacuolar proton-ATPase subu 506.7661 528.7445 712.6538 694.353 16 8.985176 9.046427 9.477057 9.439526 0.0065244 12.3196 0.03048215 3552 1.3589483 down 9.015801 9.458292 0.043311 0.026539 -0.442491 0.953217
1611828_sVvi.1729 Transcr ibed locus, moderately similar to NP_179984.1 translation initiation factor 3 (IF-3) fam 196.7356 205.0929 146.3332 159.0404 16 7.620114 7.680134 7.193113 7.313249 0.0274429 5.911539 0.0539659 8441 1.3167145 up 7.650124 7.253182 0.04244 0.084949 0.3969425 1.054727
1611829_aVvi.11062 Transcr ibed locus, weakly similar to NP_192967.1 cytochrome P450 family protein [Arabidops  6.41332 6.462709 6.940998 6.290423 16 2.681071 2.692139 2.795143 2.653157 0.6506647 0.527253 0.6903774 15646 1.0263658 down 2.686605 2.72415 0.007826 0.100399 -0.037545 0.986218
1611830_aVvi.14236 Transcr ibed locus 24.22198 25.26041 24.46723 26.95999 16 4.598245 4.658806 4.612779 4.752748 0.5506808 0.711276 0.59811765 15284 1.0383104 down 4.628525 4.682763 0.042823 0.098973 -0.0542377 0.988418
1611831_aVvi.5111 Transcr ibed locus, weakly similar to XP_469644.1 cyclin H-1 [Oryza sativa (japonica cultivar- 10.13164 9.933306 9.423315 9.525396 16 3.340796 3.312274 3.236235 3.251779 0.0366157 5.081338 0.06573506 9246 1.058872 up 3.326535 3.244007 0.020168 0.010992 0.0825281 1.02544
1611832_aVvi.5802 Transcr ibed locus 434.3357 426.629 556.828 662.6927 16 8.762667 8.736838 9.121088 9.372196 0.0588815 3.936804 0.09347399 10457 1.4111683 down 8.749752 9.246642 0.018263 0.17756 -0.49689 0.946263
1611833_aVvi.10828 Transcr ibed locus, weakly similar to NP_566430.2 RNA recognition motif (RRM)-containing 171.7196 164.354 182.9713 181.191 16 7.423911 7.360663 7.515473 7.501367 0.06979 3.58424 0.10686713 10841 1.0838257 down 7.392287 7.50842 0.044723 0.009975 -0.1161327 0.984533
1611834_aVvi.10937 Transcr ibed locus, weakly similar to NP_912583.1 Putative leucine-rich repeat transmembran       25.0395 52.54388 21.72427 27.7972 16 4.646134 5.715451 4.441236 4.796868 0.4238206 0.996963 0.47904888 14687 1.4760488 up 5.180792 4.619052 0.756121 0.25147 0.5617403 1.121614
1611835_x_at 39.39127 39.80763 31.73704 33.79453 16 5.299804 5.314973 4.988096 5.078718 0.0269838 5.963732 0.05345248 8380 1.2091402 up 5.307388 5.033407 0.010726 0.064079 0.2739816 1.054433
1611836_aVvi.2625 Transcr ibed locus, weakly similar to NP_922263.1 putative tubulin-folding cofactor [Oryza sat 3.276763 3.293901 3.189512 3.381341 16 1.712271 1.719797 1.673336 1.757595 0.9904942 0.013445 0.9921077 16574 1.0003943 up 1.716034 1.715466 0.005322 0.059581 0.0005688 1.000332
1611837_aVvi.1356 Transcr ibed locus, weakly similar to NP_189092.1 expressed protein [Arabidopsis thaliana] 673.5394 653.353 689.6114 621.92 16 9.395618 9.351719 9.42964 9.280585 0.8334721 0.238841 0.8557922 16168 1.0129455 up 9.373669 9.355112 0.031042 0.105397 0.018557 1.001984
1611838_aVvi.7069 Transcr ibed locus, moderately similar to NP_563632.2 acyl-CoA thioesterase family protein [A 4.306196 4.425265 4.143757 4.157141 16 2.106414 2.145764 2.05094 2.055592 0.0666946 3.675726 0.10299172 10750 1.0517727 up 2.126089 2.053266 0.027825 0.003289 0.072823 1.035467
1611839_aVvi.11795 Transcr ibed locus, weakly similar to NP_180575.1 UDP-glucoronosyl/UDP-glucosyl transfer    2.915739 2.926873 2.835208 2.848456 16 1.543862 1.54936 1.503454 1.51018 0.0117057 9.16142 0.03558759 5459 1.0279669 up 1.546611 1.506817 0.003888 0.004756 0.0397938 1.026409
1611840_at 11.23385 10.89406 10.66221 12.04364 16 3.48978 3.44547 3.414434 3.5902 0.7387376 0.382775 0.77067494 15913 1.024338 down 3.467625 3.502317 0.031332 0.124285 -0.0346919 0.990095
1611841_aVvi.14965 Transcr ibed locus 5.156823 5.186346 4.98583 4.997536 16 2.366483 2.374719 2.317834 2.321217 0.0075122 11.47252 0.03126878 3987 1.036037 up 2.370601 2.319525 0.005824 0.002392 0.0510755 1.02202
1611842_aVvi.5271 Transcr ibed locus, weakly similar to NP_850068.1 expressed protein [Arabidopsis thaliana] 57.90087 84.51578 104.7954 99.38863 16 5.855513 6.401149 6.711431 6.635009 0.1865365 1.977956 0.23734516 13047 1.4589076 down 6.128331 6.67322 0.385823 0.054039 -0.5448887 0.918347
1611843_aVvi.2381 Transcr ibed locus, strongly similar to NP_199698.1 small nuclear ribonucleoprotein, putative 2449.916 2302.299 2242.187 2425.423 16 11.25852 11.16886 11.13069 11.24402 0.7504506 0.364447 0.7817154 15937 1.0184201 up 11.21369 11.18736 0.063397 0.080136 0.026333 1.002354
1611844_aVvi.14849 Transcr ibed locus 292.6308 246.4595 212.2859 243.2597 16 8.192938 7.945206 7.729865 7.926354 0.2669514 1.524145 0.32218143 13755 1.1817812 up 8.069072 7.828109 0.175173 0.138939 0.240963 1.030782
1611845_aVvi.9476 Transcr ibed locus, moderately similar to NP_566451.1 ubiquitin family protein [Arabidopsis th 1174.586 1214.54 1136.252 1130.063 16 10.19794 10.24619 10.15007 10.14219 0.0898966 3.10603 0.13005088 11475 1.0540456 up 10.22207 10.14613 0.034123 0.005572 0.075937 1.007484
1611846_aVvi.15704 Transcr ibed locus 4.794137 4.833153 4.621561 4.634286 16 2.261271 2.272965 2.20838 2.212347 0.0116285 9.192293 0.035508 5436 1.0401231 up 2.267118 2.210364 0.008269 0.002805 0.0567544 1.025676
1611847_aVvi.411 Transcr ibed locus, weakly similar to NP_920627.1 putative flavonoid 3'-hydroxylase [Oryza sat 5.299268 5.308224 5.06705 5.075795 16 2.405793 2.408229 2.341146 2.343634 7.25E-04 37.11895 0.02180507 551 1.0458105 up 2.407011 2.34239 0.001723 0.001759 0.0646215 1.027588
1611848_at 3.407185 3.425684 3.30324 3.325052 16 1.76858 1.776392 1.723882 1.733377 0.0190894 7.133723 0.04393757 7212 1.0308659 up 1.772486 1.728629 0.005524 0.006714 0.0438567 1.025371
1611849_aVvi.7815 Transcr ibed locus 14.87362 15.71954 17.58746 14.64803 16 3.894684 3.974487 4.136476 3.872635 0.6621277 0.507679 0.70057005 15690 1.0496947 down 3.934586 4.004555 0.05643 0.186564 -0.0699694 0.982528
1611850_aVvi.15360 Transcr ibed locus 5.347871 5.351856 5.070411 5.069089 16 2.418965 2.420039 2.342103 2.341727 5.38E-05 136.2692 0.01326001 64 1.0552518 up 2.419502 2.341915 7.60E-04 2.66E-04 0.0775873 1.03313
1611851_aVvi.6692 Transcr ibed locus, moderately similar to NP_199592.1 phosphofructokinase family protein [Ar 942.0175 1005.414 1032.036 947.0612 16 9.87961 9.973574 10.01128 9.887314 0.7978479 0.291913 0.824466 16065 1.0158612 down 9.926592 9.949295 0.066442 0.087655 -0.022703 0.997718
1611852_aVvi.8681 Transcr ibed locus 16.01827 17.26104 39.15693 31.09857 16 4.001647 4.109448 5.291196 4.958777 0.0256714 6.120489 0.05201394 8192 2.0986178 down 4.055547 5.124986 0.076227 0.235056 -1.0694392 0.791328
1611853_aVvi.8111 Transcr ibed locus, moderately similar to NP_192919.1 hydroxymethylglutaryl-CoA synthase / 2457.82 2566.73 1892.657 1867.405 16 11.26316 11.32572 10.8862 10.86682 0.0060819 12.76416 0.03013007 3349 1.3360099 up 11.29444 10.87651 0.044231 0.013702 0.41793 1.038425
1611854_aVvi.12154 Transcr ibed locus, weakly similar to NP_192803.1 GTP-binding family protein [Arabidopsis th 5.085324 4.601961 4.919657 5.241225 16 2.34634 2.202249 2.298558 2.389904 0.4984564 0.819863 0.5496396 15055 1.0496705 down 2.274294 2.344231 0.101888 0.064592 -0.0699366 0.970167
1611855_aVvi.15359 Transcr ibed locus 6.422881 6.48351 6.105551 6.106037 16 2.683221 2.696775 2.610121 2.610236 0.0071326 11.7772 0.03096651 3823 1.0568852 up 2.689998 2.610179 0.009584 8.14E-05 0.0798187 1.03058
1611856_aVvi.3329 Transcr ibed locus, strongly similar to NP_850598.1 kinesin motor family protein [Arabidopsis 415.0035 442.8737 607.0138 594.3704 16 8.69698 8.790751 9.245585 9.215219 0.0101052 9.872264 0.03399048 4929 1.4010768 down 8.743866 9.230402 0.066307 0.021473 -0.486536 0.94729
1611857_at 159.9006 147.9024 244.2855 206.5893 16 7.321032 7.208501 7.932424 7.690621 0.0546551 4.100073 0.08834429 10270 1.4607971 down 7.264767 7.811523 0.079571 0.170981 -0.5467558 0.930007
1611858_aVvi.2481 Transcr ibed locus, weakly similar to NP_188923.1 chlorophyll A-B binding family protein / ear 8.370404 9.098566 7.266402 7.234397 16 3.065297 3.185639 2.861241 2.854873 0.0472062 4.437988 0.07902768 9916 1.2036461 up 3.125468 2.858057 0.085094 0.004503 0.2674113 1.093564
1611859_aVvi.6777 Transcr ibed locus, moderately similar to NP_566800.1 transport inhibitor response protein, p  1676.395 1733.844 1900.042 1956.293 16 10.71115 10.75976 10.89182 10.93391 0.0313087 5.517965 0.05892088 8820 1.1308506 down 10.73545 10.91286 0.034374 0.029763 -0.177408 0.983743
1611860_aVvi.1334 Transcr ibed locus, strongly similar to NP_173034.1 chlorophyll A-B binding protein, chloropl 1292.081 1127.611 13.47796 11.22686 16 10.33548 10.13905 3.752531 3.488883 6.17E-04 40.24962 0.02101682 485 98.125725 up 10.23727 3.620707 0.138895 0.186427 6.61656 2.827422
1611861_aVvi.5969 Transcr ibed locus, weakly similar to NP_849323.1 zinc finger (C2H2 type) family protein [Ara 403.9581 414.5286 392.0824 416.0764 16 8.658062 8.695328 8.615013 8.700705 0.7258508 0.403151 0.7591391 15873 1.0131418 up 8.676695 8.657859 0.026351 0.060593 0.018836 1.002176
1611862_at 4.911017 4.94734 4.723849 4.696109 16 2.296022 2.306653 2.239963 2.231466 0.0105825 9.643567 0.03466397 5066 1.0465367 up 2.301337 2.235714 0.007517 0.006008 0.0656228 1.029352
1611863_aVvi.4274 Transcr ibed locus 4.618156 4.616811 4.478975 4.480487 16 2.207317 2.206897 2.163169 2.163656 5.42E-05 135.8677 0.01326001 66 1.0307504 up 2.207107 2.163412 2.97E-04 3.44E-04 0.043695 1.020197
1611864_aVvi.5317 Transcr ibed locus, weakly similar to XP_468518.1 transcr iption factor PCF3-like [Oryza sativa  11.44906 14.15796 19.82273 23.32435 16 3.517158 3.823541 4.309084 4.543765 0.0593948 3.918138 0.09409083 10479 1.6888889 down 3.67035 4.426424 0.216646 0.165945 -0.7560744 0.829191
1611865_aVvi.5390 Transcr ibed locus 760.5338 666.4465 834.1558 840.6045 16 9.570869 9.380345 9.704173 9.715283 0.1336208 2.4535 0.1798875 12331 1.1761901 down 9.475607 9.709728 0.13472 0.007856 -0.234121 0.975888
1611866_aVvi.2257 Transcr ibed locus, moderately similar to NP_190914.1 29 kDa ribonucleoprotein, chloroplast 2123.396 1950.372 1370.92 1592.417 16 11.05216 10.92953 10.42093 10.637 0.065325 3.718194 0.10133853 10701 1.3773361 up 10.99085 10.52897 0.086708 0.152787 0.461881 1.043868
1611867_aVvi.4178 Transcr ibed locus, weakly similar to NP_564143.1 calcium-binding protein, putative [Arabidop 4.917063 4.899579 4.701064 4.716642 16 2.297797 2.292658 2.232987 2.23776 0.0034154 17.06738 0.02783596 2036 1.0423601 up 2.295227 2.235374 0.003634 0.003375 0.0598538 1.026776
1611868_at 5.976233 6.022328 5.693327 5.691534 16 2.579236 2.590321 2.509272 2.508817 0.0053221 13.65275 0.02950386 2993 1.0538971 up 2.584779 2.509045 0.007838 3.21E-04 0.0757342 1.030184
1611869_aVvi.14592 Transcr ibed locus 214.5988 218.2908 224.3257 211.8902 16 7.745498 7.770108 7.809451 7.727174 0.8294764 0.244741 0.85237473 16155 1.0073112 down 7.757803 7.768313 0.017402 0.058179 -0.0105095 0.998647
1611870_aVvi.3525 Transcr ibed locus, strongly similar to NP_196536.1 histone acetyltransferase, putative [Arabi 486.1301 473.9336 440.2781 399.6043 16 8.925199 8.888541 8.782271 8.642428 0.1147928 2.691057 0.1589968 11985 1.1443434 up 8.90687 8.71235 0.025921 0.098884 0.19452 1.022327
1611871_aVvi.7915 Transcr ibed locus, weakly similar to NP_568336.1 dehydroascorbate reductase, putative [Arab 1029.918 1016.617 1058.947 999.2644 16 10.00831 9.98956 10.04842 9.964723 0.8751376 0.177975 0.89233476 16279 1.0053043 down 9.998937 10.00657 0.01326 0.05918 -0.007632 0.999237
1611872_aVvi.7346 Transcr ibed locus, moderately similar to XP_475915.1 putative beta-ketoacyl synthase [Oryza 1029.781 1238.985 953.667 868.7426 16 10.00812 10.27494 9.897342 9.762785 0.1724623 2.084599 0.22221339 12884 1.2409716 up 10.14153 9.830063 0.188671 0.095146 0.31147 1.031685
1611873_sVvi.13700 Transcr ibed locus, weakly similar to NP_197262.1 zinc finger (C3HC4-type RING finger) fam 4.366613 4.382155 4.224626 4.231441 16 2.126515 2.13164 2.078823 2.081149 0.0032704 17.44347 0.02783547 1938 1.0346131 up 2.129077 2.079986 0.003624 0.001644 0.0490914 1.023602
1611874_at 6.691963 6.739552 6.405656 6.500384 16 2.74243 2.752653 2.679346 2.700525 0.0392303 4.899034 0.06898642 9440 1.0407368 up 2.747541 2.689936 0.007229 0.014976 0.0576053 1.021415
1611875_aVvi.1625 Transcr ibed locus, moderately similar to NP_922347.1 putative gamma-lyase [Oryza sativa (ja 15.7919 27.61092 14.58851 14.6529 16 3.981113 4.787167 3.86676 3.873115 0.3301603 1.27581 0.38628054 14189 1.4282045 up 4.38414 3.869937 0.569967 0.004493 0.5142026 1.132871
1611876_s_at 1356.154 1385.155 2514.563 2511.258 13 10.40531 10.43583 11.29609 11.29419 3.06E-04 57.18781 0.01827131 271 1.8334675 down 10.42057 11.29514 0.021586 0.001342 -0.874575 0.922571
1611877_aVvi.10571 Transcr ibed locus, moderately similar to NP_916146.1 putative GTP-binding protein [Oryza s 245.9266 254.973 403.1856 400.06 16 7.942084 7.994201 8.6553 8.644073 0.0015262 25.56787 0.02474436 1023 1.6038556 down 7.968143 8.649687 0.036852 0.007939 -0.6815445 0.921206
1611878_at 80.21992 85.98335 75.36761 106.555 16 6.325889 6.425985 6.235873 6.735454 0.7086524 0.430713 0.74307126 15832 1.0790236 down 6.375937 6.485663 0.070779 0.353257 -0.1097264 0.983082
1611879_at 5.115945 5.224012 21.87036 25.27861 16 2.355001 2.385158 4.450905 4.659845 0.0023249 20.70333 0.02616672 1473 4.5481997 down 2.37008 4.555375 0.021325 0.147743 -2.1852955 0.520282
1611880_aVvi.15081 Transcr ibed locus 4.050251 4.065239 3.948305 3.960804 16 2.018011 2.02334 1.981234 1.985793 0.0087869 10.59757 0.03246037 4492 1.0260936 up 2.020676 1.983513 0.003768 0.003224 0.0371623 1.018736
1611881_aVvi.15608 Transcr ibed locus 5.482784 5.534104 5.228007 5.223681 16 2.454909 2.46835 2.386261 2.385067 0.0077964 11.25906 0.03143862 4115 1.054066 up 2.461629 2.385664 0.009504 8.45E-04 0.0759652 1.031842
1611882_aVvi.6831 Transcr ibed locus, moderately similar to NP_201006.2 transcr iptional factor B3 family protein 38.9126 28.5866 34.00884 37.03234 16 5.282166 4.837267 5.087838 5.210714 0.7353706 0.388077 0.76754826 15905 1.0640453 down 5.059716 5.149276 0.314591 0.086887 -0.08956 0.982607
1611883_aVvi.5631 Transcr ibed locus 130.0113 104.9493 20.26723 30.74368 16 7.022493 6.713549 4.341077 4.942218 0.0222733 6.588049 0.04768916 7753 4.6795626 up 6.868021 4.641647 0.218457 0.425071 2.2263737 1.479652
1611884_at 2071.416 2091.194 2141.242 2190.483 16 11.0164 11.03011 11.06423 11.09703 0.0840571 3.227787 0.12314829 11331 1.040572 down 11.02326 11.08063 0.009694 0.023194 -0.057377 0.994822
1611885_aVvi.4262 Transcr ibed locus, weakly similar to NP_176088.2 amine oxidase family [Arabidopsis thaliana 11.57602 11.62894 11.48139 11.19197 16 3.533068 3.539648 3.521225 3.484393 0.2147827 1.793328 0.2674233 13333 1.0235269 up 3.536358 3.502809 0.004653 0.026044 0.0335491 1.009578
1611886_aVvi.12488 Transcr ibed locus 4.867689 4.888063 4.667887 4.686949 16 2.283237 2.289263 2.22277 2.228649 0.0048 14.38181 0.02932456 2711 1.0428563 up 2.28625 2.225709 0.004261 0.004158 0.0605405 1.027201
1611887_aVvi.6805 Transcr ibed locus, strongly similar to NP_568934.1 autophagy 3 (APG3) [Arabidopsis thalian 1350.449 1171.153 1101.849 1163.1 16 10.39922 10.19371 10.10571 10.18376 0.3014865 1.380452 0.35698444 14020 1.1109034 up 10.29647 10.14474 0.145318 0.055188 0.151734 1.014957
1611888_sVvi.11246 Transcr ibed locus 661.4742 673.934 900.7039 887.5039 16 9.369541 9.396463 9.814909 9.79361 0.0016561 24.54246 0.02493529 1099 1.3390938 down 9.383002 9.804259 0.019037 0.015061 -0.421257 0.957033
1611889_at 1308.533 1303.355 1267.796 1329.626 16 10.35373 10.34801 10.30811 10.3768 0.8298202 0.244234 0.85267526 16156 1.005852 up 10.35087 10.34246 0.004045 0.048576 0.008418 1.000814
1611890_aVvi.699 Transcr ibed locus, weakly similar to XP_507428.1 PREDICTED OJ1005_D12.39 gene produ 1619.766 1661.444 2214.109 1998.434 16 10.66157 10.69822 11.11251 10.96465 0.0422539 4.709275 0.07278466 9637 1.2822579 down 10.6799 11.03858 0.025917 0.10455 -0.358687 0.967506
1611891_aVvi.14319 Transcr ibed locus 5.276738 5.280482 5.013756 5.032941 16 2.399646 2.40067 2.325892 2.331402 0.0015319 25.52008 0.0247885 1025 1.0508169 up 2.400158 2.328647 7.24E-04 0.003896 0.0715113 1.030709
1611892_sVvi.2078 Transcr ibed locus, moderately similar to NP_181518.1 proline transporter 1 (ProT1) [Arabido 539.7745 534.6777 245.7035 219.3082 16 9.076213 9.062526 7.940774 7.776816 0.0045861 14.71565 0.02926091 2592 2.3142972 up 9.069369 7.858795 0.009678 0.115936 1.210574 1.154041
1611893_x_at 31.46243 34.02519 19.53568 18.57944 16 4.975558 5.088531 4.288039 4.215635 0.0073136 11.62898 0.03107765 3904 1.7173774 up 5.032044 4.251837 0.079884 0.051197 0.7802071 1.183499
1611894_aVvi.15248 Transcr ibed locus 5.813157 5.871727 5.494256 5.502486 16 2.539322 2.553785 2.457924 2.460084 0.0069025 11.97402 0.03077344 3720 1.0625638 up 2.546553 2.459004 0.010227 0.001527 0.0875494 1.035604
1611895_aVvi.9594 Transcr ibed locus, moderately similar to NP_916250.1 putative chorismate mutase precursor 228.6006 254.3375 404.3519 450.2195 16 7.836685 7.990601 8.659468 8.814485 0.0171477 7.537973 0.0415844 6845 1.7694901 down 7.913643 8.736977 0.108835 0.109614 -0.823334 0.905764
1611896_aVvi.7866 Transcr ibed locus, moderately similar to NP_178313.1 peptide transporter (PTR2-B) / oligop 1173.038 1183.262 728.126 668.1395 16 10.19603 10.20855 9.508044 9.384006 0.0067252 12.13244 0.03067356 3639 1.6891172 up 10.20229 9.446025 0.008853 0.087709 0.756269 1.080062
1611897_sVvi.3237 Transcr ibed locus, strongly similar to NP_195131.1 caffeoyl-CoA 3-O-methyltransferase, put 11786.14 13959.25 14619.54 13502.08 16 13.5248 13.76893 13.83561 13.72089 0.4327274 0.974153 0.4875562 14734 1.0953432 down 13.64687 13.77825 0.172625 0.081117 -0.131383 0.990464
1611898_aVvi.15632 Transcr ibed locus 5.658684 5.694729 5.375203 5.401044 16 2.500467 2.509627 2.426319 2.433238 0.0057654 13.11295 0.02994013 3195 1.0535569 up 2.505047 2.429779 0.006477 0.004893 0.0752682 1.030977
1611899_aVvi.13107 Transcr ibed locus, moderately similar to NP_180191.1 uricase / urate oxidase / nodulin 35, pu  514.577 481.8924 561.0731 547.833 16 9.007243 8.912567 9.132045 9.097592 0.0914665 3.075211 0.1318853 11513 1.1133544 down 8.959906 9.114819 0.066946 0.024362 -0.154913 0.983004
1611900_at 198.1935 171.4925 211.2168 218.813 16 7.630765 7.422002 7.72258 7.773555 0.1751721 2.063169 0.22512834 12917 1.166094 down 7.526384 7.748068 0.147618 0.036044 -0.221684 0.971388
1611901_sVvi.12385 Transcr ibed locus, moderately similar to NP_186799.2 carbonic anhydrase 1, chloroplast / ca 1169.894 1173.269 1049.929 1082.09 16 10.19216 10.19632 10.03608 10.0796 0.0247424 6.238809 0.05089027 8069 1.0991591 up 10.19424 10.05784 0.002939 0.030779 0.136401 1.013562
1611902_at 10.39863 10.53496 9.239484 8.93283 9 3.378321 3.397113 3.207812 3.159117 0.0159362 7.826514 0.04003155 6608 1.1520892 up 3.387717 3.183465 0.013288 0.034432 0.2042525 1.06416
1611903_aVvi.1635 Transcr ibed locus, weakly similar to NP_568360.1 expressed protein [Arabidopsis thaliana] 242.3893 239.7953 220.1621 226.0094 16 7.921183 7.90566 7.782423 7.820239 0.0316782 5.484109 0.05944638 8846 1.0807936 up 7.913422 7.801331 0.010976 0.02674 0.112091 1.014368
1611904_aVvi.7596 Transcr ibed locus, strongly similar to XP_464194.1 polyubiquitin 6 [Oryza sativa (japonica cu 16052.81 15949.45 19343.68 19277.29 16 13.97054 13.96122 14.23957 14.23461 3.79E-04 51.37674 0.01871624 332 1.2068241 down 13.96588 14.2371 0.00659 0.003507 -0.271216 0.98095
1611905_at 4.027776 4.048163 3.881017 3.902384 16 2.009984 2.017267 1.956435 1.964356 0.0100627 9.893403 0.03396929 4917 1.0375855 up 2.013625 1.960395 0.00515 0.005601 0.0532303 1.027153
1611906_aVvi.10361 Transcr ibed locus, moderately similar to XP_463630.1 putative dynamin-like protein ADL2 [Or 3.6924 3.70266 3.569384 3.596789 16 1.884559 1.888562 1.835675 1.84671 0.0163262 7.730165 0.04056618 6680 1.0319464 up 1.88656 1.841192 0.002831 0.007802 0.045368 1.024641
1611907_aVvi.9488 Transcr ibed locus, weakly similar to NP_199176.1 zinc knuckle (CCHC-type) family protein [A 27.77085 27.11352 20.79369 23.5501 16 4.795499 4.760941 4.378074 4.557661 0.076927 3.394015 0.11517201 11088 1.2400109 up 4.77822 4.467867 0.024437 0.126987 0.3103526 1.069463
1611908_aVvi.9848 Transcr ibed locus 1019.991 911.3832 463.3265 464.7744 16 9.99434 9.831914 8.855886 8.860387 0.0058782 12.98543 0.03008681 3242 2.077705 up 9.913127 8.858136 0.114853 0.003183 1.054991 1.119099
1611909_at 213.1149 226.2364 217.4801 243.703 16 7.735488 7.821687 7.76474 7.92898 0.5382761 0.736143 0.5866513 15232 1.0484606 down 7.778587 7.84686 0.060952 0.116135 -0.0682727 0.991299
1611910_s_at 5.176703 5.678496 4.15505 4.342586 16 2.372033 2.505509 2.054866 2.118554 0.0413955 4.761072 0.07188781 9559 1.2763828 up 2.438771 2.08671 0.094381 0.045035 0.352061 1.168716
1611911_aVvi.367 Transcr ibed locus, strongly similar to NP_910779.1 putative NADH dehydrogenase [Oryza sa 1018.046 945.9031 522.1959 559.1899 16 9.991587 9.885549 9.028447 9.127194 0.0070101 11.88082 0.03087309 3764 1.8159788 up 9.938568 9.077821 0.07498 0.069825 0.860747 1.094819
1611912_aVvi.6068 Transcr ibed locus, strongly similar to NP_199429.1 F-box family protein [Arabidopsis thaliana 415.0358 432.6605 426.3919 416.6522 16 8.697092 8.757092 8.736036 8.7027 0.8428385 0.225057 0.86386 16197 1.0053681 up 8.727092 8.719368 0.042426 0.023573 0.007724 1.000886
1611913_aVvi.3066 Transcr ibed locus, moderately similar to NP_197490.1 PRLI-interacting factor, putative [Arab 410.5778 457.1177 760.0231 694.8333 16 8.681512 8.836422 9.5699 9.440523 0.0178005 7.394778 0.04238721 6971 1.6774205 down 8.758966 9.505211 0.109538 0.091483 -0.746245 0.921491
1611914_aVvi.7303 Transcr ibed locus, weakly similar to NP_566719.1 RNA polymerase Rpb7 N-terminal domain   741.3617 693.5384 839.2237 826.4258 16 9.534034 9.437832 9.712912 9.690742 0.0485039 4.373708 0.080631 9986 1.1614224 down 9.485933 9.701826 0.068025 0.015677 -0.215893 0.977747
1611915_aVvi.1337 Transcr ibed locus, moderately similar to NP_568608.2 expressed protein [Arabidopsis thalian 111.6973 100.2418 184.2359 170.2824 16 6.80345 6.647341 7.525411 7.411786 0.0164583 7.698299 0.04071532 6710 1.6738882 down 6.725395 7.468598 0.110386 0.080345 -0.7432034 0.90049
1611916_aVvi.14702 Transcr ibed locus 3.604552 3.62031 3.493572 3.510995 16 1.84982 1.856113 1.804703 1.81188 0.0112214 9.36047 0.03516247 5295 1.031451 up 1.852967 1.808291 0.00445 0.005075 0.0446753 1.024706
1611917_aVvi.3315 Transcr ibed locus, weakly similar to XP_472371.1 OSJNBb0012E08.10 [Oryza sativa (japonic 1133.836 1176.268 1059.107 1141.287 16 10.147 10.2 10.04863 10.15645 0.3589217 1.181304 0.41490167 14361 1.0504148 up 10.1735 10.10254 0.03748 0.076235 0.070959 1.007024
1611918_sVvi.4594 Transcr ibed locus, moderately similar to XP_472371.1 OSJNBb0012E08.10 [Oryza sativa (jap 813.8301 859.3743 862.3026 893.0547 16 9.668584 9.747143 9.75205 9.802605 0.2753481 1.487143 0.33087215 13815 1.0493273 down 9.707863 9.777328 0.05555 0.035747 -0.069465 0.992895
1611919_aVvi.131 Unknown mRNA 605.8605 574.2029 639.5436 639.2896 16 9.242842 9.165417 9.320899 9.320326 0.0949827 3.008848 0.13597503 11596 1.0840887 down 9.204129 9.320612 0.054748 4.05E-04 -0.116483 0.987503
1611920_aVvi.14818 Transcr ibed locus 12.30515 14.2486 5.273461 4.79895 16 3.62119 3.832748 2.39875 2.262719 0.0080152 11.10248 0.03158401 4206 2.6321378 up 3.726969 2.330734 0.149594 0.096189 1.3962349 1.599054
1611921_aVvi.14280 Transcr ibed locus 186.4488 190.7859 146.9511 146.8909 16 7.542635 7.57581 7.199192 7.198601 0.0021131 21.71935 0.02580234 1356 1.2837167 up 7.559223 7.198896 0.023458 4.18E-04 0.3603266 1.050053
1611922_aVvi.8461 Transcr ibed locus, weakly similar to NP_913322.1 putative PSTVd RNA-biding protein [Oryza 418.2433 393.7057 354.1917 355.4703 16 8.708199 8.620974 8.468387 8.473585 0.0473401 4.431238 0.07919972 9922 1.1436144 up 8.664586 8.470985 0.061677 0.003676 0.193601 1.022855
1611923_at 5.309385 5.300453 5.069161 5.095252 16 2.408545 2.406116 2.341747 2.349154 0.0039435 15.87703 0.02848929 2291 1.043825 up 2.40733 2.34545 0.001718 0.005237 0.0618798 1.026383
1611924_aVvi.6924 Transcr ibed locus, strongly similar to NP_175963.1 photosystem I reaction center subunit V,       544.6684 491.0889 5.326439 4.93403 16 9.089234 8.93984 2.413171 2.302766 1.95E-04 71.66738 0.0168302 191 100.88508 up 9.014538 2.357969 0.105638 0.078068 6.6565692 3.82301
1611925_aVvi.14912 Transcr ibed locus 45.02162 60.90432 8.623091 10.38943 16 5.492546 5.928473 3.108205 3.377044 0.0105963 9.637186 0.03469129 5070 5.5323195 up 5.710509 3.242625 0.308247 0.190098 2.4678845 1.761076
1611926_aVvi.5462 Transcr ibed locus 36.85442 38.76358 40.63405 42.89299 16 5.203766 5.27663 5.344617 5.42267 0.1150948 2.686824 0.15935315 11990 1.1045399 down 5.240198 5.383644 0.051523 0.055191 -0.1434456 0.973355
1611927_aVvi.1537 Transcr ibed locus, weakly similar to XP_483631.1 unknown protein [Oryza sativa (japonica cu 14.06158 12.36718 9.44211 10.86303 16 3.813687 3.628445 3.239109 3.441355 0.1088857 2.777181 0.15234454 11865 1.3020936 up 3.721066 3.340232 0.130986 0.143009 0.3808331 1.114014
1611928_aVvi.14799 Transcr ibed locus 3.431561 3.424146 3.320191 3.336093 16 1.778865 1.775744 1.731266 1.738159 0.0077983 11.25769 0.03143862 4116 1.0299624 up 1.777304 1.734713 0.002207 0.004874 0.0425917 1.024553
1611929_aVvi.417 Transcr ibed locus, moderately similar to XP_479907.1 putative step II splicing factor SLU7 [O    631.6508 615.5148 477.2431 459.3511 16 9.302983 9.26565 8.898581 8.843453 0.0064252 12.41527 0.0304118 3505 1.3317281 up 9.284317 8.871017 0.026399 0.038981 0.4133 1.04659
1611930_aVvi.7961 Transcr ibed locus, moderately similar to NP_196757.2 expressed protein [Arabidopsis thalian 240.4416 238.5421 214.2716 214.34 16 7.909543 7.898099 7.743297 7.743758 0.0012737 27.99299 0.02354478 894 1.1175145 up 7.903821 7.743527 0.008092 3.26E-04 0.1602936 1.0207
1611931_aVvi.12197 Transcr ibed locus, weakly similar to NP_196350.1 expressed protein [Arabidopsis thaliana] 5.899297 4.656313 4.473465 4.417237 16 2.560543 2.219188 2.161393 2.143144 0.2990005 1.390096 0.35454658 14000 1.179027 up 2.389865 2.152269 0.241375 0.012904 0.2375968 1.110394
1611932_aVvi.6450 Transcr ibed locus 158.6881 177.118 327.9574 294.4334 16 7.310051 7.468567 8.357365 8.201798 0.0152054 8.016846 0.03919276 6440 1.8535258 down 7.389309 8.279581 0.112088 0.110003 -0.890272 0.892474
1611933_aVvi.3165 Transcr ibed locus, moderately similar to NP_566958.3 RNA recognition motif (RRM)-contai 142.1161 120.8286 122.852 94.20004 16 7.150926 6.916819 6.940777 6.557656 0.3324316 1.267996 0.38858196 14202 1.2181199 up 7.033873 6.749217 0.165538 0.270908 0.284656 1.042176
1611934_aVvi.15731 Transcr ibed locus 9.05606 11.82688 78.66359 90.26974 16 3.178884 3.563998 6.297624 6.496171 0.0050883 13.96529 0.02943507 2858 8.142414 down 3.371441 6.396897 0.272317 0.140394 -3.0254567 0.527043
1611935_aVvi.15023 Transcr ibed locus 4.530955 4.557322 4.371607 4.404399 16 2.179815 2.188186 2.128164 2.138945 0.017816 7.391472 0.04240764 6973 1.035585 up 2.184001 2.133555 0.005919 0.007624 0.050446 1.023644
1611936_aVvi.1616 Transcr ibed locus, moderately similar to NP_199897.2 expressed protein [Arabidopsis thalian 376.1115 352.3958 463.3134 443.8872 16 8.555017 8.461053 8.855845 8.794049 0.0300703 5.635873 0.05746825 8686 1.245662 down 8.508035 8.824947 0.066442 0.043696 -0.316912 0.964089
1611937_aVvi.15449 Transcr ibed locus 4.094444 4.098337 3.9641 3.988447 16 2.033668 2.035039 1.986993 1.995827 0.0106613 9.607284 0.03473971 5092 1.0302131 up 2.034353 1.99141 9.69E-04 0.006247 0.0429427 1.021564
1611938_at 5.344523 5.460983 5.045178 5.068741 16 2.418061 2.449161 2.334905 2.341628 0.0267296 5.993197 0.0531838 8343 1.0683205 up 2.433611 2.338266 0.021991 0.004753 0.0953446 1.040776
1611939_at 6.600593 6.665928 6.239088 6.149868 16 2.722596 2.736806 2.641335 2.620555 0.0158593 7.845921 0.03992361 6594 1.0708492 up 2.729701 2.630945 0.010048 0.014693 0.0987554 1.037536
1611940_aVvi.14626 Transcr ibed locus 5.21718 5.424966 5.38398 6.558567 16 2.38327 2.439614 2.428673 2.713381 0.3861392 1.099714 0.44187227 14507 1.1169654 down 2.411442 2.571027 0.039841 0.201319 -0.1595845 0.93793
1611941_at 489.2048 605.288 339.3429 319.6233 16 8.934295 9.241478 8.4066 8.320229 0.0452341 4.540793 0.07662239 9800 1.6522958 up 9.087887 8.363415 0.217211 0.061074 0.724472 1.086624
1611942_aVvi.15207 Transcr ibed locus 5.589379 5.612625 5.365997 5.379095 16 2.482688 2.488676 2.423846 2.427363 0.0033236 17.30271 0.02783547 1972 1.0425214 up 2.485682 2.425605 0.004234 0.002487 0.060077 1.024768
1611943_at 36.61853 37.21664 31.17479 29.73619 16 5.194502 5.217876 4.962308 4.894148 0.0163885 7.715084 0.04062744 6696 1.2124803 up 5.206189 4.928228 0.016528 0.048196 0.277961 1.056402
1611944_aVvi.278 Transcr ibed locus, moderately similar to NP_564139.1 F-box family protein [Arabidopsis thali 9.782795 9.554991 6.838817 6.082686 16 3.290247 3.256254 2.773747 2.604708 0.0211032 6.774335 0.04621228 7580 1.4990236 up 3.273251 2.689228 0.024036 0.119528 0.584023 1.217171
1611945_aVvi.15336 Transcr ibed locus 5.757711 5.790391 5.475595 5.470493 16 2.525495 2.533661 2.453016 2.451671 0.0028579 18.66562 0.02708942 1750 1.054994 up 2.529578 2.452344 0.005774 9.51E-04 0.0772347 1.031494
1611946_sVvi.11351 Transcr ibed locus, moderately similar to NP_915992.1 OJ1529_G03.6 [Oryza sativa (japonica 3232.024 3266.994 2654.011 3017.323 16 11.65822 11.67375 11.37396 11.55905 0.1647857 2.147879 0.21406665 12779 1.1482837 up 11.66599 11.46651 0.010978 0.130882 0.199479 1.017397
1611947_aVvi.7993 Transcr ibed locus, weakly similar to NP_564752.1 expressed protein [Arabidopsis thaliana] 835.4725 739.9345 312.0442 250.5908 16 9.706449 9.531254 8.285606 7.96919 0.0143853 8.247353 0.03836554 6224 2.8117204 up 9.618851 8.127398 0.123881 0.22374 1.491453 1.183509
1611948_aVvi.5664 Transcr ibed locus, strongly similar to XP_475712.1 putative GTP-binding protein Rab7a [Ory 2166.651 2073.654 2058.557 2033.466 16 11.08125 11.01796 11.00742 10.98973 0.2606016 1.553122 0.31557313 13709 1.0360072 up 11.04961 10.99857 0.044754 0.012511 0.051034 1.00464
1611949_aVvi.15643 Transcr ibed locus 2.411018 2.423449 2.349519 2.362475 16 1.269643 1.277062 1.232366 1.240299 0.0208518 6.816352 0.04590669 7540 1.0259924 up 1.273352 1.236332 0.005246 0.00561 0.03702 1.029943
1611950_aVvi.5857 Transcr ibed locus 25.8876 21.56664 11.58607 11.99833 16 4.694189 4.430729 3.534319 3.584762 0.0174184 7.477624 0.04192128 6897 2.0040503 up 4.562459 3.55954 0.186294 0.035669 1.0029187 1.281755
1611951_aVvi.15024 Transcr ibed locus 52.39754 53.8539 148.57 164.499 16 5.711427 5.750979 7.214999 7.361935 0.0023785 20.46795 0.02619858 1505 2.9429507 down 5.731203 7.288467 0.027967 0.103899 -1.5572635 0.786339
1611952_aVvi.15292 Transcr ibed locus 4.305994 4.314354 4.189419 4.211883 16 2.106346 2.109145 2.06675 2.074465 0.0119895 9.05036 0.03585429 5550 1.0260761 up 2.107745 2.070608 0.001979 0.005455 0.0371377 1.017936
1611953_at 6.281616 6.326002 5.926135 5.932164 16 2.651136 2.661294 2.567092 2.568559 0.0033539 17.22382 0.02783547 1988 1.063183 up 2.656215 2.567825 0.007183 0.001037 0.0883899 1.034422
1611954_aVvi.12149 Transcr ibed locus, weakly similar to NP_179928.1 expressed protein [Arabidopsis thaliana] 148.2701 156.4501 117.9617 94.54262 16 7.212083 7.289559 6.882174 6.562893 0.0846026 3.215907 0.12379444 11345 1.4422166 up 7.250821 6.722533 0.054783 0.225766 0.528288 1.078585
1611955_aVvi.11387 Transcr ibed locus, moderately similar to NP_194824.1 omega-6 fatty acid desaturase, chloro 225.9241 221.551 173.3335 176.3644 16 7.819694 7.791495 7.437406 7.462416 0.0027956 18.87325 0.0270467 1711 1.2795916 up 7.805594 7.449911 0.01994 0.017685 0.3556834 1.047743
1611956_aVvi.4822 Transcr ibed locus 21.59915 31.32487 29.75073 23.35381 16 4.432902 4.969236 4.894853 4.545586 0.9577235 0.059842 0.964053 16492 1.0133624 down 4.701069 4.72022 0.379245 0.246969 -0.0191502 0.995943
1611957_sVvi.13476 Transcr ibed locus, weakly similar to NP_196097.1 amino acid permease family protein [Arabid 438.0472 468.7578 1196.15 1157.603 16 8.774942 8.872699 10.22418 10.17693 0.0015514 25.35891 0.02480849 1035 2.596798 down 8.82382 10.20055 0.069124 0.033416 -1.376734 0.865033
1611958_aVvi.1629 Transcr ibed locus, moderately similar to NP_569042.2 expressed protein [Arabidopsis thalian 687.6945 622.7371 576.0654 572.7767 16 9.425624 9.282479 9.170089 9.161829 0.1197364 2.623646 0.16460232 12075 1.139257 up 9.354052 9.165958 0.101219 0.005841 0.188094 1.020521
1611959_aVvi.15279 Transcr ibed locus 5.923449 5.986188 5.59208 5.577157 16 2.566438 2.581638 2.483385 2.47953 0.0070963 11.80767 0.03091369 3810 1.0662756 up 2.574038 2.481457 0.010748 0.002726 0.0925804 1.037309
1611960_aVvi.15680 Transcr ibed locus 7.371248 7.116984 6.862611 7.056597 16 2.881909 2.831266 2.778758 2.818973 0.216155 1.785188 0.26878923 13350 1.0408213 up 2.856587 2.798865 0.03581 0.028436 0.0577224 1.020624
1611961_aVvi.6830 Transcr ibed locus, moderately similar to NP_568832.1 expressed protein [Arabidopsis thalian 3512.585 3501.351 3725 4061.803 16 11.77832 11.7737 11.86303 11.98791 0.139194 2.39199 0.18594295 12427 1.1091527 down 11.77601 11.92547 0.003268 0.088303 -0.149458 0.987467
1611962_aVvi.15305 Transcr ibed locus 4.25131 4.275386 4.100258 4.113057 16 2.087908 2.096055 2.035715 2.040211 0.007337 11.61019 0.0311056 3915 1.0381522 up 2.091981 2.037963 0.005761 0.003179 0.054018 1.026506
1611963_aVvi.12070 Transcr ibed locus, weakly similar to NP_188700.1 ethylene-responsive protein -related [Arabi 4.827876 4.845361 4.681891 4.773588 16 2.271389 2.276604 2.227091 2.255074 0.1468752 2.312603 0.19434218 12546 1.0230763 up 2.273996 2.241083 0.003688 0.019787 0.0329137 1.014687
1611964_at 8.24566 9.494639 7.711013 7.755638 16 3.043635 3.247113 2.94692 2.955246 0.1966046 1.908104 0.24800771 13160 1.1441618 up 3.145374 2.951083 0.143881 0.005887 0.1942911 1.065837
1611965_aVvi.15355 Transcr ibed locus 6.145635 6.182238 5.811566 5.751494 16 2.619562 2.628129 2.538927 2.523937 0.0086138 10.70489 0.03220978 4436 1.0661523 up 2.623846 2.531432 0.006058 0.0106 0.0924136 1.036506
1611966_aVvi.14446 Transcr ibed locus 271.7239 275.323 471.0835 417.8732 16 8.085998 8.104981 8.879839 8.706922 0.0151799 8.023747 0.03916337 6434 1.6221321 down 8.09549 8.793381 0.013424 0.122271 -0.6978915 0.920634
1611967_aVvi.94 Transcr ibed locus, moderately similar to XP_465166.1 putative guanylate binding protein [Ory 707.6874 732.2084 906.9808 879.3638 16 9.466969 9.51611 9.824928 9.780316 0.0111895 9.374017 0.03513267 5286 1.2406385 down 9.491539 9.802622 0.034749 0.031545 -0.311083 0.968265
1611968_at 101.4223 91.77119 164.5384 164.9118 16 6.66423 6.51997 7.362281 7.365551 0.0086255 10.69757 0.03222181 4443 1.7074174 down 6.5921 7.363915 0.102008 0.002312 -0.7718157 0.895189
1611969_aVvi.12746 Transcr ibed locus 4.86256 4.887876 4.683685 6.801258 16 2.281716 2.289208 2.227644 2.765802 0.5146519 0.78505 0.5646851 15130 1.1576995 down 2.285462 2.496723 0.005297 0.380535 -0.2112607 0.915385
1611970_aVvi.9306 Transcr ibed locus, weakly similar to XP_474646.1 OSJNBb0051N19.2 [Oryza sativa (japonica 5.073079 5.081952 5.200052 5.01823 16 2.342862 2.345383 2.378526 2.327179 0.7664855 0.339629 0.79592144 15987 1.0060697 down 2.344122 2.352852 0.001783 0.036308 -0.0087301 0.99629
1611971_at 21.28053 35.33851 32.98195 36.9769 16 4.411462 5.143169 5.043605 5.208552 0.450571 0.929949 0.5041366 14837 1.2734678 down 4.777316 5.126079 0.517395 0.116636 -0.3487626 0.931963
1611972_sVvi.12818 Transcr ibed locus 3.739306 3.751581 3.617389 3.641799 16 1.902771 1.907499 1.854949 1.864652 0.0138768 8.400364 0.03775272 6101 1.0319223 up 1.905134 1.8598 0.003343 0.006861 0.0453343 1.024376
1611973_aVvi.6945 Transcr ibed locus, weakly similar to NP_915189.1 putative hydroxyproline-rich glycoprotein [O 631.8433 580.9661 938.8272 890.846 16 9.303423 9.18231 9.874716 9.799032 0.0141454 8.318519 0.03813616 6157 1.5094339 down 9.242867 9.836874 0.08564 0.053516 -0.5940075 0.939614
1611974_aVvi.1797 Transcr ibed locus, strongly similar to NP_179145.1 DNA-directed RNA polymerase II 36 kDa 247.4844 227.6405 288.7922 298.4608 16 7.951194 7.830614 8.173888 8.221397 0.0418487 4.733531 0.07236449 9600 1.2369089 down 7.890904 8.197643 0.085263 0.033594 -0.306739 0.962582
1611975_aVvi.11636 Transcr ibed locus, moderately similar to XP_479392.1 integral membrane protein-like [Oryza 216.0773 242.1865 209.7607 208.8912 16 7.755404 7.919974 7.712601 7.706608 0.2600762 1.555559 0.31505185 13704 1.0928419 up 7.837689 7.709604 0.116369 0.004238 0.1280847 1.016614
1611976_aVvi.9819 Transcr ibed locus 5.139451 5.164121 4.994969 5.020403 16 2.361614 2.368523 2.320476 2.327803 0.0148003 8.128344 0.03877961 6334 1.0287759 up 2.365068 2.32414 0.004885 0.005181 0.0409288 1.01761
1611977_aVvi.15034 Transcr ibed locus 3.582444 3.599137 3.473095 3.491979 16 1.840944 1.847651 1.796222 1.804045 0.0133376 8.572013 0.03723402 5946 1.0310858 up 1.844298 1.800133 0.004742 0.005532 0.0441644 1.024534
1611978_aVvi.8884 Transcr ibed locus, moderately similar to XP_462827.1 unknown protein [Oryza sativa (japonic 238.0342 193.5268 144.8872 153.7286 16 7.895025 7.59639 7.178786 7.264241 0.0776923 3.375129 0.11602769 11115 1.4381297 up 7.745708 7.221514 0.211167 0.060426 0.5241938 1.072588
1611979_aVvi.3210 Transcr ibed locus, weakly similar to NP_564419.1 dehydration-responsive family protein [Arab  429.3041 433.9259 966.8898 963.1313 16 8.745856 8.761305 9.917208 9.911589 5.01E-05 141.2296 0.01326001 58 2.2358418 down 8.75358 9.914398 0.010924 0.003973 -1.160818 0.882916
1611980_aVvi.2732 Transcr ibed locus 3.920033 3.932726 3.774674 3.804711 16 1.970866 1.97553 1.916352 1.927787 0.0142737 8.280247 0.0382645 6192 1.0360748 up 1.973198 1.92207 0.003298 0.008086 0.0511282 1.026601
1611981_aVvi.10969 Transcr ibed locus, weakly similar to NP_564708.1 tetratricopeptide repeat (TPR)-containing 6.062547 5.844105 5.631316 5.866417 16 2.599924 2.546982 2.493472 2.55248 0.330844 1.273451 0.38697135 14193 1.0356073 up 2.573453 2.522976 0.037436 0.041724 0.050477 1.020007
1611982_aVvi.9448 Transcr ibed locus, weakly similar to NP_851065.1 diacylglycerol kinase family protein [Arabid 5.586823 5.599266 6.874995 5.438682 16 2.482028 2.485238 2.781359 2.443257 0.5260795 0.761128 0.5755501 15174 1.0932893 down 2.483633 2.612308 0.00227 0.239074 -0.1286752 0.950743
1611983_aVvi.15709 Transcr ibed locus 15.23889 15.49136 14.78352 14.64213 16 3.929686 3.953392 3.885917 3.872053 0.0449588 4.555665 0.07633524 9777 1.0443125 up 3.941539 3.878985 0.016762 0.009804 0.0625534 1.016126
1611984_aVvi.15479 Transcr ibed locus 3.358789 3.378015 3.276507 3.277509 16 1.747941 1.756176 1.712158 1.7126 0.0106257 9.623641 0.03472738 5075 1.0278852 up 1.752058 1.712379 0.005823 3.12E-04 0.0396792 1.023172
1611985_aVvi.11270 Transcr ibed locus, weakly similar to NP_197092.1 expressed protein [Arabidopsis thaliana] 305.3006 286.5129 342.1347 341.9998 16 8.254087 8.162457 8.418421 8.417851 0.0445026 4.580609 0.0757621 9751 1.1565804 down 8.208271 8.418137 0.064792 4.03E-04 -0.209866 0.97507
1611986_aVvi.11536 Transcr ibed locus, weakly similar to NP_189578.1 glucan phosphorylase, putative [Arabidops 4.669273 4.690504 4.482932 4.485221 16 2.223198 2.229743 2.164442 2.165179 0.0028404 18.72327 0.0270467 1737 1.0436658 up 2.226471 2.164811 0.004628 5.21E-04 0.0616598 1.028483
1611987_at 4.841906 4.864791 4.699755 4.726275 16 2.275575 2.282378 2.232585 2.240704 0.0152929 7.99336 0.03928811 6461 1.0297769 up 2.278976 2.236645 0.00481 0.00574 0.0423319 1.018927
1611988_s_at 1542.67 1436.476 1557.974 1523.1 16 10.59121 10.48832 10.60546 10.5728 0.4570184 0.914435 0.5103187 14867 1.0348046 down 10.53977 10.58913 0.072758 0.023094 -0.049359 0.995339
1611989_aVvi.9470 Transcr ibed locus, strongly similar to NP_187797.3 ubiquitin-specific protease, putative [Ara  128.7146 131.2768 125.6494 107.4458 16 7.008031 7.036468 6.97326 6.747466 0.2907825 1.422694 0.34638524 13936 1.1187493 up 7.02225 6.860363 0.020108 0.159661 0.1618867 1.023597
1611990_aVvi.11608 Transcr ibed locus 13.57646 11.31469 17.84611 22.29432 16 3.763036 3.500125 4.157538 4.478604 0.0804783 3.308575 0.11914583 11213 1.6093644 down 3.63158 4.318071 0.185906 0.227028 -0.686491 0.841019
1611991_at 10.22611 10.07889 8.943182 8.720467 13 3.354186 3.333265 3.160788 3.124405 0.010711 9.58459 0.03476531 5114 1.1495972 up 3.343725 3.142597 0.014793 0.025727 0.2011285 1.064001
1611992_aVvi.751 Transcr ibed locus, moderately similar to NP_179585.2 expressed protein [Arabidopsis thalian 238.8623 229.0834 277.9275 265.1512 16 7.900035 7.839729 8.118565 8.050672 0.0419176 4.729379 0.07241583 9609 1.1604911 down 7.869882 8.084618 0.042643 0.048008 -0.214736 0.973439
1611993_aVvi.1497 Transcr ibed locus, moderately similar to NP_195226.1 L-ascorbate peroxidase 3 (APX3) [Ara 1470.344 1436.214 802.3933 768.5548 16 10.52194 10.48806 9.648166 9.586004 0.0015856 25.08358 0.02483053 1057 1.8504969 up 10.505 9.617085 0.023959 0.043955 0.8879125 1.092327
1611994_aVvi.4001 Transcr ibed locus, weakly similar to NP_564391.1 WWE domain-containing protein / ceo prot    626.3565 601.4309 694.5578 695.478 16 9.29084 9.232255 9.439951 9.441861 0.0256774 6.119748 0.05201394 8194 1.132381 down 9.261547 9.440907 0.041426 0.001351 -0.17936 0.981002
1611995_at 5.529165 5.549044 5.355519 5.365501 16 2.467062 2.472239 2.421027 2.423713 0.0037835 16.21123 0.02824424 2222 1.0333155 up 2.46965 2.42237 0.003661 0.001899 0.0472808 1.019518
1611996_aVvi.10733 Transcr ibed locus 4.002914 4.023486 3.866449 3.86842 16 2.001051 2.008446 1.951009 1.951745 0.0048124 14.36311 0.02932456 2717 1.0376872 up 2.004748 1.951377 0.005229 5.20E-04 0.0533715 1.027351
1611997_aVvi.4515 Transcr ibed locus, weakly similar to NP_200377.1 expressed protein [Arabidopsis thaliana] 521.8353 584.4795 625.3425 669.939 16 9.027451 9.191009 9.288503 9.387886 0.1391268 2.392712 0.18586805 12426 1.1719929 down 9.10923 9.338194 0.115653 0.070275 -0.228964 0.975481
1611998_aVvi.1247 Transcr ibed locus, moderately similar to NP_172331.1 violaxanthin de-epoxidase precursor, p 279.2054 291.0035 9.687469 20.21227 16 8.125183 8.184893 3.27612 4.337159 0.0146056 8.183546 0.0386365 6275 20.370348 up 8.155038 3.806639 0.042221 0.750268 4.3483988 2.14232
1611999_at 4.82842 4.872978 4.635754 4.680417 16 2.271551 2.284804 2.212804 2.226637 0.0258132 6.102989 0.05219853 8209 1.0413512 up 2.278177 2.219721 0.009371 0.009781 0.0584567 1.026335
1612000_aVvi.1531 Transcr ibed locus, weakly similar to NP_916240.1 P0512C01.35 [Oryza sativa (japonica cultiv 777.9686 749.2657 800.9926 793.8737 16 9.603568 9.549334 9.645645 9.632766 0.1531832 2.251578 0.20150125 12620 1.0444587 down 9.57645 9.639206 0.03835 0.009107 -0.062756 0.99349
1612001_sVvi.10474 Transcr ibed locus, moderately similar to NP_916255.1 putative auxin-responsive GH3 protein 8270.057 8104.024 5398.604 5273.21 16 13.01368 12.98442 12.39837 12.36447 0.0013117 27.58344 0.02357308 922 1.5343566 up 12.99905 12.38142 0.020688 0.023974 0.617634 1.049884
1612002_aVvi.12581 Transcr ibed locus, weakly similar to NP_912505.1 Putative DNA cytosine methyltransferase M 23.13152 20.37587 89.17596 82.28462 16 4.531788 4.34879 6.478583 6.362551 0.0029798 18.27808 0.02754534 1795 3.9456923 down 4.440289 6.420567 0.129399 0.082047 -1.9802785 0.691573
1612003_aVvi.11288 Transcr ibed locus, moderately similar to XP_473046.1 OSJNBa0067K08.23 [Oryza sativa (jap 230.0207 170.9483 107.1607 97.35069 16 7.84562 7.417417 6.743632 6.605119 0.0510747 4.253503 0.08387155 10109 1.9414611 up 7.631518 6.674376 0.302786 0.097944 0.9571429 1.143406
1612004_aVvi.5465 Transcr ibed locus 696.667 593.6852 614.8333 647.1599 16 9.444325 9.213554 9.264051 9.337978 0.8391498 0.230478 0.8605043 16189 1.0195444 up 9.328939 9.301015 0.16318 0.052274 0.027924 1.003002
1612005_s_at 2782.595 2602.066 2682.855 3097.992 16 11.44222 11.34544 11.38955 11.59712 0.4764654 0.868997 0.5286913 14961 1.0714076 down 11.39383 11.49334 0.068429 0.14677 -0.099508 0.991342
1612006_aVvi.7794 Transcr ibed locus, moderately similar to NP_186854.1 potassi um transporter (KUP3) [Arabid 641.6368 648.695 719.5873 658.3822 16 9.325613 9.341396 9.491026 9.362782 0.2851585 1.445672 0.3408597 13888 1.0668808 down 9.333505 9.426904 0.01116 0.090682 -0.093399 0.990092
1612007_aVvi.7738 Transcr ibed locus, moderately similar to XP_473112.1 OSJNBb0002J11.21 [Oryza sativa (jap 74.09793 78.12881 73.80512 70.17992 16 6.211361 6.287783 6.205648 6.132987 0.2674031 1.522117 0.32265612 13758 1.0572046 up 6.249572 6.169317 0.054038 0.05138 0.0802548 1.013009
1612008_at 39.72528 37.89034 98.01591 123.5473 16 5.311986 5.243758 6.614944 6.948919 0.0125987 8.824749 0.03657357 5718 2.8363976 down 5.277872 6.781932 0.048244 0.236156 -1.50406 0.778225
1612009_aVvi.5025 Transcr ibed locus, weakly similar to NP_197844.1 F-box family protein / SKP1 interacting par   391.9104 409.1535 341.601 370.1958 16 8.61438 8.676498 8.416168 8.532145 0.12125 2.603784 0.16619706 12111 1.1260593 up 8.645439 8.474156 0.043924 0.082008 0.171283 1.020212
1612010_aVvi.3465 Transcr ibed locus 4.064508 4.092309 3.914857 3.919077 16 2.023081 2.032915 1.96896 1.970514 0.0072224 11.70298 0.03105226 3858 1.04121 up 2.027998 1.969737 0.006954 0.001099 0.0582612 1.029578
1612011_s_at 164.7878 146.8009 70.26564 73.4946 16 7.364466 7.197718 6.134748 6.199567 0.0063868 12.45291 0.03040008 3486 2.164351 up 7.281092 6.167157 0.117909 0.045834 1.1139347 1.180624
1612012_aVvi.9288 Transcr ibed locus, weakly similar to XP_475763.1 'putative beta-1,3-glucanase' [Oryza sativa 4.429977 4.452747 4.254665 4.228933 16 2.147299 2.154696 2.089046 2.080294 0.0073789 11.57682 0.03114798 3932 1.0470483 up 2.150998 2.08467 0.00523 0.006189 0.066328 1.031817
1612013_at 5.065427 5.090466 4.865579 4.882192 16 2.340684 2.347798 2.282611 2.287529 0.0052976 13.68449 0.02950386 2974 1.0418667 up 2.344241 2.28507 0.00503 0.003477 0.0591707 1.025894
1612014_aVvi.15833 Transcr ibed locus 4.307363 4.447286 4.28497 4.508335 16 2.106805 2.152925 2.099285 2.172595 0.901289 0.140284 0.9160769 16333 1.0042199 down 2.129865 2.13594 0.032612 0.051838 -0.006075 0.997156
1612015_aVvi.7530 Transcr ibed locus, moderately similar to XP_478842.1 putative succi nyl-CoA ligase alpha sub 2252.184 2272.585 3003.364 2970.579 16 11.13711 11.15012 11.55236 11.53653 6.53E-04 39.11713 0.02167859 499 1.3202692 down 11.14361 11.54445 0.009199 0.011197 -0.400832 0.965279
1612016_aVvi.753 Transcr ibed locus, weakly similar to NP_990453.1 protein phosphatase 1, catalytic subunit,, d 7.639463 6.809622 7.076007 6.35671 16 2.933471 2.767575 2.822936 2.66828 0.4525499 0.925162 0.50597566 14848 1.0754311 up 2.850523 2.745608 0.117306 0.109358 0.1049151 1.038212
1612017_aVvi.12110 Transcr ibed locus, weakly similar to NP_566742.1 PHD finger family protein [Arabidopsis tha 535.189 545.0113 439.9773 459.0754 16 9.063905 9.090142 8.781285 8.842587 0.0154529 7.950897 0.03948117 6497 1.2017087 up 9.077024 8.811936 0.018553 0.043347 0.2650875 1.030083
1612018_aVvi.6950 Transcr ibed locus, strongly similar to XP_450926.1 putative glucose-6-phosphate isomerase 1239.582 1230.956 1377.871 1211.756 16 10.27564 10.26556 10.42823 10.24288 0.5564541 0.69988 0.6031923 15314 1.0460515 down 10.2706 10.33555 0.007124 0.131056 -0.064954 0.993715
1612019_aVvi.2014 Transcr ibed locus 4.318228 4.340399 4.157295 4.164742 16 2.110439 2.117828 2.055645 2.058227 0.0046483 14.61626 0.02928272 2633 1.0404426 up 2.114133 2.056936 0.005224 0.001826 0.0571974 1.027807
1612020_aVvi.10506 Transcr ibed locus, weakly similar to NP_916944.1 P0019E03.13 [Oryza sativa (japonica cultiv 139.086 141.0058 150.9143 123.4602 16 7.119834 7.13961 7.237586 6.947902 0.8227482 0.254705 0.8463514 16138 1.0259624 up 7.129722 7.092744 0.013984 0.204837 0.0369776 1.005213
1612021_aVvi.9961 Transcr ibed locus, moderately similar to NP_193826.2 leucine-rich repeat family protein [Ara 36.21153 42.94464 236.6794 247.4486 16 5.178377 5.424406 7.88679 7.950985 0.0023508 20.58863 0.02616672 1485 6.136838 down 5.301392 7.918887 0.173969 0.045393 -2.6174954 0.669462
1612022_aVvi.1612 Transcr ibed locus, moderately similar to XP_472343.1 OSJNBa0039C07.12 [Oryza sativa (ja 1028.012 1026.327 1008.817 985.3486 16 10.00564 10.00328 9.978449 9.94449 0.1274681 2.525695 0.17310636 12224 1.0302453 up 10.00446 9.96147 0.001673 0.024012 0.042987 1.004315
1612023_aVvi.3231 Transcr ibed locus, weakly similar to NP_850412.1 autophagy 4a (APG4a) [Arabidopsis thalia 783.4312 776.8945 823.9684 788.1664 16 9.613663 9.601575 9.686445 9.622356 0.2878471 1.434617 0.34348 13912 1.0329586 down 9.607618 9.654401 0.008547 0.045318 -0.046783 0.995154
1612024_aVvi.14781 Transcr ibed locus 4.647927 4.669968 4.497013 4.519915 16 2.216587 2.223413 2.168967 2.176296 0.0109904 9.459997 0.03497077 5216 1.0333784 up 2.22 2.172631 0.004826 0.005182 0.0473685 1.021802
1612025_aVvi.10011 Transcr ibed locus, weakly similar to XP_475341.1 unknown protein [Oryza sativa (japonica cu 1426.7 1500.829 1874.591 1618.55 16 10.47847 10.55154 10.87236 10.66049 0.154038 2.243575 0.20236908 12636 1.1903766 down 10.51501 10.76642 0.051674 0.149818 -0.251418 0.976648
1612026_aVvi.5489 Transcr ibed locus 1413.846 1628.356 393.6304 385.559 16 10.46541 10.6692 8.620698 8.590808 0.0027451 19.04687 0.02700983 1686 3.8948066 up 10.56731 8.605753 0.144102 0.021135 1.961552 1.227935
1612027_at 6.48772 6.56371 6.133399 6.154594 16 2.697712 2.714511 2.616687 2.621664 0.010003 9.923336 0.03390677 4895 1.0621122 up 2.706111 2.619175 0.011879 0.003519 0.0869362 1.033192
1612028_at 2.998688 3.017939 2.921602 2.932382 16 1.584331 1.593564 1.54676 1.552073 0.0176721 7.422325 0.04222679 6947 1.0277798 up 1.588948 1.549416 0.006528 0.003757 0.0395312 1.025514
1612029_at 45.68466 32.93144 58.75473 48.16304 16 5.513638 5.041394 5.876633 5.589855 0.2407867 1.649694 0.29493442 13553 1.3714747 down 5.277516 5.733244 0.333927 0.202783 -0.455728 0.920511
1612030_aVvi.7504 Transcr ibed locus, strongly similar to XP_476729.1 OsRad6 [Oryza sativa (japonica cultivar- 18.21228 13.9411 13.40594 13.00476 16 4.18684 3.801272 3.744801 3.700968 0.2970819 1.397606 0.35277548 13980 1.2067872 up 3.994056 3.722884 0.272638 0.030994 0.2711713 1.072839
1612031_aVvi.14894 GO:000681Nhx1 antiporter 88.99435 89.58514 66.20016 62.37772 16 6.475642 6.485187 6.048763 5.962959 0.0081728 10.99359 0.03164294 4287 1.3894877 up 6.480414 6.005861 0.006749 0.060672 0.4745531 1.079015
1612032_aVvi.736 Transcr ibed locus 191.8332 195.0032 205.918 217.7479 16 7.583708 7.607354 7.685926 7.766515 0.0895891 3.112157 0.12978692 11459 1.0948162 down 7.595532 7.72622 0.01672 0.056985 -0.1306885 0.983085
1612033_aVvi.5584 Transcr ibed locus 719.4922 739.5507 799.0396 784.6144 16 9.490835 9.530505 9.642123 9.61584 0.0381456 4.97243 0.06760898 9366 1.085464 down 9.51067 9.628982 0.028051 0.018585 -0.118312 0.987713
1612034_aVvi.9187 Transcr ibed locus 462.9683 411.3145 153.5721 156.0352 16 8.85477 8.684098 7.262772 7.285727 0.0032999 17.36484 0.02783547 1954 2.819002 up 8.769434 7.27425 0.120683 0.016232 1.4951844 1.205545
1612035_aVvi.8938 Transcr ibed locus, weakly similar to NP_194473.1 COP1-interacting protein 7 (CIP7) [Arabid 9.386788 7.007074 10.08149 15.35201 16 3.230632 2.808812 3.333636 3.940355 0.2367383 1.67069 0.2906403 13522 1.5339738 down 3.019722 3.636996 0.298271 0.429015 -0.6172738 0.830279
1612036_aVvi.10713 Transcr ibed locus 11.75727 11.52953 18.2374 15.83131 16 3.555481 3.527262 4.188828 3.984709 0.0338831 5.293571 0.06226772 9033 1.4594222 down 3.541371 4.086769 0.019953 0.144334 -0.5453973 0.866546
1612037_sVvi.6484 Transcr ibed locus 5.206377 5.194619 4.94728 4.941893 16 2.38028 2.377018 2.306635 2.305064 6.18E-04 40.21285 0.02101682 486 1.0517554 up 2.378649 2.30585 0.002306 0.001111 0.0727992 1.031572
1612038_aVvi.15567 Transcr ibed locus 2.932768 2.946369 2.849392 2.865026 16 1.552263 1.558938 1.510654 1.518548 0.0155258 7.931759 0.03952657 6520 1.0288262 up 1.5556 1.514601 0.00472 0.005582 0.0409994 1.027069
1612039_aVvi.469 Transcr ibed locus, strongly similar to NP_178480.1 small nuclear ribonucleoprotein, putative        1233.175 1162.525 1542.228 1493.458 16 10.26816 10.18305 10.5908 10.54444 0.0194914 7.057594 0.04449292 7270 1.2675276 down 10.2256 10.56762 0.060186 0.032781 -0.342017 0.967635
1612040_aVvi.5159 Transcr ibed locus, weakly similar to NP_568771.1 expressed protein [Arabidopsis thaliana] 1738.579 1949.863 5.903383 4.827549 16 10.76369 10.92916 2.561542 2.271291 3.92E-04 50.46366 0.01871624 342 344.89392 up 10.84643 2.416416 0.117001 0.205239 8.4300086 4.488641
1612041_aVvi.4786 Transcr ibed locus, weakly similar to NP_182033.1 sec61beta family protein [Arabidopsis thali 269.5121 286.8402 253.5121 250.3606 16 8.074206 8.164104 7.985911 7.967864 0.0900393 3.103197 0.13021192 11479 1.1036382 up 8.119155 7.976888 0.063567 0.012762 0.1422673 1.017835
1612042_at 10.54805 10.54327 9.326916 9.002148 16 3.398904 3.398251 3.2214 3.170269 0.0155338 7.92967 0.03952951 6522 1.1508842 up 3.398577 3.195835 4.62E-04 0.036155 0.2027426 1.06344
1612043_aVvi.9588 Transcr ibed locus, moderately similar to NP_199667.1 basic helix-loop-helix (bHLH) family p 337.5082 312.8561 386.0944 392.2219 16 8.398779 8.289355 8.59281 8.615526 0.0431857 4.654767 0.07403642 9683 1.1975628 down 8.344067 8.604168 0.077374 0.016063 -0.260101 0.96977
1612044_sVvi.5360 Transcr ibed locus, weakly similar to NP_198817.1 AAA-type ATPase family protein [Arabidop  3810.325 3930.722 4747.04 5637.144 16 11.8957 11.94058 12.21281 12.46075 0.0798617 3.323017 0.11848649 11189 1.3366688 down 11.91814 12.33678 0.031734 0.175317 -0.4186425 0.966065
1612045_aVvi.1985 Transcr ibed locus, weakly similar to NP_188797.1 senescence/dehydration-associated protei 52.52582 57.07339 237.1716 219.3661 16 5.714955 5.834747 7.889787 7.777197 0.0015905 25.04466 0.02483053 1062 4.1659384 down 5.774851 7.833492 0.084706 0.079613 -2.0586413 0.7372
1612046_aVvi.8598 Transcr ibed locus, moderately similar to NP_195063.1 DEAD-box protein abstrakt, putative [A 1003.77 999.2281 1047.404 1049.9 16 9.971212 9.96467 10.0326 10.03604 0.003083 17.96823 0.02768036 1847 1.0470843 down 9.967941 10.03432 0.004626 0.002428 -0.066378 0.993385
1612047_aVvi.1878 Transcr ibed locus, weakly similar to NP_567935.3 expressed protein [Arabidopsis thaliana] 64.8087 66.62321 53.11922 61.03717 16 6.018115 6.057953 5.731162 5.931616 0.1805135 2.022216 0.23079588 12984 1.154001 up 6.038034 5.831389 0.02817 0.141743 0.2066446 1.035437
1612048_aVvi.8894 Transcr ibed locus, strongly similar to NP_051061.1 ribosomal protein S4 [Arabidopsis thalian 9.420155 9.373901 10.43365 10.40462 16 3.235751 3.22865 3.383172 3.379152 7.49E-04 36.51043 0.0220186 564 1.1087714 down 3.2322 3.381162 0.005021 0.002843 -0.1489621 0.955944
1612049_aVvi.15103 Transcr ibed locus 4.672123 4.695354 4.488257 4.559194 16 2.224078 2.231234 2.166155 2.188779 0.0515924 4.230358 0.08454621 10130 1.0354007 up 2.227656 2.177467 0.00506 0.015997 0.0501892 1.023049
1612050_aVvi.1711 Transcr ibed locus, weakly similar to XP_477539.1 putative class III acidic chitinase [Oryza sa 8.048636 7.456697 8.560182 14.30385 16 3.008744 2.898537 3.097642 3.838332 0.3032407 1.373707 0.35870364 14033 1.4283466 down 2.953641 3.467987 0.077929 0.523747 -0.5143461 0.851687
1612051_aVvi.3217 Transcr ibed locus, moderately similar to NP_563842.1 expressed protein [Arabidopsis thalian 1050.534 1016.729 1061.565 1044.511 16 10.03691 9.989719 10.05198 10.02861 0.413213 1.024824 0.4686864 14636 1.018878 down 10.01331 10.0403 0.033367 0.016522 -0.026982 0.997313
1612052_at 6.525188 6.576315 6.22763 6.049603 16 2.706019 2.717279 2.638683 2.59684 0.0493427 4.333483 0.081633 10034 1.0672424 up 2.711649 2.617762 0.007962 0.029587 0.0938878 1.035866
1612053_aVvi.7188 Transcr ibed locus, moderately similar to XP_476044.1 unknown protein [Oryza sativa (japonic 8520.203 8887.202 10972.58 12824.5 16 13.05667 13.11751 13.42162 13.64662 0.0617388 3.835777 0.09692559 10574 1.3632247 down 13.08709 13.53412 0.043021 0.159099 -0.447024 0.966971
1612054_aVvi.9152 Transcr ibed locus, weakly similar to XP_464026.1 putative hosphatidylinositol/phophatidylchol       49.92095 45.90876 37.21875 39.86614 16 5.641573 5.520698 5.217958 5.317092 0.0568727 4.012202 0.09105116 10369 1.2428145 up 5.581136 5.267525 0.085472 0.070099 0.313611 1.059537
1612055_aVvi.14634 Transcr ibed locus 3.398899 3.389307 3.273227 3.288719 16 1.765068 1.76099 1.710714 1.717526 0.006523 12.32091 0.03048215 3551 1.0344826 up 1.763029 1.71412 0.002883 0.004817 0.0489093 1.028533
1612056_aVvi.910 Transcr ibed locus, moderately similar to NP_176878.1 phosphomannose isomerase, putative 469.1263 484.0093 389.7588 344.8529 16 8.873833 8.918891 8.606438 8.429837 0.0534407 4.150429 0.08682936 10217 1.2997421 up 8.896362 8.518137 0.031861 0.124875 0.378225 1.044402
1612057_sVvi.3251 Transcr ibed locus, weakly similar to NP_564816.1 expressed protein [Arabidopsis thaliana] 151.2663 146.3288 112.3846 120.6701 16 7.240947 7.19307 6.8123 6.914924 0.0247226 6.241406 0.05089027 8063 1.2775648 up 7.217009 6.863612 0.033854 0.072566 0.3533966 1.051488
1612058_aVvi.10981 Transcr ibed locus, moderately similar to NP_916158.1 P0435B05.31 [Oryza sativa (japonica c 541.3178 550.5369 503.0343 533.2267 16 9.080332 9.104695 8.974513 9.058605 0.2248583 1.735102 0.27807057 13424 1.0540581 up 9.092514 9.01656 0.017228 0.059462 0.075954 1.008424
1612059_at 3.783954 3.798688 3.673513 3.693137 16 1.919895 1.925501 1.87716 1.884847 0.0127676 8.765067 0.03674486 5767 1.029322 up 1.922698 1.881003 0.003964 0.005435 0.0416944 1.022166
1612060_aVvi.3088 Transcr ibed locus, moderately similar to NP_565882.1 amino acid permease, putative (AUX1 20.02422 19.53722 25.91513 34.37904 16 4.323674 4.288153 4.695723 5.103458 0.1011158 2.901082 0.14316256 11725 1.5090871 down 4.305914 4.89959 0.025117 0.288312 -0.593676 0.878831
1612061_aVvi.2204 Transcr ibed locus, weakly similar to NP_195692.2 expressed protein [Arabidopsis thaliana] 914.6151 880.9318 1374.098 1334.911 16 9.837021 9.782887 10.42427 10.38253 0.0033007 17.36289 0.02783547 1955 1.5088452 down 9.809954 10.4034 0.038279 0.029515 -0.5934445 0.942957
1612062_aVvi.9032 Transcr ibed locus, weakly similar to NP_178331.1 F-box family protein / SKP1 interacting par 179.4221 165.3928 141.7609 173.5294 16 7.487214 7.369753 7.147316 7.439037 0.4801923 0.86051 0.53211534 14981 1.098326 up 7.428483 7.293177 0.083057 0.206278 0.1353063 1.018552
1612063_aVvi.15083 Transcr ibed locus 7.837836 7.930821 7.655225 7.691224 16 2.970455 2.98747 2.936445 2.943214 0.0506185 4.274181 0.08326214 10092 1.0274967 up 2.978963 2.939829 0.012031 0.004786 0.039134 1.013312
1612064_aVvi.10236 Transcr ibed locus, weakly similar to NP_564318.1 expressed protein [Arabidopsis thaliana] 237.1498 298.7468 1609.876 1369.945 16 7.889655 8.222779 10.65273 10.4199 0.0066469 12.20443 0.03064144 3599 5.579364 down 8.056217 10.53632 0.235554 0.164637 -2.480101 0.764614
1612065_aVvi.6014 Transcr ibed locus 6.541779 6.672502 7.215257 6.243062 16 2.709683 2.738228 2.851051 2.642254 0.8494242 0.215402 0.8695899 16216 1.0158566 down 2.723955 2.746652 0.020184 0.147642 -0.0226967 0.991737
1612066_aVvi.14472 Transcr ibed locus 167.7185 165.0995 149.1469 123.2073 16 7.389898 7.367192 7.22059 6.944943 0.1658546 2.138829 0.21510184 12800 1.227547 up 7.378545 7.082767 0.016056 0.194911 0.2957785 1.04176
1612067_aVvi.14620 Transcr ibed locus 4.145807 4.186066 4.032582 4.041575 16 2.051653 2.065595 2.011704 2.014918 0.0240306 6.334014 0.04999444 7979 1.0319071 up 2.058624 2.013311 0.009859 0.002273 0.045313 1.022507
1612068_at 5.543764 5.577207 5.289418 5.289238 16 2.470866 2.479543 2.403109 2.40306 0.0035994 16.62294 0.02809704 2122 1.0512604 up 2.475204 2.403084 0.006136 3.49E-05 0.0721199 1.030011
1612069_at 5.218689 5.261826 5.009776 5.019164 16 2.383688 2.395564 2.324746 2.327447 0.0090634 10.43248 0.03283784 4581 1.0450189 up 2.389626 2.326097 0.008398 0.00191 0.063529 1.027311
1612070_aVvi.10750 Transcr ibed locus, weakly similar to XP_479646.1 putative HMG type nucleosome/chromatin a 25.80113 28.92571 679.9301 733.1664 16 4.689363 4.854281 9.409243 9.517997 4.43E-04 47.50023 0.01871624 390 25.84472 down 4.771822 9.463619 0.116615 0.076901 -4.6917975 0.504228
1612071_s_at 305.1626 297.1946 250.5917 372.1741 12 8.253434 8.215264 7.969195 8.539834 0.9501971 0.070519 0.9577544 16470 1.0140758 down 8.234349 8.254515 0.02699 0.403502 -0.020166 0.997557
1612072_aVvi.14733 Transcr ibed locus 4.238075 4.25983 4.360693 4.124836 16 2.083409 2.090796 2.124557 2.044337 0.9534357 0.065923 0.96049386 16479 1.0018424 up 2.087102 2.084447 0.005223 0.056724 0.0026554 1.001274
1612073_aVvi.12798 Transcr ibed locus 5.421282 4.729454 6.643339 5.290397 16 2.438634 2.241674 2.731909 2.403376 0.3568603 1.187774 0.41280624 14351 1.170795 down 2.340154 2.567642 0.139272 0.232308 -0.2274885 0.911402
1612074_aVvi.1403 Transcr ibed locus, moderately similar to NP_568764.1 expressed protein [Arabidopsis thalian 4441.202 4318.655 310.8731 301.6209 16 12.11673 12.07637 8.280182 8.236592 5.99E-05 129.2063 0.01352838 72 14.302182 up 12.09655 8.258387 0.028545 0.030822 3.838163 1.464759
1612075_aVvi.12992 Transcr ibed locus, weakly similar to NP_199785.2 ferric reductase-like transmembrane comp 39.83131 47.25692 38.73541 38.8964 16 5.315831 5.562454 5.275581 5.281565 0.3227492 1.301766 0.37870395 14148 1.117728 up 5.439142 5.278573 0.174388 0.004231 0.160569 1.030419
1612076_aVvi.8900 Transcr ibed locus, moderately similar to NP_176352.1 60S ribosomal protein L3 (RPL3B) [Ar 3927.735 4199.989 6477.586 6358.291 16 11.93948 12.03617 12.66124 12.63442 0.0057284 13.15561 0.02989878 3179 1.5800898 down 11.98783 12.64783 0.068369 0.018963 -0.660007 0.947817
1612077_aVvi.2756 Transcr ibed locus, weakly similar to NP_565918.1 acid phosphatase class B family protein [A 502.0371 473.5437 331.5479 301.6645 16 8.97165 8.887354 8.373074 8.236801 0.0160602 7.795491 0.04018313 6634 1.541746 up 8.929503 8.304937 0.059606 0.096359 0.6245655 1.075204
1612078_aVvi.6200 Transcr ibed locus, weakly similar to NP_175141.1 expressed protein [Arabidopsis thaliana] 128.1894 131.5762 124.7383 125.0729 16 7.002133 7.039755 6.962761 6.966625 0.0968665 2.974716 0.13813794 11640 1.0397604 up 7.020944 6.964693 0.026602 0.002732 0.056251 1.008077
1612079_aVvi.5869 Transcr ibed locus, weakly similar to NP_179618.1 zinc finger (CCCH-type) family protein [Ar  1630.588 1750.554 1758.421 1679.919 16 10.67118 10.7736 10.78007 10.71418 0.7239347 0.406201 0.7574215 15867 1.0172918 down 10.72239 10.74712 0.072421 0.04659 -0.024734 0.997699
1612080_aVvi.2748 Transcr ibed locus, weakly similar to NP_173500.1 expressed protein [Arabidopsis thaliana] 113.3285 129.2368 154.1649 122.4503 16 6.824367 7.013873 7.268331 6.936052 0.4394847 0.957187 0.4939628 14770 1.1352981 down 6.91912 7.102191 0.134001 0.234957 -0.183071 0.974223
1612081_aVvi.7285 Transcr ibed locus, moderately similar to NP_566737.1 S1 RNA-binding domain-containing p 863.0651 728.2069 25.71969 20.44599 16 9.753325 9.508204 4.684801 4.353746 0.0016197 24.81761 0.02492374 1075 34.57102 up 9.630765 4.519274 0.173327 0.234091 5.1114912 2.131043
1612082_sVvi.1572 Transcr ibed locus, moderately similar to NP_191312.2 calcium-dependent protein kinase, put 2719.246 2501.221 1391.224 1433.515 16 11.40899 11.28842 10.44214 10.48534 0.0051959 13.81891 0.029498 2923 1.8467185 up 11.3487 10.46374 0.085259 0.030549 0.884964 1.084574
1612083_aVvi.3275 Transcr ibed locus, moderately similar to NP_171669.1 SEC14 cytosolic factor, putative / phos 1451.11 1384.513 917.5199 886.4919 16 10.50294 10.43516 9.841596 9.791964 0.0041212 15.52888 0.02877584 2376 1.5716405 up 10.46905 9.81678 0.047927 0.035095 0.652271 1.066444
1612084_sVvi.535 Transcr ibed locus 372.1437 310.1323 319.5352 311.7809 16 8.539716 8.27674 8.319831 8.284389 0.5077153 0.799826 0.5583658 15095 1.0763283 up 8.408228 8.30211 0.185952 0.025062 0.106118 1.012782
1612085_aVvi.7978 Transcr ibed locus, weakly similar to NP_180615.1 photosystem II reaction center W (PsbW) p 5.075507 6.411809 4.492464 4.483301 16 2.343552 2.680732 2.167507 2.164561 0.176494 2.052878 0.22661668 12929 1.2711264 up 2.512142 2.166034 0.238422 0.002083 0.3461075 1.159789
1612086_aVvi.12619 Transcr ibed locus 29.18453 20.75388 28.51029 24.11474 16 4.867132 4.37531 4.833411 4.591843 0.7703889 0.333633 0.7991251 16004 1.0654082 down 4.621221 4.712627 0.347771 0.170814 -0.0914064 0.980604
1612087_aVvi.3587 Transcr ibed locus 45.94855 47.09906 51.92137 46.62581 16 5.521947 5.557626 5.698257 5.543057 0.4166736 1.015649 0.47198308 14654 1.0576558 down 5.539787 5.620657 0.025229 0.109743 -0.08087 0.985612
1612088_aVvi.463 Transcr ibed locus, moderately similar to XP_473375.1 OSJNBb0103I08.16 [Oryza sativa (jap 408.974 416.8527 405.8934 401.3502 16 8.675865 8.703394 8.664957 8.648718 0.1766115 2.051969 0.22667986 12934 1.02299 up 8.68963 8.656837 0.019466 0.011483 0.032793 1.003788
1612089_aVvi.9720 Transcr ibed locus 3.873605 3.429948 54.34924 43.35073 16 1.953677 1.778187 5.764188 5.437985 0.0024496 20.16754 0.02638588 1540 13.3166065 down 1.865932 5.601086 0.12409 0.230661 -3.7351544 0.333137
1612090_sVvi.7209 Transcr ibed locus, moderately similar to NP_177405.1 germin-like protein (GER1) [Arabidop 309.7216 261.1915 7.005231 7.661941 16 8.274828 8.028964 2.808433 2.93771 6.92E-04 38.00723 0.02180507 524 38.822586 up 8.151896 2.873071 0.173852 0.091413 5.2788243 2.837345
1612091_aVvi.10656 Transcr ibed locus, moderately similar to NP_175097.1 universal stress protein (USP) family 4.463334 4.499309 4.330276 4.352486 16 2.158122 2.169704 2.114459 2.12184 0.0217818 6.66449 0.04711063 7675 1.0322293 up 2.163913 2.118149 0.008189 0.005219 0.0457635 1.021605
1612092_aVvi.1601 Transcr ibed locus 43.9559 47.33993 95.1465 82.7688 16 5.457985 5.564986 6.572079 6.371016 0.0137802 8.430378 0.03764673 6076 1.9453936 down 5.511485 6.471547 0.075661 0.142173 -0.960062 0.851649
1612093_aVvi.5102 Transcr ibed locus, strongly similar to NP_476776.1 CG2960-PA [Drosophila melanogaster] 4.329864 4.345501 4.173918 4.223105 16 2.114322 2.119522 2.061402 2.078304 0.0335242 5.323318 0.06182911 9000 1.0331635 up 2.116922 2.069853 0.003677 0.011951 0.0470687 1.02274
1612094_aVvi.12530 Transcr ibed locus, strongly similar to NP_565083.1 heat shock protein 101 (HSP101) [Arabid  100.003 79.18091 35.33997 40.08347 16 6.643899 6.307081 5.143229 5.324935 0.0229452 6.487524 0.04855158 7845 2.3642914 up 6.47549 5.234082 0.238167 0.128486 1.241408 1.237178
1612095_aVvi.6357 Transcr ibed locus, moderately similar to NP_564932.1 zinc finger (B-box type) family protein 68.89278 68.02651 44.77993 38.59437 16 6.10628 6.088025 5.48478 5.270319 0.0216426 6.686599 0.04689517 7661 1.6467295 up 6.097153 5.377549 0.012909 0.151647 0.7196037 1.133816
1612096_aVvi.5074 Transcr ibed locus 4.468836 4.486383 4.35335 4.349484 16 2.159899 2.165553 2.122126 2.120844 0.0049035 14.22811 0.02943507 2761 1.0289985 up 2.162726 2.121485 0.003998 9.06E-04 0.041241 1.01944
1612097_aVvi.4857 Transcr ibed locus, weakly similar to XP_507363.1 PREDICTED OJ1047_A06.117 gene prod 341.5761 315.7711 256.4699 292.4059 16 8.416063 8.302735 8.002646 8.191829 0.1405478 2.377564 0.1873444 12454 1.1992755 up 8.3594 8.097237 0.080135 0.133773 0.262163 1.032377
1612098_x_at 93.45984 96.99307 89.00535 92.70657 16 6.546275 6.59981 6.47582 6.5346 0.2300604 1.706363 0.28376392 13459 1.0481404 up 6.573042 6.50521 0.037855 0.041564 0.067832 1.010427
1612099_aVvi.15143 Transcr ibed locus 3.832622 3.850239 3.720403 3.729803 16 1.938332 1.944948 1.895459 1.899099 0.0071671 11.74852 0.03100277 3837 1.0312263 up 1.94164 1.897279 0.004678 0.002574 0.0443609 1.023381
1612100_at 91.39657 103.0709 115.0099 127.2362 16 6.514068 6.687493 6.845614 6.991365 0.1070755 2.804904 0.1502424 11831 1.2463497 down 6.600781 6.91849 0.12263 0.103062 -0.317709 0.954078
1612101_sVvi.10524 Transcr ibed locus, weakly similar to NP_564651.1 expressed protein [Arabidopsis thaliana] 28.13072 28.89487 27.31139 27.48953 16 4.814075 4.852741 4.771431 4.78081 0.1024042 2.87962 0.14469057 11749 1.0405074 up 4.833408 4.776121 0.027342 0.006632 0.0572873 1.011995
1612102_at 17.9808 16.03184 14.18692 13.76895 16 4.168385 4.002868 3.82649 3.783346 0.0816208 3.282234 0.12041149 11252 1.2147915 up 4.085627 3.804918 0.117038 0.030507 0.2807088 1.073775
1612103_aVvi.7443 Transcr ibed locus, moderately similar to NP_190920.2 NAD-dependent epimerase/dehydrata 4324.697 4556.172 2936.813 2872.491 16 12.07838 12.15361 11.52004 11.48809 0.0044297 14.97497 0.02922683 2513 1.5283062 up 12.11599 11.50406 0.053191 0.022591 0.611933 1.053193
1612104_aVvi.10560 Transcr ibed locus, moderately similar to NP_195754.1 mitochondrial substrate carrier family  76.85388 67.89528 55.17282 53.78181 16 6.264046 6.085239 5.785886 5.749046 0.0467601 4.460687 0.07848661 9890 1.326088 up 6.174643 5.767466 0.126435 0.026049 0.4071766 1.070599
1612105_aVvi.14802 Transcr ibed locus 77.28291 78.83243 5.02851 6.620666 16 6.272077 6.300717 2.330131 2.726976 0.0027909 18.88944 0.0270467 1708 13.527689 up 6.286397 2.528554 0.020252 0.280612 3.7578435 2.486163
1612106_aVvi.8103 Transcr ibed locus 8.077678 7.996167 7.308054 6.958027 16 3.013941 2.999309 2.869487 2.798678 0.0412076 4.772618 0.07165903 9546 1.1270424 up 3.006625 2.834083 0.010346 0.050069 0.1725419 1.060881
1612107_aVvi.6378 Transcr ibed locus, weakly similar to XP_474946.1 OSJNBb0072N21.3 [Oryza sativa (japonica 4.559077 4.555875 4.374946 4.394952 16 2.188742 2.187728 2.129265 2.135847 0.0035577 16.7207 0.02809704 2098 1.039348 up 2.188235 2.132556 7.17E-04 0.004654 0.0556788 1.026109
1612108_aVvi.2033 Transcr ibed locus, weakly similar to NP_564601.1 expressed protein [Arabidopsis thaliana] 293.8132 291.8305 341.6841 374.2133 16 8.198755 8.188987 8.416519 8.547717 0.0483346 4.381951 0.08041441 9977 1.2211565 down 8.193871 8.482119 0.006907 0.092771 -0.288248 0.966017
1612109_aVvi.4922 Transcr ibed locus 4.734636 4.703462 4.606619 4.632418 16 2.243254 2.233723 2.203708 2.211766 0.0387958 4.928071 0.06842896 9411 1.0215439 up 2.238488 2.207737 0.006739 0.005697 0.0307512 1.013929
1612110_aVvi.14438 Transcr ibed locus 3.248071 3.262358 3.15187 3.164666 16 1.699583 1.705915 1.656208 1.662053 0.0096175 10.12322 0.03352291 4762 1.0306959 up 1.702749 1.659131 0.004477 0.004133 0.0436187 1.02629
1612111_aVvi.14643 Transcr ibed locus 7.253113 7.256377 6.670889 6.653025 16 2.8586 2.859249 2.737879 2.734011 2.54E-04 62.70278 0.0180123 229 1.088982 up 2.858925 2.735945 4.59E-04 0.002735 0.1229802 1.04495
1612112_aVvi.6 GO:000607Putative callose synthase (cs gene) 8.114852 9.264385 9.047232 10.60856 16 3.020565 3.211695 3.177476 3.407157 0.3595697 1.179279 0.4154483 14368 1.1298937 down 3.11613 3.292317 0.13515 0.162409 -0.1761871 0.946485
1612113_aVvi.15442 Transcr ibed locus 3.528092 3.521797 3.39576 3.414389 16 1.818888 1.816312 1.763735 1.771627 0.0068448 12.02486 0.03075144 3694 1.0352069 up 1.8176 1.767681 0.001822 0.005581 0.0499191 1.02824
1612114_aVvi.1112 Transcr ibed locus 179.847 195.0169 157.2788 166.1769 16 7.490626 7.607455 7.297181 7.376576 0.0952481 3.00398 0.13631976 11599 1.1584233 up 7.549041 7.336878 0.082611 0.056141 0.2121627 1.028917
1612115_aVvi.14681 Transcr ibed locus 254.2121 250.3211 173.3059 155.1753 16 7.989889 7.967636 7.437176 7.277755 0.0163699 7.719576 0.04061058 6689 1.5382574 up 7.978763 7.357466 0.015735 0.112728 0.6212969 1.084444
1612116_aVvi.5753 Transcr ibed locus, weakly similar to NP_196413.1 expressed protein [Arabidopsis thaliana] 1127.254 1079.743 988.3533 1089.817 16 10.1386 10.07647 9.948883 10.08987 0.3709431 1.144414 0.42669043 14431 1.0630119 up 10.10753 10.01938 0.043928 0.099692 0.088157 1.008799
1612117_aVvi.9938 Transcr ibed locus, moderately similar to NP_564815.1 protease-associated (PA) domain-con 310.2377 317.9473 269.1767 246.6486 16 8.27723 8.312644 8.07241 7.946313 0.0487714 4.360772 0.08092166 10005 1.2188967 up 8.294937 8.009361 0.025041 0.089164 0.285576 1.035655
1612118_aVvi.662 Transcr ibed locus 8.251854 8.29163 11.88785 8.104116 16 3.044718 3.051656 3.571416 3.018655 0.4660542 0.893077 0.5187337 14915 1.1866122 down 3.048187 3.295036 0.004906 0.390861 -0.2468486 0.925085
1612119_aVvi.10856 Transcr ibed locus, moderately similar to NP_564591.1 RNA-binding protein, putative [Arabid  2153.606 2195.919 2405.359 2495.484 16 11.07254 11.10061 11.23204 11.2851 0.0291331 5.729975 0.05617511 8609 1.1266162 down 11.08657 11.25857 0.019849 0.037524 -0.171996 0.984723
1612120_aVvi.15185 Transcr ibed locus 4.931664 4.938152 4.757112 4.808001 16 2.302074 2.303971 2.250086 2.265437 0.0279772 5.852397 0.05468509 8492 1.0318701 up 2.303023 2.257762 0.001341 0.010855 0.0452614 1.020047
1612121_aVvi.11556 Transcr ibed locus, weakly similar to XP_473923.1 OSJNBa0058K23.21 [Oryza sativa (japonic 2016.789 2562.975 4570.527 4596.129 16 10.97784 11.3236 12.15814 12.1662 0.0280082 5.849013 0.05471136 8498 2.015936 down 11.15072 12.16217 0.244489 0.0057 -1.01145 0.916836
1612122_aVvi.7885 Transcr ibed locus, weakly similar to NP_918504.1 putative root hair defective 3 (RHD3) [Oryz 2203.341 2192.764 2633.646 2646.885 16 11.10548 11.09854 11.36285 11.37008 3.59E-04 52.74891 0.01871624 315 1.2011837 down 11.10201 11.36646 0.004909 0.005116 -0.264457 0.976734
1612123_aVvi.416 Transcr ibed locus, moderately similar to NP_566308.1 expressed protein [Arabidopsis thalian 70.52371 63.62592 96.72722 78.11564 16 6.140037 5.991543 6.59585 6.287539 0.1591514 2.196941 0.20791881 12707 1.297653 down 6.06579 6.441694 0.105001 0.218008 -0.3759046 0.941645
1612124_aVvi.87 GO:000816Caffeic acid O-methyltransferase 5116.701 5177.46 3882.799 3849.972 16 12.321 12.33803 11.92288 11.91063 6.45E-04 39.35002 0.0215523 496 1.3312265 up 12.32951 11.91676 0.012043 0.008662 0.412756 1.034637
1612125_aVvi.10527 Transcr ibed locus, moderately similar to NP_177629.1 ADP-glucose pyrophosphorylase fami 589.3481 626.9716 707.1581 660.737 16 9.202976 9.292256 9.465889 9.367932 0.1251119 2.554645 0.17057635 12176 1.1245084 down 9.247616 9.41691 0.063131 0.069266 -0.169294 0.982022
1612126_at 9.236724 9.450459 8.835906 8.847351 16 3.207381 3.240384 3.143378 3.145246 0.0405393 4.814327 0.07071915 9516 1.0567036 up 3.223883 3.144312 0.023337 0.00132 0.0795707 1.025306
1612127_at 7.075582 6.449402 6.778333 9.891577 16 2.822849 2.689165 2.760931 3.306201 0.4269943 0.988776 0.48207814 14704 1.2121416 down 2.756007 3.033566 0.094528 0.385564 -0.2775583 0.908504
1612128_at 5.497776 5.373405 5.070045 4.91745 16 2.458848 2.425837 2.341999 2.297911 0.0470831 4.444223 0.07887719 9909 1.0885348 up 2.442342 2.319955 0.023343 0.031175 0.1223877 1.052754
1612129_aVvi.3777 Transcr ibed locus 5.54234 5.584203 5.258221 5.242084 16 2.470495 2.481351 2.394575 2.39014 0.0048871 14.25203 0.02943507 2755 1.059634 up 2.475923 2.392357 0.007676 0.003136 0.083566 1.03493
1612130_aVvi.6637 Transcr ibed locus, moderately similar to NP_194229.1 ubiquitin family protein [Arabidopsis th 510.7982 501.8138 551.3756 506.5996 16 8.99661 8.971008 9.106892 8.984702 0.425332 0.993055 0.48046282 14696 1.0439038 down 8.983809 9.045797 0.018103 0.086401 -0.0619885 0.993147
1612131_at 7.346579 8.804256 7.188185 7.252819 16 2.877073 3.138201 2.845628 2.858542 0.3561767 1.18993 0.412159 14346 1.113848 up 3.007637 2.852085 0.184646 0.009132 0.1555524 1.05454
1612132_sVvi.6861 Transcr ibed locus, weakly similar to NP_567808.1 protein phosphatase 2C, putative / PP2C, p 705.1141 658.6203 650.5518 709.202 16 9.461713 9.363303 9.34552 9.470053 0.9579667 0.059496 0.9642393 16493 1.0032781 up 9.412508 9.407786 0.069586 0.088058 0.004722 1.000502
1612133_aVvi.1247 Transcr ibed locus, moderately similar to NP_172331.1 violaxanthin de-epoxidase precursor, p 3.906152 3.923389 3.785723 3.802557 16 1.965748 1.9721 1.920569 1.92697 0.0098241 10.01462 0.03374781 4831 1.031794 up 1.968924 1.923769 0.004492 0.004526 0.045155 1.023472
1612134_at 45.68959 39.54058 53.48996 54.95457 16 5.513794 5.305262 5.741196 5.780168 0.0803931 3.310561 0.11903026 11212 1.2755809 down 5.409528 5.760682 0.147454 0.027557 -0.351154 0.939043
1612135_aVvi.5422 Transcr ibed locus, moderately similar to NP_200704.2 expressed protein [Arabidopsis thalian 4.531605 4.48022 4.958403 6.130079 16 2.180022 2.16357 2.309876 2.615906 0.1978724 1.899648 0.24930389 13176 1.2235684 down 2.171796 2.462891 0.011634 0.216396 -0.2910948 0.881808
1612136_aVvi.149 Transcr ibed locus, moderately similar to NP_200396.1 nitrate-responsive NOI protein, putativ 9511.084 9139.72 7016.672 6371.346 16 13.2154 13.15793 12.77657 12.63738 0.023762 6.371028 0.04962225 7949 1.3944409 up 13.18667 12.70698 0.040631 0.098422 0.479687 1.03775
1612137_s_at 265.5134 295.763 392.3588 535.2301 16 8.052641 8.208298 8.61603 9.064015 0.0958911 2.99227 0.13703912 11616 1.6352981 down 8.130469 8.840023 0.110066 0.316774 -0.709554 0.919734
1612138_aVvi.15686 Transcr ibed locus 788.5124 769.7817 569.3223 520.853 16 9.62299 9.588305 9.153102 9.024733 0.0161552 7.771989 0.04029566 6655 1.43071 up 9.605648 9.088917 0.024525 0.090771 0.516731 1.056853
1612139_aVvi.14463 Transcr ibed locus 4.659459 4.663539 4.542306 4.570933 16 2.220162 2.221425 2.183425 2.192489 0.0188697 7.176329 0.04372909 7163 1.0230218 up 2.220794 2.187957 8.93E-04 0.006409 0.0328369 1.015008
1612140_aVvi.579 Transcr ibed locus, weakly similar to NP_563680.1 expressed protein [Arabidopsis thaliana] 708.2257 648.6778 486.4949 435.7592 16 9.468065 9.341358 8.926281 8.767387 0.0316119 5.490149 0.0593513 8841 1.4721019 up 9.404712 8.846834 0.089595 0.112355 0.557878 1.06306
1612141_aVvi.3373 Transcr ibed locus, moderately similar to NP_187412.1 glycine-rich protein [Arabidopsis thali 2966.245 3016.418 2364.025 2195.911 16 11.53442 11.55862 11.20703 11.1006 0.0187684 7.196227 0.04354907 7154 1.3128535 up 11.54652 11.15382 0.017112 0.075254 0.392706 1.035208
1612142_aVvi.10820 Transcr ibed locus, weakly similar to NP_609402.1 CG5343-PA [Drosophila melanogaster] 4.210291 4.240941 4.091129 4.402957 16 2.07392 2.084384 2.032499 2.138473 0.9161804 0.118957 0.9290513 16371 1.0043999 down 2.079152 2.085486 0.007399 0.074935 -0.006334 0.996963
1612143_aVvi.14971 Transcr ibed locus 3.457218 3.449599 3.363418 3.382107 16 1.789612 1.786429 1.749928 1.757922 0.0155529 7.924672 0.03954091 6529 1.0239141 up 1.78802 1.753925 0.002251 0.005653 0.0340947 1.019439
1612144_at 6.639172 7.2064 6.113556 5.941583 16 2.731003 2.849279 2.612012 2.570847 0.0865943 3.173441 0.1262194 11389 1.147673 up 2.790141 2.59143 0.083633 0.029108 0.1987115 1.07668
1612145_aVvi.2357 Transcr ibed locus, moderately similar to XP_328247.1 CYTOCHROME C [Neurospora cras 3.656915 3.68371 3.551546 3.569762 16 1.870627 1.881159 1.828447 1.835828 0.0209232 6.80435 0.04597062 7555 1.0307938 up 1.875893 1.832137 0.007448 0.005219 0.0437558 1.023882
1612146_aVvi.4753 Transcr ibed locus, weakly similar to NP_180557.1 peptidyl-prolyl cis- trans isomerase / cyclop 4.671341 4.702539 4.508115 4.558561 16 2.223837 2.23344 2.172524 2.188578 0.0358154 5.141022 0.06473669 9184 1.033893 up 2.228638 2.180551 0.006791 0.011352 0.0480869 1.022053
1612147_aVvi.10047 Transcr ibed locus, moderately similar to NP_188555.1 expressed protein [Arabidopsis thalian 360.0963 375.3113 211.4858 260.7118 16 8.492239 8.551944 7.724416 8.026312 0.0522135 4.203038 0.08535624 10154 1.5656118 up 8.522091 7.875364 0.042218 0.213472 0.6467267 1.08212
1612148_aVvi.6036 Transcr ibed locus, weakly similar to NP_195678.1 SAP domain-containing protein [Arabidops 833.3748 754.616 1022.428 1054.974 16 9.702822 9.559599 9.997784 10.04299 0.0352739 5.182524 0.06409293 9136 1.3096464 down 9.63121 10.02039 0.101274 0.031967 -0.389178 0.961161
1612149_aVvi.3988 Transcr ibed locus, weakly similar to NP_177039.1 cytidine/deoxycytidylate deaminase family p  5.741178 5.81508 5.589822 5.617755 16 2.521347 2.539799 2.482802 2.489994 0.0467502 4.461196 0.07847845 9888 1.0310931 up 2.530573 2.486398 0.013048 0.005085 0.0441748 1.017767
1612150_aVvi.12150 Transcr ibed locus, weakly similar to NP_191316.1 expressed protein [Arabidopsis thaliana] 3.462286 3.480217 3.366579 3.391481 16 1.791725 1.799177 1.751283 1.761915 0.0268036 5.984586 0.05328442 8350 1.027296 up 1.795451 1.756599 0.00527 0.007518 0.0388519 1.022118
1612151_at 6.76246 6.869035 6.326808 6.324028 16 2.757548 2.780108 2.661478 2.660844 0.0108066 9.541437 0.03488153 5142 1.0774846 up 2.768828 2.661161 0.015952 4.48E-04 0.1076673 1.040459
1612152_aVvi.7430 Transcr ibed locus 7859.235 7557.782 7075.775 7340.009 16 12.94017 12.88375 12.78867 12.84157 0.1292532 2.504256 0.17512184 12252 1.0694299 up 12.91196 12.81512 0.039899 0.037401 0.096842 1.007557
1612153_aVvi.1553 Transcr ibed locus 71.89141 59.28956 71.87806 80.43503 16 6.167748 5.889706 6.16748 6.329752 0.3052441 1.366061 0.3607391 14047 1.1646438 down 6.028727 6.248616 0.196605 0.114744 -0.2198887 0.96481
1612154_aVvi.7416 Transcr ibed locus, strongly similar to NP_178068.1 2-dehydro-3-deoxyphosphooctonate aldol 146.6723 112.9284 144.1347 136.6725 16 7.196452 6.819265 7.171273 7.094579 0.5824531 0.649862 0.6268563 15425 1.0905589 down 7.007858 7.132926 0.266712 0.054231 -0.1250677 0.982466
1612155_aVvi.11488 Transcr ibed locus, weakly similar to NP_194189.2 pleckstrin homology (PH) domain-containi 6.58741 6.43208 6.526081 7.570273 16 2.719711 2.685285 2.706217 2.920345 0.4144206 1.021612 0.4697672 14645 1.0798138 down 2.702498 2.813281 0.024343 0.151412 -0.1107826 0.960622
1612156_aVvi.2863 Transcr ibed locus, moderately similar to NP_178286.1 integral membrane family protein [Ara 6.691639 6.730629 6.860786 6.420675 16 2.74236 2.750742 2.778374 2.682725 0.7706024 0.333306 0.7992965 16005 1.011153 up 2.746551 2.730549 0.005927 0.067634 0.0160013 1.00586
1612157_aVvi.10278 Transcr ibed locus, moderately similar to NP_196158.1 laccase, putative / diphenol oxidase, pu 5.309876 5.357769 5.340751 5.516991 16 2.408678 2.421632 2.417043 2.463882 0.407005 1.041499 0.46252972 14608 1.0176961 down 2.415155 2.440462 0.00916 0.03312 -0.0253068 0.98963
1612158_at 7.374343 7.453099 7.081656 7.020587 16 2.882515 2.897841 2.824087 2.811592 0.0181731 7.316493 0.04285752 7037 1.0514195 up 2.890178 2.817839 0.010837 0.008835 0.0723384 1.025672
1612159_at 130.1724 117.4739 216.1165 177.0199 16 7.02428 6.876196 7.755666 7.467768 0.0549927 4.086363 0.0887431 10287 1.5817038 down 6.950238 7.611717 0.104711 0.203574 -0.6614792 0.913097
1612160_aVvi.10641 Transcr ibed locus, weakly similar to NP_177893.1 pathogenesis-related thaumatin family prot 4.510867 4.963659 14.91186 11.30385 16 2.173405 2.311404 3.898388 3.498743 0.0204324 6.888176 0.04545955 7461 2.7437727 down 2.242405 3.698566 0.09758 0.282592 -1.456161 0.60629
1612161_sVvi.6022 Transcr ibed locus, moderately similar to XP_511249.1 PREDICTED: similar to epsilon isofor 5359.714 5147.097 6162.912 6882.725 16 12.38794 12.32954 12.5894 12.74876 0.0673168 3.65685 0.10374985 10771 1.239999 down 12.35874 12.66908 0.041293 0.11269 -0.310339 0.975504
1612162_aVvi.11448 Transcr ibed locus 6.645424 6.71734 6.516012 6.744791 16 2.732361 2.74789 2.703989 2.753774 0.7083364 0.431224 0.74278677 15831 1.0078244 up 2.740126 2.728881 0.01098 0.035203 0.0112443 1.00412
1612163_aVvi.10098 Transcr ibed locus 52.31984 65.18647 67.4274 67.84851 16 5.709286 6.0265 6.075263 6.084245 0.313491 1.335225 0.3693285 14091 1.158181 down 5.867893 6.079754 0.224304 0.006351 -0.211861 0.965153
1612164_aVvi.14689 Transcr ibed locus 7.440059 7.48866 7.83246 7.269454 16 2.895314 2.904707 2.969466 2.861847 0.7993485 0.289655 0.82575965 16070 1.0109035 down 2.900011 2.915656 0.006642 0.076098 -0.0156452 0.994634
1612165_aVvi.6132 Transcr ibed locus, moderately similar to NP_191363.1 seven in absentia (SINA) family protei 230.5104 251.3308 303.8849 280.8956 16 7.848688 7.973443 8.247381 8.13389 0.0801895 3.315319 0.11884543 11201 1.2138331 down 7.911066 8.190636 0.088215 0.08025 -0.2795704 0.965867
1612166_aVvi.8569 Transcr ibed locus 6.78927 6.737976 6.470068 6.542867 16 2.763257 2.752315 2.693781 2.709923 0.0290688 5.736592 0.05608375 8604 1.0395318 up 2.757786 2.701852 0.007737 0.011414 0.055934 1.020702
1612167_sVvi.3157 Transcr ibed locus, moderately similar to NP_194580.1 prohibitin, putative [Arabidopsis thalian 551.8489 605.6082 1114.023 1093.299 16 9.10813 9.242241 10.12156 10.09447 0.0053352 13.63589 0.02951134 2999 1.909022 down 9.175185 10.10802 0.094831 0.019156 -0.932834 0.907713
1612168_aVvi.7867 Transcr ibed locus, moderately similar to NP_913448.1 P0492F05.25 [Oryza sativa (japonica c 3399.491 3501.439 5033.889 5260.756 16 11.7311 11.77373 12.29746 12.36105 0.0043754 15.06818 0.02920871 2479 1.4915761 down 11.75242 12.32926 0.030144 0.04497 -0.5768375 0.953214
1612169_aVvi.7630 Transcr ibed locus, moderately similar to NP_914976.1 putative nascent polypeptide associate        2764.665 2632.566 3995.684 4130.403 16 11.43289 11.36225 11.96423 12.01207 0.0051763 13.84522 0.02949097 2913 1.505846 down 11.39757 11.98815 0.049946 0.033828 -0.590574 0.950737
1612170_at 4.619682 4.649436 4.420966 4.431627 16 2.207794 2.217056 2.144362 2.147836 0.0055154 13.40935 0.02965942 3084 1.0470464 up 2.212425 2.146099 0.006549 0.002457 0.0663255 1.030905
1612171_at 9.545772 9.559179 8.555346 8.541516 16 3.254862 3.256887 3.096826 3.094492 9.30E-05 103.6981 0.01608005 95 1.1174536 up 3.255874 3.095659 0.001432 0.00165 0.1602149 1.051755
1612172_at 8.238081 8.333571 7.499129 7.640112 16 3.042308 3.058935 2.906723 2.933594 0.0143506 8.257545 0.03834067 6213 1.094645 up 3.050622 2.920158 0.011757 0.019 0.1304631 1.044677
1612173_aVvi.4869 Transcr ibed locus, moderately similar to NP_568840.3 calmodulin-binding protein [Arabidops 1191.877 1216.472 1619.758 1506.348 16 10.21902 10.24849 10.66156 10.55684 0.0203521 6.902187 0.04539026 7443 1.2972425 down 10.23375 10.6092 0.020837 0.074051 -0.375448 0.964611
1612174_sVvi.10077 Transcr ibed locus, weakly similar to NP_176053.1 galactinol synthase, putative [Arabidopsis t 4.963637 4.986188 4.74857 4.769398 16 2.311398 2.317937 2.247493 2.253807 0.0050028 14.08501 0.02943507 2816 1.0453725 up 2.314667 2.25065 0.004624 0.004465 0.064017 1.028444
1612175_sVvi.6800 Transcr ibed locus, weakly similar to NP_178207.1 DNAJ heat shock N-terminal domain-conta 2062.935 2257.4 748.3579 597.8709 16 11.01048 11.14045 9.547585 9.22369 0.0104958 9.683934 0.03453259 5043 3.22618 up 11.07546 9.385637 0.091898 0.229028 1.689827 1.180044
1612176_aVvi.590 Transcr ibed locus, moderately similar to NP_566594.2 aldose 1-epimerase family protein [Ara 399.7018 377.2125 331.87 323.454 16 8.64278 8.559234 8.374475 8.337417 0.0330589 5.362597 0.06126856 8957 1.1851436 up 8.601007 8.355946 0.059076 0.026204 0.245061 1.029328
1612177_aVvi.8392 Transcr ibed locus 1265.196 1607.203 1950.267 1759.6 16 10.30515 10.65034 10.92946 10.78103 0.1822382 2.009341 0.23276049 12997 1.299091 down 10.47774 10.85524 0.244087 0.104952 -0.377503 0.965224
1612178_aVvi.6758 Transcr ibed locus, moderately similar to NP_200672.1 selenoprotein-related [Arabidopsis tha 2331.268 2424.908 2805.039 2676.479 16 11.1869 11.24371 11.45381 11.38612 0.0435866 4.631845 0.07458505 9701 1.1524112 down 11.21531 11.41996 0.040174 0.04786 -0.204656 0.982079
1612179_at 265.4713 278.0999 279.3162 302.2188 16 8.052412 8.119459 8.125755 8.23945 0.2805927 1.464746 0.3362737 13852 1.0692997 down 8.085936 8.182602 0.047409 0.080394 -0.096666 0.988186
1612180_at 5.431381 5.471732 5.296948 5.319331 16 2.441319 2.451998 2.405161 2.411245 0.0245961 6.258043 0.05072599 8049 1.0270134 up 2.446658 2.408203 0.007551 0.004302 0.038455 1.015968
1612181_aVvi.7611 Transcr ibed locus, moderately similar to NP_567420.1 expressed protein [Arabidopsis thalian 2001.444 2074.071 1429.294 1378.246 16 10.96683 11.01825 10.48109 10.42862 0.0046349 14.6374 0.02926091 2626 1.4516417 up 10.99254 10.45485 0.036362 0.037101 0.5376855 1.051429
1612182_aVvi.9114 Transcr ibed locus, weakly similar to NP_172814.1 F-box family protein [Arabidopsis thaliana] 113.766 103.8337 101.4644 127.1736 16 6.829926 6.698131 6.664829 6.990656 0.7516648 0.362556 0.78288203 15939 1.0451529 down 6.764029 6.827743 0.093193 0.230394 -0.0637141 0.990668
1612183_at 19.75076 18.93402 19.11058 18.8492 16 4.303836 4.242909 4.2563 4.236431 0.4880392 0.842857 0.5397335 15010 1.0188962 up 4.273373 4.246366 0.043082 0.014049 0.0270072 1.00636
1612184_at 5.287539 5.322888 5.044201 5.056576 16 2.402596 2.412209 2.334626 2.338161 0.0051611 13.86579 0.02947135 2906 1.0504514 up 2.407403 2.336393 0.006797 0.0025 0.0710094 1.030393
1612185_aVvi.7507 Transcr ibed locus, moderately similar to NP_201447.1 (1-4)-beta-mannan endohydrolase, pu 237.9956 308.6824 1049.802 1134.099 16 7.894791 8.26998 10.0359 10.14733 0.0093533 10.26727 0.03325414 4668 4.025677 down 8.082385 10.09162 0.265298 0.078792 -2.009232 0.800901
1612186_aVvi.8586 Transcr ibed locus 53.72201 55.82634 37.14419 44.53394 16 5.747441 5.802874 5.215065 5.476833 0.0849613 3.208153 0.12423179 11353 1.3464949 up 5.775158 5.345949 0.039197 0.185099 0.429209 1.080287
1612187_aVvi.7378 Transcr ibed locus, moderately similar to XP_483291.1 putative alcohol dehydrogenase homol 2512.637 2593.017 2843.364 2735.298 16 11.29499 11.34042 11.47338 11.41748 0.0711281 3.546489 0.10828687 10904 1.0925742 down 11.3177 11.44543 0.032123 0.039528 -0.127732 0.98884
1612188_aVvi.15510 Transcr ibed locus 387.7041 370.586 379.3101 361.1335 16 8.598812 8.533665 8.567234 8.496388 0.5486053 0.7154 0.59622574 15275 1.0241505 up 8.566238 8.531811 0.046066 0.050095 0.034427 1.004035
1612189_at 7.199771 7.278335 6.742908 6.753098 16 2.847951 2.863608 2.753371 2.755549 0.0060309 12.81855 0.03011773 3322 1.0727541 up 2.85578 2.75446 0.011071 0.001541 0.1013196 1.036784
1612190_aVvi.12389 Transcr ibed locus, moderately similar to NP_199079.1 allene oxide synthase (AOS) / hydrope 31.9201 36.93346 69.42432 44.7517 16 4.996393 5.206857 6.117369 5.483871 0.1712633 2.094228 0.22083984 12874 1.6233736 down 5.101625 5.80062 0.14882 0.447951 -0.698995 0.879497
1612191_aVvi.6015 Transcr ibed locus, weakly similar to XP_539937.1 PREDICTED: similar to ubiquitin protein l 124.8586 137.1203 109.7477 111.2713 16 6.964152 7.099298 6.778047 6.797937 0.0703431 3.56851 0.10744649 10868 1.1840523 up 7.031725 6.787992 0.095563 0.014065 0.243733 1.035906
1612192_sVvi.2668 Transcr ibed locus, strongly similar to XP_464900.1 ubiquitin-conjugating enzyme OsUBC5b 8640.018 8399.151 6803.779 6673.476 16 13.07682 13.03603 12.73212 12.70422 0.0052941 13.68902 0.02950386 2970 1.2642239 up 13.05642 12.71817 0.028844 0.019727 0.338252 1.026596
1612193_aVvi.3040 Transcr ibed locus, moderately similar to NP_173478.2 transducin family protein / WD-40 repe 664.5839 574.8151 690.8228 634.2499 16 9.376308 9.166954 9.432172 9.308908 0.5010353 0.814245 0.5521166 15065 1.0709628 down 9.271631 9.37054 0.148035 0.087161 -0.098909 0.989445
1612194_aVvi.13476 Transcr ibed locus, weakly similar to NP_196097.1 amino acid permease family protein [Arabid  337.1974 341.0362 696.4773 781.0841 16 8.39745 8.413781 9.443933 9.609334 0.0054506 13.48952 0.02965705 3050 2.1750045 down 8.405615 9.526633 0.011548 0.116956 -1.121018 0.882328
1612195_aVvi.2861 Transcr ibed locus, weakly similar to NP_565623.1 cytochrome b6f complex subunit (petM), pu 23.96988 12.29891 7.702383 7.390613 16 4.583151 3.620459 2.945305 2.885694 0.1330635 2.459847 0.17929864 12319 2.2756922 up 4.101805 2.915499 0.680726 0.042151 1.1863055 1.406896
1612196_aVvi.7522 GO:000659Samdc gene for S-adenosylmethionine decarboxylase proenzyme, genomic RNA 705.0889 637.9265 283.7146 378.5769 16 9.461661 9.317246 8.148296 8.564443 0.0425699 4.690591 0.0732303 9650 2.0463953 up 9.389454 8.356369 0.102117 0.29426 1.033085 1.123628
1612197_aVvi.8668 Transcr ibed locus 94.3998 100.9113 86.4502 96.9257 16 6.560711 6.656944 6.433797 6.598807 0.4348686 0.968746 0.4895368 14747 1.0662351 up 6.608828 6.516302 0.068047 0.11668 0.0925256 1.014199
1612198_aVvi.14466 Transcr ibed locus 113.6549 123.2702 164.8418 154.7362 16 6.828516 6.94568 7.364938 7.273667 0.0282747 5.820179 0.0550559 8524 1.349294 down 6.887098 7.319303 0.082848 0.064539 -0.4322046 0.94095
1612199_sVvi.4454 Transcr ibed locus, weakly similar to XP_472294.1 OSJNBa0053B21.14 [Oryza sativa (japonic  12.25475 12.31453 11.27473 12.43699 16 3.615269 3.622289 3.49502 3.636565 0.5325672 0.74777 0.58146 15205 1.0374101 up 3.618779 3.565793 0.004964 0.100087 0.0529864 1.01486
1612200_aVvi.7091 Transcr ibed locus, moderately similar to NP_195153.2 TIP41-like family protein [Arabidopsis 930.2404 904.889 976.8747 983.3516 16 9.86146 9.821597 9.93203 9.941564 0.0432909 4.648719 0.07415558 9691 1.068264 down 9.841528 9.936796 0.028187 0.006741 -0.095268 0.990413
1612201_aVvi.679 Transcr ibed locus, moderately similar to NP_567896.1 WD-40 repeat family protein (LEUNIG 1373.345 1404.507 1406.16 1359.115 16 10.42348 10.45585 10.45755 10.40845 0.841747 0.22666 0.8628478 16195 1.00463 up 10.43966 10.433 0.022889 0.034714 0.006664 1.000639
1612202_aVvi.15630 Transcr ibed locus 12.95659 34.19966 12.48852 8.559257 16 3.695614 5.09591 3.642531 3.097486 0.3054506 1.365276 0.36095738 14048 2.0360231 up 4.395762 3.370008 0.990159 0.385405 1.025754 1.304377
1612203_at 3.957143 3.984738 3.781986 3.677176 16 1.984459 1.994485 1.919144 1.878598 0.0492385 4.338425 0.08152565 10026 1.0648136 up 1.989472 1.898871 0.007089 0.02867 0.090601 1.047713
1612204_aVvi.15482 Transcr ibed locus 491.9222 536.1756 601.3704 649.5656 16 8.942287 9.066562 9.23211 9.343331 0.0767945 3.397314 0.1150254 11083 1.2169725 down 9.004424 9.287721 0.087876 0.078645 -0.283297 0.969498
1612205_sVvi.1697 Transcr ibed locus, moderately similar to NP_566216.1 expressed protein [Arabidopsis thalian 260.127 251.1278 120.1363 126.2426 16 8.023072 7.972278 6.908529 6.980055 0.0017295 24.01496 0.02496726 1149 2.0753906 up 7.997675 6.944292 0.035917 0.050577 1.053383 1.15169
1612206_aVvi.8570 Transcr ibed locus 15.81163 17.03728 68.84545 72.25364 16 3.982914 4.090623 6.105289 6.174999 9.29E-04 32.78852 0.02246529 684 4.2971373 down 4.036768 6.140144 0.076162 0.049292 -2.103376 0.657439
1612207_aVvi.7483 Transcr ibed locus, weakly similar to NP_566183.1 zinc finger (CCCH-type) family protein [Ar 692.7388 722.3071 1142.565 1188.108 16 9.436168 9.496469 10.15806 10.21445 0.0032714 17.44068 0.02783547 1939 1.6471105 down 9.466318 10.18626 0.042639 0.039873 -0.719937 0.929323
1612208_aVvi.14946 Transcr ibed locus 262.1466 291.5309 202.146 207.8628 16 8.03423 8.187505 7.659254 7.699488 0.0321033 5.445881 0.06001337 8880 1.3486319 up 8.110868 7.679371 0.108381 0.02845 0.4314965 1.056189
1612209_aVvi.4649 Transcr ibed locus 4.43919 4.462732 4.292882 4.308346 16 2.150296 2.157927 2.101946 2.107134 0.0085511 10.74461 0.03216238 4413 1.0349575 up 2.154112 2.10454 0.005396 0.003668 0.0495716 1.023555
1612210_aVvi.4371 Transcr ibed locus 4.8785 4.89837 4.684925 4.654699 16 2.286438 2.292302 2.228026 2.218688 0.0069032 11.97341 0.03077344 3721 1.0468194 up 2.28937 2.223357 0.004147 0.006603 0.0660126 1.029691
1612211_at 3.195149 3.20609 3.102571 3.117113 16 1.675883 1.680815 1.633464 1.64021 0.009979 9.935454 0.03390677 4884 1.0291919 up 1.678349 1.636837 0.003487 0.00477 0.0415121 1.025361
1612212_at 6.619222 6.690644 6.247255 6.236506 16 2.726662 2.742145 2.643222 2.640738 0.0071202 11.78761 0.03093672 3820 1.0661595 up 2.734403 2.64198 0.010948 0.001757 0.0924232 1.034983
1612213_aVvi.12702 Transcr ibed locus 4.21781 4.233963 4.079742 4.087242 16 2.076494 2.082009 2.028478 2.031128 0.0038056 16.16386 0.02824424 2233 1.0348692 up 2.079251 2.029803 0.0039 0.001874 0.0494485 1.024361
1612214_aVvi.12189 Transcr ibed locus 6.805963 6.836103 6.604235 6.644661 16 2.766799 2.773174 2.723392 2.732195 0.0161893 7.763585 0.04035676 6658 1.029678 up 2.769987 2.727794 0.004508 0.006225 0.0421931 1.015468
1612215_aVvi.4717 Transcr ibed locus, weakly similar to NP_567438.1 chlorophyll A-B binding family protein / ear 4.464842 4.492264 4.337696 4.335183 16 2.158609 2.167443 2.116929 2.116093 0.0089743 10.48482 0.03271661 4553 1.0327673 up 2.163026 2.116511 0.006246 5.91E-04 0.0465151 1.021977
1612216_aVvi.6341 Transcr ibed locus 42.03762 42.3614 40.31728 40.16767 16 5.393609 5.404678 5.333326 5.327963 0.007965 11.13784 0.03158222 4186 1.0486252 up 5.399144 5.330645 0.007827 0.003793 0.0684991 1.01285
1612217_aVvi.12826 Transcr ibed locus, moderately similar to NP_172669.2 fumarylacetoacetase, putative [Arabido 4297.516 4908.143 5767.6 5216.959 16 12.06929 12.26096 12.49376 12.34899 0.1664697 2.133658 0.21573102 12810 1.1943697 down 12.16512 12.42137 0.135533 0.102363 -0.256249 0.97937
1612218_at 9.614856 10.02851 9.503124 10.37533 16 3.265266 3.326035 3.248402 3.375085 0.8401028 0.229076 0.861322 16192 1.0112172 down 3.29565 3.311743 0.042971 0.089578 -0.0160931 0.995141
1612219_aVvi.2542 Transcr ibed locus 5.469418 5.516309 5.210915 5.254557 16 2.451387 2.463703 2.381537 2.393569 0.0147942 8.130045 0.03877961 6331 1.0497111 up 2.457545 2.387553 0.008709 0.008508 0.0699923 1.029315
1612220_aVvi.1164 Transcr ibed locus, moderately similar to NP_199674.1 cyclin family protein [Arabidopsis thali 999.8637 976.9606 820.9065 831.3814 16 9.965588 9.932157 9.681074 9.699367 0.0053831 13.57454 0.02956287 3017 1.1963601 up 9.948872 9.69022 0.023639 0.012935 0.258652 1.026692
1612221_aVvi.14972 Transcr ibed locus 4.469853 4.498445 4.349415 4.287826 16 2.160227 2.169426 2.120822 2.100246 0.040483 4.817886 0.07064322 9513 1.0383502 up 2.164827 2.110534 0.006505 0.014549 0.0542932 1.025725
1612222_aVvi.4887 Transcr ibed locus, weakly similar to NP_568951.1 Per1-like protein-related [Arabidopsis thali 542.6017 570.9542 647.6178 621.3858 16 9.08375 9.157231 9.338999 9.279346 0.0575313 3.98706 0.09182225 10401 1.1397209 down 9.120491 9.309172 0.051959 0.042181 -0.188681 0.979732
1612223_sVvi.2393 Transcr ibed locus 4.705144 4.741037 4.592125 4.611955 16 2.234239 2.245203 2.199162 2.205379 0.0271666 5.942798 0.05369915 8398 1.0262986 up 2.239721 2.20227 0.007753 0.004396 0.0374505 1.017005
1612224_s_at 11.70667 11.76948 10.17065 9.924032 16 3.549259 3.556979 3.34634 3.310926 0.0064544 12.38688 0.03046798 3516 1.1683608 up 3.553119 3.328633 0.005459 0.025041 0.2244859 1.067441
1612225_aVvi.2280 Transcr ibed locus 259.7572 305.6758 349.5112 298.2401 16 8.02102 8.255858 8.449195 8.22033 0.353818 1.197405 0.40980092 14333 1.1457747 down 8.138439 8.334763 0.166056 0.161832 -0.196324 0.976445
1612226_aVvi.7633 Transcr ibed locus, weakly similar to NP_567808.1 protein phosphatase 2C, putative / PP2C, p 135.1416 133.7965 117.2212 129.2485 16 7.078328 7.063896 6.873091 7.014004 0.2134791 1.801124 0.2661195 13317 1.0924479 up 7.071112 6.943547 0.010205 0.099641 0.1275645 1.018372
1612227_aVvi.14408 Transcr ibed locus 3.560313 3.59255 3.488145 3.467546 16 1.832004 1.845008 1.80246 1.793915 0.0352789 5.182133 0.06409509 9137 1.0283409 up 1.838506 1.798188 0.009195 0.006042 0.0403186 1.022422
1612228_aVvi.5506 Transcr ibed locus, moderately similar to NP_189487.2 expressed protein [Arabidopsis thalian 21.82508 22.42899 20.55678 20.26482 16 4.447915 4.487293 4.361543 4.340906 0.0345998 5.235523 0.06320822 9086 1.0840112 up 4.467604 4.351224 0.027844 0.014593 0.1163797 1.026746
1612229_at 5.524696 5.51546 5.330466 5.369125 16 2.465895 2.463481 2.414262 2.424687 0.0137173 8.450082 0.03761549 6052 1.0318362 up 2.464688 2.419474 0.001707 0.007372 0.0452139 1.018687
1612230_at 5.508585 5.575692 5.193961 5.207744 16 2.461682 2.479151 2.376835 2.380658 0.0093802 10.25233 0.03328976 4677 1.0656024 up 2.470416 2.378747 0.012353 0.002703 0.0916693 1.038537
1612231_aVvi.1498 Transcr ibed locus, moderately similar to NP_188517.1 mitochondrial transcr iption termination 3.686382 3.703949 3.579737 3.589863 16 1.882206 1.889064 1.839854 1.843929 0.0082131 10.96622 0.03168828 4302 1.0307851 up 1.885635 1.841891 0.00485 0.002881 0.0437436 1.023749
1612232_aVvi.8297 Transcr ibed locus, weakly similar to NP_188931.1 calcium-transporting ATPase, plasma mem23.22758 39.07689 45.40851 49.40152 16 4.537767 5.288244 5.504891 5.626483 0.2281189 1.716989 0.28172502 13442 1.5720879 down 4.913005 5.565687 0.530667 0.085979 -0.6526816 0.882731
1612233_aVvi.6916 Transcr ibed locus, moderately similar to NP_564560.1 ATP-dependent Clp protease proteoly 699.6646 607.3887 431.7813 430.3882 16 9.45052 9.246476 8.754157 8.749495 0.0280271 5.846956 0.05472894 8501 1.5122242 up 9.348497 8.751825 0.14428 0.003297 0.596672 1.068177
1612234_aVvi.14429 Transcr ibed locus 3.236909 3.234905 3.148118 3.301359 16 1.694617 1.693723 1.65449 1.72306 0.8894175 0.157352 0.9054519 16307 1.0037467 up 1.69417 1.688775 6.32E-04 0.048486 0.0053953 1.003195
1612235_aVvi.7888 Transcr ibed locus, weakly similar to NP_568199.1 D111/G-patch domain-containing protein [A147.6172 137.263 137.8065 145.4656 16 7.205717 7.100799 7.1065 7.184534 0.9165707 0.1184 0.92939025 16372 1.0053797 up 7.153258 7.145517 0.074188 0.055178 0.0077407 1.001083
1612236_aVvi.15847 Transcr ibed locus 4.485973 4.467479 4.326839 4.375081 16 2.165421 2.159461 2.113313 2.12931 0.0404688 4.81879 0.07063653 9510 1.028919 up 2.162441 2.121312 0.004214 0.011311 0.0411293 1.019389
1612237_aVvi.877 Transcr ibed locus, weakly similar to NP_849559.1 WRKY family transcr iption factor [Arabidop 52.46832 54.38422 59.90607 64.92988 16 5.713375 5.765116 5.90463 6.020811 0.0722994 3.514274 0.10960779 10950 1.1675425 down 5.739245 5.96272 0.036587 0.082152 -0.223475 0.962521
1612238_s_at 3868.311 4049.241 2665.499 2984.528 16 11.91749 11.98344 11.38019 11.54329 0.0309009 5.556021 0.05847677 8772 1.403203 up 11.95046 11.46174 0.046632 0.115327 0.488723 1.04264
1612239_aVvi.10430 Transcr ibed locus, moderately similar to NP_177929.1 glycosyl hydrolase family 3 protein [Ar  13.26558 16.72933 210.8438 200.4921 16 3.729615 4.064308 7.720031 7.647402 0.0020387 22.11357 0.02553182 1320 13.801514 down 3.896962 7.683716 0.236663 0.051356 -3.7867546 0.507171
1612240_aVvi.9903 Transcr ibed locus, weakly similar to NP_187368.1 zinc finger (C3HC4-type RING finger) fam 5.270469 5.164949 6.231572 5.170162 16 2.397931 2.368754 2.639596 2.37021 0.4642749 0.897248 0.5170306 14907 1.0879107 down 2.383343 2.504903 0.020632 0.190485 -0.1215601 0.951471
1612241_at 1801.78 1828.897 1929.316 1883.51 12 10.81521 10.83676 10.91387 10.87921 0.0744454 3.457166 0.11224617 11010 1.0501225 down 10.82598 10.89654 0.015238 0.024513 -0.070558 0.993525
1612242_aVvi.5239 Transcr ibed locus, weakly similar to NP_568622.1 F-box family protein (FBX6) [Arabidopsis t 938.6484 858.1368 439.4817 414.9412 16 9.874441 9.745064 8.779659 8.696763 0.0051014 13.94724 0.02943507 2869 2.1016781 up 9.809752 8.738211 0.091484 0.058616 1.071541 1.122627
1612243_aVvi.14746 Transcr ibed locus 5.719151 5.942596 5.201115 5.185393 16 2.515801 2.571093 2.378821 2.374453 0.0265435 6.015039 0.05298795 8314 1.1225737 up 2.543447 2.376637 0.039097 0.003088 0.1668103 1.070188
1612244_sVvi.13137 Transcr ibed locus, moderately similar to XP_507363.1 PREDICTED OJ1047_A06.117 gene     1910.019 2019.609 3972.673 3829.927 16 10.89937 10.97986 11.95589 11.9031 0.0023557 20.56721 0.02616672 1488 1.9860232 down 10.93962 11.9295 0.056914 0.037331 -0.989883 0.917022
1612245_at 5.065436 5.078214 4.791787 4.803005 16 2.340687 2.344321 2.260564 2.263937 9.53E-04 32.36639 0.02248719 702 1.0572039 up 2.342504 2.26225 0.00257 0.002386 0.0802536 1.035475
1612246_aVvi.11198 Transcr ibed locus, weakly similar to NP_850016.1 universal stress protein (USP) family prote 7.827169 7.882904 7.475538 7.475424 16 2.968491 2.978727 2.902177 2.902155 0.0050934 13.95835 0.02943507 2862 1.0507668 up 2.973609 2.902166 0.007238 1.55E-05 0.0714426 1.024617
1612247_aVvi.6525 Transcr ibed locus, weakly similar to NP_177517.1 zinc finger (C3HC4-type RING finger) fam 210.699 232.1075 394.2851 418.1786 16 7.719039 7.85865 8.623096 8.707975 0.0085719 10.7314 0.03218227 4421 1.8361583 down 7.788845 8.665535 0.098719 0.060019 -0.8766904 0.89883
1612248_aVvi.15609 Transcr ibed locus 4.202711 4.208339 4.048317 4.078748 16 2.07132 2.073251 2.017322 2.028127 0.0120395 9.031221 0.03593332 5561 1.0349503 up 2.072286 2.022724 0.001365 0.00764 0.0495615 1.024502
1612249_aVvi.1098 Transcr ibed locus, weakly similar to NP_187361.1 GTP-binding family protein [Arabidopsis th 1219.934 1256.107 2312.294 2348.55 16 10.25259 10.29474 11.17511 11.19756 6.84E-04 38.21938 0.02179512 519 1.8825215 down 10.27367 11.18633 0.029809 0.015871 -0.912667 0.918412
1612250_at 7.057642 7.109022 6.844005 6.80311 16 2.819186 2.829651 2.774841 2.766194 0.0154893 7.941326 0.03951212 6506 1.038068 up 2.824419 2.770518 0.0074 0.006114 0.0539009 1.019455
1612251_aVvi.14867 Transcr ibed locus 205.1424 204.6206 9.544128 9.604452 16 7.680482 7.676807 3.254613 3.263703 1.23E-06 901.5177 0.00510683 3 21.399216 up 7.678645 3.259158 0.002598 0.006428 4.4194863 2.356021
1612252_aVvi.8057 Transcr ibed locus, moderately similar to NP_195483.1 expressed protein [Arabidopsis thalian 335.3812 352.2 305.2915 293.0228 16 8.389658 8.460251 8.254044 8.194869 0.0489276 4.353262 0.08113227 10011 1.1490947 up 8.424954 8.224457 0.049917 0.041843 0.200497 1.024378
1612253_aVvi.5350 Transcr ibed locus, strongly similar to NP_181500.1 expansin, putative (EXP4) [Arabidopsis th 587.6003 804.797 6248.669 6783.171 16 9.198691 9.652481 12.60933 12.72774 0.0051878 13.82968 0.02949601 2919 9.467296 down 9.425587 12.66854 0.320878 0.083729 -3.242952 0.744015
1612254_at 24.47438 22.93299 15.73563 20.24202 16 4.6132 4.519352 3.975963 4.339282 0.1612866 2.178073 0.2102119 12737 1.3274469 up 4.566277 4.157622 0.06636 0.256905 0.4086543 1.09829
1612255_aVvi.15576 Transcr ibed locus 4.173591 4.19133 4.028319 4.021331 16 2.061289 2.067408 2.010178 2.007673 0.0035392 16.76462 0.02809704 2088 1.039164 up 2.064349 2.008925 0.004327 0.001771 0.0554233 1.027589
1612256_aVvi.15706 Transcr ibed locus 6.452937 7.350897 6.337913 8.800478 16 2.689956 2.87792 2.664008 3.137582 0.6914731 0.4587 0.7274006 15781 1.0843698 down 2.783938 2.900795 0.132911 0.334868 -0.1168568 0.959716
1612257_aVvi.14560 Transcr ibed locus 10.32551 9.57192 9.169124 9.297888 16 3.368141 3.258808 3.196784 3.216903 0.1950792 1.918375 0.24642055 13142 1.0767108 up 3.313474 3.206844 0.077309 0.014226 0.1066308 1.033251
1612258_aVvi.13751 Transcr ibed locus, moderately similar to NP_173165.1 translation initiation factor IF-2, chloro 404.1646 451.4178 132.3111 111.4256 16 8.658799 8.818319 7.04779 6.799936 0.0065309 12.3134 0.03049538 3554 3.5178568 up 8.73856 6.923863 0.112798 0.175259 1.814697 1.262093
1612259_at 3.866709 3.900437 3.764192 3.750944 16 1.951106 1.963636 1.91234 1.907254 0.0196065 7.036233 0.04458894 7299 1.0335256 up 1.957371 1.909797 0.00886 0.003596 0.047574 1.024911
1612260_aVvi.8100 Transcr ibed locus, moderately similar to NP_567901.1 2-on-2 hemoglobin (GLB3) [Arabidops 2119.547 1876.12 1162.38 1167.484 16 11.04954 10.87354 10.18287 10.18919 0.0126494 8.806735 0.03659347 5736 1.7117971 up 10.96154 10.18603 0.124454 0.00447 0.775511 1.076135
1612261_at 4.354018 4.309785 4.231444 4.341188 16 2.122347 2.107616 2.08115 2.11809 0.520586 0.772564 0.57036686 15152 1.0107049 up 2.114982 2.09962 0.010417 0.02612 0.0153618 1.007316
1612262_aVvi.1652 Transcr ibed locus, moderately similar to NP_564467.2 expressed protein [Arabidopsis thalian 1184.195 1182.528 1632.239 1513.777 16 10.20969 10.20766 10.67264 10.56394 0.0171598 7.53526 0.04158929 6849 1.3283283 down 10.20868 10.61829 0.001437 0.076862 -0.409612 0.961424
1612263_aVvi.14650 Transcr ibed locus 7.857875 8.016136 7.234198 7.13913 16 2.974139 3.002907 2.854833 2.835748 0.0142143 8.297894 0.03820201 6176 1.1043767 up 2.988523 2.845291 0.020342 0.013495 0.1432323 1.05034
1612264_aVvi.4570 Transcr ibed locus, weakly similar to NP_568776.2 myb family transcr iption factor [Arabidopsis 213.0083 212.0364 190.703 181.1635 16 7.734767 7.728168 7.575183 7.501149 0.0350331 5.201282 0.06375313 9122 1.1433771 up 7.731467 7.538166 0.004666 0.05235 0.1933012 1.025643
1612265_aVvi.1698 Transcr ibed locus 311.0665 350.9719 748.6993 748.98 16 8.281079 8.455212 9.548243 9.548783 0.0053969 13.55707 0.02956287 3028 2.2663465 down 8.368145 9.548513 0.12313 3.82E-04 -1.180368 0.876382
1612266_aVvi.2949 Transcr ibed locus, weakly similar to NP_177329.2 transducin family protein / WD-40 repeat fa 357.3017 354.5785 373.4075 380.3318 16 8.480999 8.469961 8.544607 8.571115 0.0290543 5.738088 0.05606477 8602 1.0587641 down 8.47548 8.557861 0.007805 0.018744 -0.082381 0.990374
1612267_aVvi.1079 Transcr ibed locus, moderately similar to NP_196963.2 isocitrate dehydrogenase, putative / NA751.2187 700.8162 440.1897 478.0602 16 9.553089 9.452892 8.781981 8.901049 0.0135557 8.501372 0.03747728 6004 1.5817002 up 9.502991 8.841515 0.07085 0.084193 0.661476 1.074815
1612268_aVvi.3578 Transcr ibed locus 5.971143 6.019077 5.737767 5.776859 16 2.578007 2.589542 2.52049 2.530285 0.0163832 7.716362 0.04062038 6695 1.0413013 up 2.583775 2.525387 0.008157 0.006927 0.0583875 1.02312
1612269_aVvi.4259 Transcr ibed locus, moderately similar to NP_195026.1 calcineurin B-like protein 10 (CBL10) 67.12554 60.94473 61.0706 60.81715 16 6.06879 5.92943 5.932406 5.926406 0.422877 0.99941 0.4782102 14680 1.0495007 up 5.999109 5.929406 0.098542 0.004242 0.0697033 1.011756
1612270_sVvi.3863 Transcr ibed locus, moderately similar to NP_191513.1 60S ribosomal protein L38 (RPL38B) 11192.59 11080.8 12679.84 13170.31 16 13.45026 13.43578 13.63025 13.685 0.0169688 7.578645 0.04135115 6810 1.1603887 down 13.44302 13.65762 0.01024 0.038716 -0.214608 0.984287
1612271_at 2.659293 2.670947 2.587629 2.600273 16 1.411043 1.417351 1.371631 1.378663 0.0143202 8.266487 0.03829651 6207 1.0274371 up 1.414197 1.375147 0.004461 0.004973 0.03905 1.028397
1612272_aVvi.15113 Transcr ibed locus 1476.036 1426.979 1020.702 1002.743 16 10.52751 10.47875 9.995346 9.969736 0.0027869 18.90298 0.0270467 1702 1.4345406 up 10.50313 9.982541 0.034482 0.018109 0.520589 1.05215
1612273_aVvi.6638 Transcr ibed locus, strongly similar to NP_917525.1 putative chlorophyll a/b-binding protein 2 17734.24 17480.43 282.1333 318.0974 16 14.11425 14.09345 8.140233 8.313325 2.20E-04 67.42212 0.01744732 208 58.77266 up 14.10385 8.226779 0.014705 0.122394 5.877073 1.714383
1612274_at 5.156491 5.407912 4.897719 4.893069 16 2.36639 2.435072 2.29211 2.29074 0.0861722 3.182324 0.12572123 11378 1.0787091 up 2.400731 2.291425 0.048565 9.69E-04 0.1093058 1.047702
1612275_aVvi.12832 Transcr ibed locus, strongly similar to NP_195812.1 protein kinase family protein [Arabidopsis 769.126 735.8572 88.57741 85.38743 16 9.587076 9.523282 6.468867 6.415952 1.77E-04 75.11179 0.0168302 172 8.650419 up 9.55518 6.44241 0.045109 0.037417 3.1127705 1.483169
1612276_aVvi.10926 Transcr ibed locus, weakly similar to NP_195526.1 histone deacetylase (RPD3A) [Arabidopsis 828.1184 840.0474 846.32 852.2378 16 9.693693 9.714327 9.72506 9.735112 0.1510124 2.272182 0.19909167 12591 1.0182384 down 9.70401 9.730085 0.01459 0.007108 -0.026075 0.99732
1612277_aVvi.9858 Transcr ibed locus, weakly similar to NP_173653.1 UDP-glucoronosyl/UDP-glucosyl transfer 13.45472 12.55751 14.73091 16.09106 16 3.75004 3.650479 3.880775 4.008188 0.0943406 3.020703 0.13518402 11585 1.184454 down 3.700259 3.944481 0.070401 0.090094 -0.2442222 0.938085
1612278_aVvi.8921 Transcr ibed locus 536.3096 480.7247 460.962 468.5474 16 9.066922 8.909067 8.848504 8.872051 0.2506394 1.600448 0.30515665 13635 1.0925641 up 8.987995 8.860277 0.11162 0.01665 0.127718 1.014415
1612279_aVvi.994 Transcr ibed locus, moderately similar to NP_566652.1 expressed protein [Arabidopsis thalian 166.7562 190.7318 21.18253 20.55031 16 7.381597 7.575401 4.404803 4.361088 0.0010282 31.16224 0.02259248 752 8.547796 up 7.478499 4.382946 0.13704 0.030911 3.0955525 1.706272
1612280_aVvi.15044 Transcr ibed locus 3.56881 3.581183 3.595543 3.450446 16 1.835443 1.840436 1.84621 1.786783 0.5467298 0.719139 0.5944988 15267 1.0149744 up 1.83794 1.816496 0.003531 0.042021 0.0214432 1.011805
1612281_aVvi.10119 Transcr ibed locus, weakly similar to NP_200227.1 quercetin 3-O-methyltransferase 1 / flavon 29.45185 20.03374 9.879381 9.517931 16 4.880286 4.32436 3.304421 3.250648 0.0416769 4.743918 0.0721843 9584 2.5049622 up 4.602323 3.277534 0.393099 0.038023 1.3247888 1.404203
1612282_aVvi.15750 Transcr ibed locus 4.046385 4.054576 3.894567 3.938384 16 2.016634 2.019551 1.961463 1.977604 0.0273597 5.920903 0.0538826 8428 1.0342313 up 2.018092 1.969533 0.002063 0.011413 0.048559 1.024655
1612283_aVvi.8991 Transcr ibed locus 350.1064 290.0331 176.6366 181.0022 16 8.45165 8.180074 7.46464 7.499864 0.025935 6.088062 0.05229953 8231 1.7821387 up 8.315862 7.482252 0.192033 0.024907 0.83361 1.111412
1612284_aVvi.10667 Transcr ibed locus 14.26743 18.53467 41.64739 43.96972 16 3.834653 4.212155 5.380154 5.458438 0.0185417 7.241356 0.04330738 7107 2.6315124 down 4.023404 5.419296 0.266934 0.055355 -1.3958923 0.742422
1612285_at 5.48141 5.479599 5.232508 5.255252 16 2.454547 2.45407 2.387503 2.39376 0.0024192 20.2942 0.02632542 1524 1.0451263 up 2.454309 2.390631 3.37E-04 0.004425 0.0636773 1.026636
1612286_aVvi.6457 Transcr ibed locus 5.970886 6.009197 4.944605 6.765651 16 2.577945 2.587172 2.305855 2.758229 0.8440394 0.223294 0.8647706 16203 1.0356357 up 2.582559 2.532042 0.006525 0.319877 0.0505166 1.019951
1612287_aVvi.14744 Transcr ibed locus 3.68205 3.701896 3.574004 3.581953 16 1.880509 1.888265 1.837541 1.840747 0.0084916 10.78267 0.03209319 4388 1.0318569 up 1.884387 1.839144 0.005484 0.002266 0.0452429 1.0246
1612288_aVvi.5212 Transcr ibed locus, moderately similar to XP_473370.1 OSJNBb0103I08.11 [Oryza sativa (jap 6.144023 6.473579 5.793122 5.822789 16 2.619184 2.694563 2.534341 2.54171 0.0882917 3.138341 0.12824313 11429 1.0858672 up 2.656874 2.538026 0.053302 0.005211 0.1188476 1.046827
1612289_aVvi.7931 Clone 7 powdery mildew-resistant-like mRNA, partial sequence 143.6593 194.3472 6.591121 7.409375 16 7.166507 7.602493 2.720524 2.889352 0.0025955 19.59035 0.02668185 1613 23.91034 up 7.384501 2.804938 0.308289 0.119379 4.5795627 2.632679
1612290_sVvi.7714 Transcr ibed locus, moderately similar to NP_567786.1 expressed protein [Arabidopsis thalian 71.98431 71.8483 133.9558 124.1199 16 6.169611 6.166883 7.065613 6.955591 0.0042404 15.30771 0.02896383 2429 1.7929754 down 6.168246 7.010602 0.001929 0.077798 -0.8423557 0.879845
1612291_aVvi.4749 Transcr ibed locus, moderately similar to NP_176030.1 calreticulin 1 (CRT1) [Arabidopsis tha 398.419 460.9593 561.7622 589.0486 16 8.638143 8.848496 9.133816 9.202243 0.0616151 3.840011 0.09677708 10569 1.3423038 down 8.743319 9.16803 0.148742 0.048385 -0.424711 0.953675
1612292_at 111.7016 122.0833 191.5237 178.8782 16 6.803506 6.931722 7.581379 7.482834 0.0144852 8.218255 0.03843299 6255 1.5850108 down 6.867614 7.532106 0.090663 0.069682 -0.6644924 0.911779
1612293_aVvi.4127 Transcr ibed locus, strongly similar to NP_565176.1 14-3-3 protein GF14 omega (GRF2) [Ar 6191.623 6295.127 8438.174 8692.188 16 12.5961 12.62002 13.04272 13.0855 0.0028759 18.60707 0.02717416 1756 1.3717798 down 12.60806 13.06411 0.016913 0.030255 -0.456049 0.965091
1612294_aVvi.1016 Transcr ibed locus, weakly similar to NP_849288.1 expressed protein [Arabidopsis thaliana] 148.6207 147.7152 176.2868 138.291 16 7.215491 7.206674 7.46178 7.111563 0.7081445 0.431534 0.7426794 15829 1.0537913 down 7.211083 7.286672 0.006234 0.247641 -0.0755891 0.989626
1612295_aVvi.12620 Transcr ibed locus, moderately similar to NP_568842.1 phosphofructokinase family protein [Ar 8.097891 7.702993 7.343955 7.238825 16 3.017546 2.945419 2.876557 2.855756 0.0915994 3.072638 0.13204247 11516 1.0832202 up 2.981483 2.866156 0.051002 0.014709 0.1153267 1.040237
1612296_aVvi.8631 Transcr ibed locus, weakly similar to NP_191166.1 peptidyl-prolyl cis- trans isomerase, putativ 223.2295 218.1776 295.4437 321.982 16 7.802384 7.769359 8.206739 8.330836 0.0172227 7.521124 0.04165661 6863 1.3975655 down 7.785872 8.268787 0.023352 0.08775 -0.4829155 0.941598
1612297_at 36.92921 42.84365 64.73026 65.49708 16 5.20669 5.42101 6.016368 6.033359 0.0221024 6.614337 0.04750275 7723 1.6369535 down 5.31385 6.024863 0.151547 0.012014 -0.7110132 0.881987
1612298_aVvi.13467 Transcr ibed locus, moderately similar to NP_921979.1 putative protein kinase [Oryza sativa (j 3.417577 3.434596 3.309222 3.32617 16 1.772974 1.780141 1.726492 1.733862 0.0120599 9.023428 0.03595512 5567 1.0326706 up 1.776557 1.730177 0.005068 0.005211 0.0463802 1.026807
1612299_at 123.1467 116.1374 118.8782 147.2818 16 6.944234 6.859689 6.893341 7.202436 0.458559 0.910762 0.51159173 14880 1.106441 down 6.901961 7.047888 0.059783 0.218563 -0.1459267 0.979295
1612300_aVvi.15152 Transcr ibed locus 3.942251 3.973578 3.804372 3.837754 16 1.97902 1.990439 1.927658 1.940262 0.026928 5.970172 0.05340207 8370 1.0358168 up 1.984729 1.93396 0.008075 0.008912 0.0507689 1.026251
1612301_at 1709.912 1549.142 1524.757 1922.54 16 10.73971 10.59725 10.57436 10.9088 0.7264517 0.402196 0.7597197 15874 1.0519755 down 10.66848 10.74158 0.100729 0.236481 -0.073101 0.993195
1612302_aVvi.726 Transcr ibed locus, moderately similar to XP_469987.1 synaptobrevin-like protein [Oryza sativa 1020.042 974.5844 761.7473 706.7735 16 9.994413 9.928643 9.573169 9.465104 0.0198368 6.994025 0.04481296 7348 1.3588557 up 9.961529 9.519136 0.046507 0.076413 0.442393 1.046474
1612303_aVvi.15592 Transcr ibed locus 3.992761 4.007091 3.839423 3.855276 16 1.997387 2.002555 1.94089 1.946834 0.0048912 14.24601 0.02943507 2756 1.0396581 up 1.999971 1.943862 0.003655 0.004203 0.0561091 1.028865
1612304_aVvi.8244 Transcr ibed locus 7.481081 7.474504 6.907965 6.794503 16 2.903247 2.901978 2.788261 2.764368 0.0088532 10.55724 0.03257404 4511 1.0914893 up 2.902612 2.776314 8.97E-04 0.016895 0.1262979 1.045491
1612305_aVvi.1087 Transcr ibed locus, moderately similar to NP_566522.1 glutaredoxin family protein [Arabidops 1767.792 1716.471 1747.867 1673.752 16 10.78773 10.74523 10.77138 10.70887 0.5577427 0.697351 0.60433656 15321 1.018437 up 10.76648 10.74013 0.030054 0.044201 0.026356 1.002454
1612306_aVvi.9351 Transcr ibed locus 5.90244 5.94659 5.734847 5.778607 16 2.561312 2.572063 2.519755 2.530722 0.0326496 5.397828 0.06078109 8917 1.0291468 up 2.566687 2.525238 0.007602 0.007755 0.0414487 1.016414
1612307_aVvi.14376 Transcr ibed locus 3.013612 3.025133 2.927292 2.941292 16 1.591494 1.596998 1.549567 1.55645 0.0112276 9.357815 0.03516247 5297 1.0289962 up 1.594246 1.553008 0.003892 0.004867 0.0412377 1.026553
1612308_aVvi.6135 Transcr ibed locus, weakly similar to NP_680191.1 expressed protein [Arabidopsis thaliana] 113.7382 113.8726 110.3537 111.2397 16 6.829574 6.831276 6.785991 6.797528 0.0219934 6.631264 0.04737599 7706 1.0271631 up 6.830425 6.79176 0.001204 0.008158 0.0386655 1.005693
1612309_aVvi.6970 Transcr ibed locus, moderately similar to NP_197131.2 Rad21/Rec8-like family protein [Arabid  450.6917 428.9436 420.8958 391.097 16 8.815997 8.744644 8.71732 8.611383 0.2110343 1.815915 0.2635072 13295 1.0837039 up 8.780321 8.664351 0.050454 0.074909 0.1159705 1.013385
1612310_aVvi.7306 Transcr ibed locus 4194.66 4229.217 5367.078 4896.263 16 12.03434 12.04618 12.38992 12.25747 0.0508708 4.262711 0.08357807 10104 1.2170916 down 12.04026 12.32369 0.008371 0.093661 -0.2834375 0.977001
1612311_aVvi.1842 Transcr ibed locus, moderately similar to NP_180524.1 thiamine biosynthesis family protein / t 229.5157 211.1664 214.9288 207.1258 16 7.842449 7.722236 7.747715 7.694364 0.4496323 0.932228 0.50332373 14830 1.0434078 up 7.782342 7.721039 0.085003 0.037725 0.0613031 1.00794
1612312_aVvi.9616 Transcr ibed locus, weakly similar to XP_483593.1 HAD superfamily protein involved in N-ace 96.20617 86.90031 89.89195 111.2972 16 6.588058 6.441289 6.49012 6.798274 0.5271308 0.758953 0.57657415 15177 1.0939322 down 6.514673 6.644197 0.103781 0.217898 -0.1295235 0.980506
1612313_at 4.917058 4.942959 5.400869 6.519878 16 2.297795 2.305375 2.433192 2.704845 0.1879057 1.968163 0.23879439 13063 1.2036644 down 2.301585 2.569018 0.00536 0.192088 -0.2674332 0.895901
1612314_aVvi.14864 Transcr ibed locus 852.7015 883.919 1021.994 952.9713 16 9.735897 9.78777 9.99717 9.896289 0.0826081 3.259893 0.12154014 11283 1.1367354 down 9.761833 9.94673 0.03668 0.071334 -0.184897 0.981411
1612315_aVvi.2514 Transcr ibed locus, moderately similar to NP_194222.1 protein transport protein SEC61 gamm 2491.791 2364.476 2573.528 2589.68 16 11.28297 11.20731 11.32953 11.33856 0.1447889 2.333587 0.19198029 12520 1.0635657 down 11.24514 11.33405 0.053502 0.006383 -0.088909 0.992156
1612316_aVvi.9559 Transcr ibed locus, moderately similar to NP_175900.1 lipoxygenase (LOX1) [Arabidopsis tha 4.861352 4.877858 4.627369 4.637533 16 2.281358 2.286248 2.210192 2.213357 0.0016309 24.73146 0.02493529 1084 1.0511931 up 2.283803 2.211775 0.003458 0.002238 0.0720277 1.032566
1612317_aVvi.14901 Transcr ibed locus 24.34933 21.82007 27.67614 25.95839 16 4.60581 4.447584 4.790571 4.698129 0.1407474 2.375453 0.1875653 12457 1.1628398 down 4.526697 4.74435 0.111883 0.065366 -0.2176525 0.954124
1612318_aVvi.14628 Transcr ibed locus 7.75637 7.801646 7.194322 7.190313 16 2.955381 2.963779 2.846859 2.846055 0.0013873 26.8207 0.02397054 956 1.0815673 up 2.95958 2.846457 0.005938 5.69E-04 0.1131235 1.039742
1612319_at 683.5963 750.0393 727.2649 762.6235 16 9.417001 9.550822 9.506337 9.574827 0.5295558 0.753951 0.57874304 15190 1.0400631 down 9.483912 9.540583 0.094626 0.04843 -0.0566715 0.99406
1612320_aVvi.33 Transcr ibed locus, moderately similar to XP_426592.1 PREDICTED: similar to tubulin, alpha 301.6051 302.4304 1181.639 1248.719 16 8.236517 8.240459 10.20657 10.28623 3.94E-04 50.35084 0.01871624 344 4.022004 down 8.238488 10.2464 0.002788 0.056328 -2.007915 0.804037
1612321_aVvi.713 Transcr ibed locus, weakly similar to NP_174429.1 SH3 domain-containing protein 1 (SH3P1) 14.52193 14.57552 15.58697 13.36748 16 3.860161 3.865475 3.962269 3.740656 0.9277451 0.102452 0.9387627 16406 1.007902 up 3.862818 3.851462 0.003758 0.156704 0.0113554 1.002948
1612322_aVvi.6903 Transcr ibed locus 111.7952 87.59511 251.9238 231.9517 16 6.804714 6.452778 7.976843 7.85768 0.020162 6.935653 0.04519432 7404 2.4427667 down 6.628746 7.917262 0.248857 0.084261 -1.288516 0.837252
1612323_at 8.843116 8.919504 8.173822 8.080985 16 3.144555 3.156963 3.031011 3.014531 0.006432 12.40861 0.0304118 3509 1.0927689 up 3.150759 3.022771 0.008774 0.011653 0.1279882 1.042341
1612324_sVvi.7982 Transcr ibed locus, strongly similar to XP_479106.1 putative 40S ribosomal protein [Oryza sat   15646.84 16824.29 17702.95 18293.41 16 13.93358 14.03826 14.1117 14.15904 0.1213998 2.601838 0.16633482 12116 1.1091468 down 13.98592 14.13537 0.074016 0.033471 -0.14945 0.989427
1612325_aVvi.8312 Transcr ibed locus, weakly similar to NP_914475.1 putative phytochrome P450 [Oryza sativa (j 4.918438 4.933228 4.776258 4.793609 16 2.2982 2.302532 2.255881 2.261112 0.0065149 12.32866 0.03048215 3545 1.0294471 up 2.300366 2.258496 0.003063 0.003699 0.0418697 1.018539
1612326_aVvi.8084 Transcr ibed locus, moderately similar to NP_188708.1 expressed protein [Arabidopsis thalian 246.8334 273.7836 277.3055 293.6658 16 7.947394 8.096892 8.115333 8.198031 0.2559432 1.574958 0.31065065 13677 1.0977417 down 8.022143 8.156682 0.105711 0.058477 -0.134539 0.983506
1612327_s_at 5.181627 5.214571 4.985798 4.992051 16 2.373405 2.382549 2.317824 2.319633 0.0061299 12.71359 0.03016719 3372 1.0419228 up 2.377977 2.318728 0.006465 0.001279 0.0592486 1.025552
1612328_aVvi.4619 Transcr ibed locus, weakly similar to NP_566194.1 expressed protein [Arabidopsis thaliana] 804.5789 769.9328 454.6028 439.1454 16 9.65209 9.588589 8.828463 8.778555 0.0024353 20.22701 0.02636745 1531 1.761532 up 9.620339 8.803509 0.044902 0.03529 0.81683 1.092785
1612329_aVvi.11237 Transcr ibed locus, moderately similar to NP_196585.1 annexin 7 (ANN7) [Arabidopsis thalian 6031.053 6229.219 8097.175 8036.869 16 12.55819 12.60484 12.9832 12.97242 0.0036283 16.55644 0.02818367 2135 1.3161241 down 12.58151 12.97781 0.03298 0.007626 -0.396296 0.969464
1612330_aVvi.10544 Transcr ibed locus, weakly similar to NP_177320.1 phosphoribosyltransferase family protein [A 1826.559 1675.566 2773.011 2824.768 16 10.83491 10.71043 11.43724 11.46392 0.0087017 10.64999 0.03233341 4467 1.5998139 down 10.77267 11.45058 0.08802 0.018865 -0.677904 0.940797
1612331_at 6.04635 5.381026 4.536656 5.007149 16 2.596064 2.427881 2.181629 2.32399 0.1429591 2.352339 0.19003975 12488 1.1967845 up 2.511973 2.25281 0.118923 0.100664 0.2591635 1.11504
1612332_aVvi.865 Transcr ibed locus, moderately similar to NP_172291.1 lactoylglutathione lyase, putative / glyo 1128.35 1104.128 966.4387 964.8856 16 10.14 10.10869 9.916534 9.914214 0.0055947 13.31322 0.02976076 3120 1.1558635 up 10.12435 9.915375 0.022138 0.001641 0.208971 1.021075
1612333_at 4.001505 4.016328 3.882532 3.902324 16 2.000543 2.005877 1.956998 1.964334 0.011173 9.381048 0.0351249 5280 1.0299284 up 2.00321 1.960666 0.003772 0.005187 0.0425441 1.021699
1612334_at 160.2183 140.806 50.68676 52.14161 16 7.323895 7.137565 5.663537 5.704363 0.0037805 16.21783 0.02824424 2220 2.9216425 up 7.23073 5.68395 0.131755 0.028869 1.5467796 1.272131
1612335_aVvi.4256 Transcr ibed locus, moderately similar to NP_191566.2 lactose permease-related [Arabidopsi 957.8203 881.9608 177.7361 174.0433 16 9.903611 9.784571 7.473593 7.443302 6.62E-04 38.84338 0.02179512 503 5.2257714 up 9.844091 7.458448 0.084174 0.021419 2.3856435 1.319858
1612336_aVvi.5263 Transcr ibed locus, weakly similar to NP_194662.2 Der1-like family protein / degradation in the 5.726399 5.76918 5.447759 5.483077 16 2.517628 2.528366 2.445663 2.454986 0.009437 10.22096 0.03330535 4703 1.0516634 up 2.522997 2.450324 0.007593 0.006592 0.0726731 1.029659
1612337_aVvi.7020 Transcr ibed locus, moderately similar to NP_565301.1 expressed protein [Arabidopsis thalian 843.31 588.7516 14.83481 15.24102 16 9.719919 9.201515 3.890915 3.929888 0.0021861 21.35284 0.02583135 1404 46.861 up 9.460717 3.910401 0.366567 0.027558 5.5503157 2.419372
1612338_aVvi.6530 Transcr ibed locus, weakly similar to XP_476049.1 putative alliin lyase [Oryza sativa (japonica 6.972313 7.07445 6.622193 6.53395 16 2.801637 2.822618 2.727309 2.707955 0.0220589 6.621091 0.04746871 7714 1.0676918 up 2.812128 2.717632 0.014836 0.013685 0.0944953 1.034771
1612339_aVvi.10339 Transcr ibed locus 114.567 114.8526 499.0912 482.9865 16 6.840048 6.84364 8.96316 8.915839 1.28E-04 88.40321 0.0167938 125 4.2801304 down 6.841844 8.939499 0.00254 0.033461 -2.097655 0.76535
1612340_aVvi.15091 Transcr ibed locus 3.992375 4.006294 3.865868 3.888378 16 1.997248 2.002269 1.950792 1.959169 0.0116837 9.170188 0.03558587 5449 1.0315242 up 1.999758 1.95498 0.00355 0.005923 0.0447776 1.022904
1612341_sVvi.7838 Transcr ibed locus, strongly similar to NP_039384.1 photosystem I assembly protein Ycf3 [Ory 11694.64 12055.82 10942.95 11747.39 16 13.51356 13.55744 13.41771 13.52005 0.3540858 1.196553 0.41008252 14334 1.0472587 up 13.5355 13.46888 0.03103 0.072364 0.066618 1.004946
1612342_at 4.682233 4.724978 4.497173 4.527427 16 2.227197 2.240308 2.169018 2.178692 0.0180011 7.352336 0.04268484 6999 1.0423917 up 2.233752 2.173855 0.009271 0.00684 0.0598975 1.027554
1612343_aVvi.5363 Transcr ibed locus, weakly similar to NP_176762.1 disease resistance-responsive family prote 4.558758 4.606182 4.403523 4.443122 16 2.188641 2.203571 2.138658 2.151574 0.0354919 5.1657 0.06436934 9153 1.0359757 up 2.196106 2.145116 0.010557 0.009133 0.0509901 1.02377
1612344_aVvi.9485 Transcr ibed locus 8.223431 8.014776 7.747084 7.768024 16 3.03974 3.002662 2.953653 2.957548 0.0721204 3.519147 0.10938831 10944 1.0465204 up 3.021201 2.955601 0.026218 0.002754 0.0656004 1.022195
1612345_aVvi.15583 Transcr ibed locus 4.570527 4.579018 4.372307 4.386782 16 2.19236 2.195038 2.128395 2.133163 0.0018833 23.01042 0.02530472 1233 1.0445782 up 2.193699 2.130779 0.001894 0.003372 0.0629206 1.029529
1612346_aVvi.8517 Transcr ibed locus, weakly similar to NP_917685.1 P0686E09.7 [Oryza sativa (japonica cultiva 732.509 686.8807 629.9828 747.7551 16 9.516703 9.423916 9.299169 9.546422 0.7534176 0.359831 0.78455997 15942 1.0334826 up 9.470309 9.422795 0.06561 0.174835 0.047514 1.005042
1612347_aVvi.11882 Transcr ibed locus 8.569341 8.616238 7.642688 7.932392 16 3.099184 3.107058 2.93408 2.987756 0.0345125 5.2425 0.06311005 9078 1.1035893 up 3.103121 2.960918 0.005568 0.037954 0.1422033 1.048027
1612348_x_at 352.743 397.2905 170.867 200.7955 16 8.462474 8.63405 7.41673 7.649582 0.0196991 7.019168 0.04470166 7314 2.0210502 up 8.548262 7.533156 0.121323 0.164652 1.0151056 1.134752
1612349_aVvi.15794 Transcr ibed locus 3.422047 3.445491 3.337114 3.350017 16 1.77486 1.78471 1.738601 1.744169 0.0210233 6.7876 0.04610691 7569 1.0269741 up 1.779785 1.741385 0.006965 0.003937 0.0383999 1.022051
1612350_at 3.123075 3.136632 3.031519 3.054344 14 1.642967 1.649216 1.600041 1.610863 0.0228316 6.504205 0.04841004 7829 1.02857 up 1.646092 1.605452 0.004419 0.007652 0.04064 1.025314
1612351_aVvi.2271 Transcr ibed locus, weakly similar to NP_191663.1 cytochrome P450 family protein [Arabidops 1990.172 2141.403 233.7255 239.6123 16 10.95868 11.06434 7.868671 7.904558 3.19E-04 56.00619 0.01827131 284 8.723422 up 11.01151 7.886615 0.074715 0.025375 3.124894 1.396228
1612352_at 6.094495 6.137231 5.857025 5.773541 16 2.607507 2.617588 2.550168 2.529456 0.0241685 6.315243 0.05018077 7995 1.0517088 up 2.612547 2.539812 0.007128 0.014645 0.0727354 1.028638
1612353_aVvi.1271 Transcr ibed locus 5.007185 5.052691 4.858364 4.823753 16 2.324 2.337052 2.280471 2.270156 0.0219516 6.637792 0.04735399 7694 1.0390121 up 2.330526 2.275313 0.009229 0.007293 0.0552125 1.024266
1612354_aVvi.6623 Transcr ibed locus, weakly similar to NP_566831.1 nodulin MtN21 family protein [Arabidopsis 410.5865 397.1153 493.6552 367.1337 16 8.681542 8.633414 8.94736 8.520162 0.7566055 0.354884 0.78748447 15950 1.0542978 down 8.657478 8.733761 0.034032 0.302075 -0.076283 0.991266
1612355_aVvi.10084 Transcr ibed locus, moderately similar to NP_850516.1 transducin family protein / WD-40 repe 391.5812 385.7107 360.8319 365.2965 16 8.613168 8.591375 8.495183 8.512924 0.0198569 6.990383 0.04482169 7354 1.0704511 up 8.602272 8.504053 0.01541 0.012545 0.098219 1.01155
1612356_aVvi.13065 Transcr ibed locus, moderately similar to NP_201020.1 expressed protein [Arabidopsis thalian 4.893263 5.024609 4.737799 4.65948 16 2.290797 2.329011 2.244217 2.220169 0.0750214 3.442241 0.11288902 11032 1.0553423 up 2.309904 2.232193 0.027022 0.017005 0.077711 1.034814
1612357_s_at 8609.481 9538.933 4581.311 4349.247 16 13.07171 13.21961 12.16155 12.08655 0.0065226 12.32135 0.03048215 3550 2.0301864 up 13.14566 12.12405 0.104582 0.05303 1.021612 1.084263
1612358_aVvi.11207 Transcr ibed locus 4.417207 4.43645 4.238487 4.280016 16 2.143134 2.149406 2.083549 2.097616 0.0185909 7.231494 0.04339008 7112 1.0393542 up 2.14627 2.090583 0.004435 0.009947 0.0556874 1.026637
1612359_at 25.18669 29.50508 69.73573 52.82281 15 4.65459 4.882892 6.123826 5.723089 0.0376447 5.007371 0.06696423 9332 2.2264063 down 4.768741 5.923458 0.161434 0.283364 -1.1547169 0.80506
1612360_aVvi.3279 Transcr ibed locus, strongly similar to NP_189512.1 H+-transporting two-sector ATPase, put 2130.638 2088.886 2258.522 2210.22 16 11.05707 11.02852 11.14116 11.10997 0.0594779 3.915137 0.09418593 10483 1.0590532 down 11.04279 11.12557 0.020189 0.022054 -0.082775 0.99256
1612361_at 78.05832 79.21096 63.23048 57.31498 16 6.28648 6.307628 5.982549 5.84084 0.032865 5.379202 0.06097737 8947 1.3061855 up 6.297054 5.911695 0.014954 0.100203 0.3853598 1.065186
1612362_aVvi.11333 Transcr ibed locus, moderately similar to NP_566037.1 axial regulator YABBY1 (YABBY1) / a 4.382641 4.398009 4.236933 4.277552 16 2.1318 2.136851 2.08302 2.096785 0.026171 6.059445 0.05253184 8270 1.0312704 up 2.134326 2.089903 0.003571 0.009733 0.0444226 1.021256
1612363_aVvi.2030 Transcr ibed locus, moderately similar to XP_468049.1 putative cation diffusion facilitator 8 [O 198.0259 238.0597 607.6252 545.4247 16 7.629545 7.89518 9.247038 9.091236 0.0117692 9.136239 0.03565537 5479 2.651437 down 7.762363 9.169137 0.187832 0.110168 -1.4067745 0.846575
1612364_aVvi.1885 Transcr ibed locus, moderately similar to NP_563944.1 acid phosphatase, putative [Arabidops  566.3873 539.9818 492.83 446.8001 16 9.145645 9.076767 8.944946 8.803486 0.0947845 3.012495 0.13573813 11592 1.1785312 up 9.111206 8.874216 0.048704 0.100028 0.23699 1.026705
1612365_sVvi.4795 Transcr ibed locus, weakly similar to NP_568878.1 CBL-interacting protein kinase 10 (CIPK10 1721.971 1694.168 1976.21 2170.197 16 10.74985 10.72636 10.94852 11.08361 0.0557914 4.054411 0.08972676 10322 1.2124807 down 10.7381 11.01607 0.016606 0.095523 -0.277962 0.974768
1612366_aVvi.400 Transcr ibed locus, weakly similar to NP_568575.1 DegP protease, putative [Arabidopsis thali 110.4196 113.254 146.9769 117.8953 16 6.786852 6.823419 7.199446 6.881362 0.279443 1.469611 0.3351378 13842 1.1771258 down 6.805136 7.040404 0.025856 0.224919 -0.2352686 0.966583
1612367_aVvi.8558 Transcr ibed locus 39.78291 39.22228 36.07451 36.40614 16 5.314077 5.293602 5.172908 5.18611 0.0094632 10.20663 0.0333208 4714 1.0900015 up 5.303839 5.179509 0.014478 0.009335 0.12433 1.024004
1612368_aVvi.152 Transcr ibed locus, moderately similar to NP_565648.1 OTU-like cysteine protease family pro 652.0927 655.6088 705.926 662.9302 16 9.348933 9.356691 9.463373 9.372713 0.2880521 1.43378 0.3436505 13915 1.0462527 down 9.352812 9.418043 0.005486 0.064106 -0.065231 0.993074
1612369_at 4.645953 4.670403 4.486968 4.537573 16 2.215975 2.223547 2.165741 2.181921 0.0358007 5.142136 0.06471717 9183 1.0323484 up 2.219761 2.173831 0.005355 0.011441 0.04593 1.021129
1612370_aVvi.3285 Transcr ibed locus, moderately similar to XP_464027.1 putative hosphatidylinositol/phophatidyl 1840.42 1821.869 2436.311 2398.395 16 10.84582 10.8312 11.25048 11.22785 0.0011283 29.74589 0.0230302 810 1.3201087 down 10.83851 11.23917 0.010335 0.016001 -0.400657 0.964352
1612371_s_at 1046.471 1129.7 1002.189 1071.009 16 10.03132 10.14173 9.968939 10.06476 0.4410895 0.953198 0.49509624 14790 1.0494785 up 10.08652 10.01685 0.078071 0.067753 0.069672 1.006955
1612372_aVvi.5020 Transcr ibed locus, weakly similar to NP_172723.1 AP2 domain-containing protein [Arabidops 6.630386 6.811602 6.422673 6.306808 16 2.729093 2.767994 2.683174 2.65691 0.0789379 3.344956 0.11744968 11156 1.0559207 up 2.748544 2.670042 0.027507 0.018571 0.0785015 1.029401



1612373_aVvi.3517 Transcr ibed locus, weakly similar to NP_195648.1 expressed protein [Arabidopsis thaliana] 46.97032 43.50291 66.38946 73.40065 16 5.553678 5.44304 6.052882 6.197721 0.0204818 6.87961 0.04550574 7467 1.5442889 down 5.498359 6.125301 0.078233 0.102417 -0.6269427 0.897647
1612374_aVvi.10624 Transcr ibed locus, moderately similar to XP_465212.1 unknown protein [Oryza sativa (japonic 205.7074 190.606 225.1243 215.4607 16 7.68445 7.574451 7.814578 7.751281 0.1367365 2.418684 0.1833479 12380 1.1122484 down 7.62945 7.782929 0.077782 0.044758 -0.1534791 0.98028
1612375_sVvi.9076 Transcr ibed locus 144.521 135.2423 139.7303 152.2626 16 7.175136 7.079403 7.126501 7.250418 0.5163165 0.781534 0.56624967 15137 1.0433261 down 7.127269 7.188459 0.067693 0.087623 -0.0611901 0.991488
1612376_aVvi.13112 Transcr ibed locus, moderately similar to NP_194505.2 expressed protein [Arabidopsis thalian 128.6456 143.9207 135.9271 141.3164 16 7.007258 7.16913 7.086689 7.142785 0.7859649 0.309872 0.8133002 16043 1.0185683 down 7.088194 7.114737 0.114461 0.039666 -0.0265426 0.996269
1612377_aVvi.14361 Transcr ibed locus 2.596685 2.609387 2.525251 2.539689 16 1.376671 1.383711 1.336427 1.344652 0.0181329 7.324811 0.0428348 7027 1.0278656 up 1.380191 1.340539 0.004978 0.005816 0.0396518 1.029579
1612378_aVvi.206 Transcr ibed locus, strongly similar to NP_176968.1 glycerate dehydrogenase / NADH-depen 7.74575 7.694964 4.852661 4.87594 16 2.953405 2.943915 2.278776 2.28568 7.75E-05 113.5694 0.0147934 86 1.5871425 up 2.94866 2.282228 0.006711 0.004882 0.6664318 1.292009
1612379_aVvi.11478 Transcr ibed locus, moderately similar to XP_474407.1 OSJNBa0088H09.3 [Oryza sativa (jap 4.228154 4.248181 4.076683 4.110327 16 2.080028 2.086845 2.027396 2.039253 0.0181193 7.327639 0.04282091 7024 1.0353454 up 2.083437 2.033325 0.004821 0.008385 0.0501122 1.024645
1612380_aVvi.8162 Transcr ibed locus, moderately similar to NP_178793.1 hypothetical protein [Arabidopsis thalia 74.5336 116.3818 99.20579 74.72474 16 6.219819 6.862721 6.632353 6.223514 0.7941308 0.297516 0.82118714 16054 1.0817271 up 6.54127 6.427934 0.454601 0.289093 0.1133366 1.017632
1612381_aVvi.14424 Transcr ibed locus 4.372521 4.40648 4.192946 4.201401 16 2.128465 2.139627 2.067964 2.070871 0.007868 11.2071 0.0314613 4149 1.0458157 up 2.134046 2.069418 0.007892 0.002055 0.0646285 1.03123
1612382_aVvi.6213 Transcr ibed locus, weakly similar to NP_565814.1 monooxygenase family protein [Arabidopsis 10.92496 12.86692 7.005114 6.731001 16 3.449556 3.685596 2.808409 2.750821 0.0229538 6.486262 0.04855588 7847 1.7266321 up 3.567576 2.779615 0.166905 0.04072 0.7879607 1.283478
1612383_aVvi.12019 Transcr ibed locus, moderately similar to NP_567662.1 oxysterol-binding family protein [Arabi 13.59993 13.7785 99.1656 87.01225 16 3.765527 3.784347 6.631768 6.443146 0.001175 29.14696 0.02319594 840 6.7858067 down 3.774937 6.537457 0.013308 0.133376 -2.7625203 0.577432
1612384_sVvi.4465 Transcr ibed locus, moderately similar to NP_180340.1 60S acidic ribosomal protein P2 (RPP 3886.566 3813.884 4644.271 4618.016 16 11.92428 11.89705 12.18124 12.17306 0.0028343 18.74357 0.0270467 1731 1.202873 down 11.91066 12.17715 0.019257 0.005783 -0.266484 0.978116
1612385_aVvi.12905 Transcr ibed locus, moderately similar to NP_200780.1 18.1 kDa class I heat shock protein (H  20.19889 12.68775 31.39072 25.47243 16 4.336204 3.665364 4.972266 4.670865 0.1552763 2.232088 0.20368978 12655 1.7663628 down 4.000784 4.821566 0.474356 0.213123 -0.8207816 0.829769
1612386_aVvi.5804 GO:000611Cytochrome P-450-like protein (CYP82) 5.281564 5.314736 5.053534 5.095306 16 2.400966 2.409998 2.337293 2.349169 0.0140602 8.344234 0.03805563 6131 1.0440936 up 2.405482 2.343231 0.006387 0.008398 0.0622511 1.026566
1612387_aVvi.9224 Transcr ibed locus, weakly similar to NP_920590.1 hypothetical protein [Oryza sativa (japonica 4.55426 4.578679 4.416119 4.439714 16 2.187217 2.194932 2.142779 2.150467 0.0146787 8.162707 0.03871865 6293 1.0312907 up 2.191074 2.146623 0.005455 0.005436 0.044451 1.020707
1612388_aVvi.13757 Transcr ibed locus, moderately similar to NP_567566.1 transducin family protein / WD-40 repe 4.534711 4.556267 4.383308 4.400245 16 2.181011 2.187852 2.13202 2.137584 0.0078004 11.25616 0.03143862 4118 1.0349993 up 2.184432 2.134802 0.004838 0.003934 0.0496297 1.023248
1612389_aVvi.123 GO:000652NAD(H) glutamate dehydrogenase 711.9305 668.6096 784.1125 810.2583 16 9.475593 9.38502 9.614917 9.662238 0.0552455 4.07618 0.08904482 10299 1.1553028 down 9.430306 9.638577 0.064044 0.033461 -0.208271 0.978392
1612390_aVvi.12014 Transcr ibed locus, moderately similar to NP_916291.1 B1143G03.11 [Oryza sativa (japonica 633.0473 592.9126 686.6075 692.3021 16 9.30617 9.211676 9.423342 9.435258 0.0700169 3.577766 0.10712562 10850 1.1253531 down 9.258923 9.4293 0.066817 0.008426 -0.170377 0.981931
1612391_aVvi.12190 Transcr ibed locus 16.91573 19.97341 14.32982 13.69679 16 4.080294 4.320009 3.840948 3.775766 0.0875142 3.154298 0.12734777 11408 1.3120241 up 4.200151 3.808357 0.169504 0.046091 0.3917942 1.102877
1612392_aVvi.353 Transcr ibed locus 4.544651 4.549497 4.362031 4.421192 16 2.184169 2.185707 2.125 2.144435 0.0356731 5.151837 0.064585 9169 1.0354232 up 2.184938 2.134718 0.001087 0.013743 0.0502205 1.023526
1612393_s_at 5.639471 5.662312 5.464356 5.421518 16 2.49556 2.501391 2.450051 2.438697 0.0136324 8.47692 0.03753936 6028 1.0382123 up 2.498476 2.444374 0.004123 0.008029 0.0541016 1.022133
1612394_at 4.538119 4.565953 4.353557 4.374817 16 2.182095 2.190916 2.122195 2.129223 0.008495 10.78048 0.03209319 4392 1.0430416 up 2.186505 2.125709 0.006238 0.00497 0.0607967 1.028601
1612395_s_at 399.411 382.6591 655.6911 603.3677 16 8.64173 8.579916 9.356873 9.236894 0.0095372 10.16638 0.03340762 4738 1.6088836 down 8.610823 9.296883 0.043709 0.084838 -0.68606 0.926205
1612396_aVvi.15615 Transcr ibed locus 7.592514 7.456959 6.888194 6.897926 16 2.924578 2.898587 2.784126 2.786163 0.010462 9.699841 0.03450609 5032 1.0915953 up 2.911583 2.785144 0.018378 0.00144 0.1264382 1.045397
1612397_aVvi.7501 Transcr ibed locus 1383.163 1409.59 1425.36 1336.984 16 10.43376 10.46106 10.47711 10.38477 0.7649133 0.342049 0.794786 15977 1.0114808 up 10.44741 10.43094 0.019307 0.065297 0.016469 1.001579
1612398_aVvi.15177 Transcr ibed locus 6.873689 6.947423 6.605741 6.619695 16 2.781085 2.796478 2.72372 2.726765 0.014907 8.098526 0.03885992 6362 1.0450258 up 2.788781 2.725243 0.010885 0.002153 0.0635386 1.023315
1612399_aVvi.3670 Transcr ibed locus, weakly similar to XP_468523.1 C2 domain-containing protein-like [Oryza s 101.1012 106.4597 11.399 10.90317 16 6.659656 6.734163 3.510835 3.446676 2.33E-04 65.46004 0.0180123 214 9.305953 up 6.696909 3.478756 0.052684 0.045367 3.2181539 1.925088
1612400_aVvi.15719 Transcr ibed locus 4.119941 4.144305 3.986546 4.015269 16 2.042624 2.05113 1.995139 2.005497 0.0200948 6.947604 0.04513174 7391 1.0327985 up 2.046877 2.000318 0.006015 0.007324 0.046559 1.023276
1612401_x_at 7.071551 7.044088 6.516112 6.485565 16 2.822027 2.816413 2.704011 2.697232 0.0013742 26.94794 0.0239147 953 1.0856794 up 2.81922 2.700622 0.00397 0.004794 0.1185982 1.043915
1612402_aVvi.6666 Transcr ibed locus, moderately similar to NP_195215.2 xanthine dehydrogenase, putative [Ara 434.643 421.7085 454.3507 395.5086 16 8.763687 8.720102 8.827662 8.627565 0.9018573 0.139468 0.9165423 16335 1.0099481 up 8.741895 8.727613 0.030819 0.14149 0.014282 1.001636
1612403_aVvi.14787 Transcr ibed locus 3.975388 3.992816 3.832446 3.849706 16 1.991096 1.997407 1.938265 1.944748 0.0072756 11.65962 0.03107765 3883 1.0372362 up 1.994251 1.941507 0.004463 0.004584 0.0527446 1.027167
1612404_aVvi.15307 Transcr ibed locus 132.3932 154.5517 176.8491 191.9439 16 7.048685 7.271946 7.466375 7.584541 0.1017164 2.89103 0.14384113 11739 1.2880087 down 7.160316 7.525458 0.157869 0.083556 -0.3651425 0.951479
1612405_aVvi.14404 Transcr ibed locus 3.563408 3.584876 3.443226 3.455581 16 1.833258 1.841923 1.783761 1.788928 0.0095518 10.15845 0.03342509 4743 1.0361592 up 1.837591 1.786345 0.006127 0.003654 0.0512457 1.028687
1612406_aVvi.7632 Transcr ibed locus, strongly similar to NP_567427.1 dehydration-responsive protein-related [A 2260.749 2296.262 4248.613 4297.417 16 11.14259 11.16507 12.05278 12.06925 2.36E-04 65.08353 0.0180123 215 1.8753859 down 11.15383 12.06102 0.0159 0.011651 -0.907187 0.924784
1612407_aVvi.7169 Transcr ibed locus, moderately similar to NP_916550.1 putative vesicle transport v-SNARE pr 840.0618 674.7372 782.781 751.635 16 9.714352 9.398182 9.612465 9.553888 0.8824676 0.167376 0.8989279 16297 1.0188276 down 9.556267 9.583177 0.223566 0.04142 -0.02691 0.997192
1612408_aVvi.8760 Transcr ibed locus 162.725 157.3962 156.0208 157.3309 16 7.346293 7.298256 7.285595 7.297658 0.3414442 1.237607 0.39766088 14254 1.0214707 up 7.322274 7.291627 0.033967 0.008531 0.0306475 1.004203
1612409_aVvi.4238 Transcr ibed locus 4.309815 4.330977 4.171294 4.183875 16 2.107626 2.114693 2.060495 2.06484 0.0072372 11.69088 0.03106309 3867 1.0341834 up 2.111159 2.062667 0.004997 0.003072 0.0484919 1.023509
1612410_at 5.130526 5.152068 4.977457 4.991015 16 2.359107 2.365152 2.315409 2.319333 0.0064198 12.42051 0.03041107 3503 1.0315104 up 2.362129 2.317371 0.004274 0.002775 0.0447582 1.019314
1612411_aVvi.13003 Transcr ibed locus 8.480504 7.860864 6.006092 6.004731 16 3.08415 2.974688 2.586427 2.5861 0.0149127 8.096946 0.03885992 6365 1.359575 up 3.029419 2.586263 0.077401 2.31E-04 0.4431558 1.17135
1612412_aVvi.6917 Transcr ibed locus, moderately similar to NP_186858.1 mitochondrial processi ng peptidase b 4148.674 4180.371 5423.898 5122.274 16 12.01844 12.02941 12.40511 12.32257 0.0146741 8.163993 0.03871865 6290 1.2656839 down 12.02393 12.36384 0.007763 0.058368 -0.339917 0.972507
1612413_at 4.20724 4.221523 4.050506 4.050198 16 2.072874 2.077764 2.018102 2.017992 0.0018181 23.4205 0.02511424 1199 1.040496 up 2.075319 2.018047 0.003457 7.77E-05 0.0572715 1.02838
1612414_aVvi.1558 Transcr ibed locus, strongly similar to NP_193288.1 pyruvate phosphate dikinase family protei 4.514109 4.518754 4.368528 4.352524 16 2.174441 2.175925 2.127147 2.121852 0.0029299 18.4338 0.02737357 1776 1.0357555 up 2.175183 2.1245 0.001049 0.003744 0.0506835 1.023857
1612415_at 140.5421 141.4233 166.1062 165.9246 16 7.134858 7.143876 7.375962 7.374383 3.77E-04 51.51091 0.01871624 329 1.177564 down 7.139367 7.375173 0.006377 0.001116 -0.2358056 0.968027
1612416_at 9.468264 8.76689 10.38593 9.600674 16 3.2431 3.132065 3.376558 3.263135 0.2375218 1.66659 0.2914729 13528 1.0960124 down 3.187583 3.319847 0.078514 0.080202 -0.1322641 0.96016
1612417_aVvi.3254 Transcr ibed locus, weakly similar to NP_568056.1 expressed protein [Arabidopsis thaliana] 1304.742 1300.665 1929.201 1991.504 16 10.34955 10.34503 10.91379 10.95964 0.0015242 25.58471 0.02473649 1021 1.5046461 down 10.34729 10.93672 0.003192 0.032424 -0.589424 0.946106
1612418_aVvi.2400 Transcr ibed locus, weakly similar to NP_564925.1 expressed protein [Arabidopsis thaliana] 348.107 365.4301 1017.243 1051.286 16 8.443387 8.513452 9.990449 10.03794 7.59E-04 36.2885 0.02205423 570 2.8994417 down 8.478419 10.01419 0.049543 0.033581 -1.5357755 0.84664
1612419_aVvi.8212 Transcr ibed locus 5.308151 5.274581 18.60668 14.60313 16 2.408209 2.399057 4.217749 3.868206 0.0111832 9.376726 0.03513112 5283 3.115242 down 2.403633 4.042977 0.006472 0.247164 -1.6393443 0.594521
1612420_aVvi.15721 Transcr ibed locus 126.7916 103.6003 167.554 191.391 16 6.986315 6.694884 7.388482 7.58038 0.0662214 3.690254 0.10240388 10735 1.5624729 down 6.8406 7.484431 0.206072 0.135692 -0.6438315 0.913977
1612421_aVvi.9953 Transcr ibed locus 39.91431 37.90659 38.68654 43.135 16 5.318834 5.244377 5.27376 5.430787 0.5014809 0.813277 0.55257094 15066 1.0502026 down 5.281606 5.352274 0.05265 0.111035 -0.0706678 0.986797
1612422_aVvi.5231 Transcr ibed locus, weakly similar to NP_174226.1 transducin family protein / WD-40 repeat fa 176.5361 238.8045 361.0495 434.7033 16 7.46382 7.899687 8.496053 8.763887 0.065682 3.707002 0.10175921 10715 1.9294871 down 7.681753 8.629971 0.308205 0.189388 -0.948218 0.890125
1612423_aVvi.10250 Transcr ibed locus, moderately similar to NP_851058.1 adaptin family protein [Arabidopsis tha 113.3898 156.6974 217.2781 184.0505 16 6.825147 7.291838 7.763399 7.523958 0.1553647 2.231274 0.20377345 12657 1.5002325 down 7.058493 7.643679 0.330001 0.16931 -0.585186 0.923442
1612424_at 6.2947 6.322448 5.969567 5.811345 16 2.654138 2.660483 2.577626 2.538872 0.0371146 5.045101 0.06634826 9286 1.0710765 up 2.657311 2.558249 0.004487 0.027403 0.0990615 1.038722
1612425_aVvi.6960 Transcr ibed locus, weakly similar to NP_187423.2 expressed protein [Arabidopsis thaliana] 537.051 540.8921 606.2731 667.0539 16 9.068915 9.079197 9.243824 9.38166 0.0745769 3.453745 0.11241242 11013 1.1799172 down 9.074057 9.312742 0.00727 0.097464 -0.238685 0.97437
1612426_aVvi.807 Transcr ibed locus, moderately similar to NP_193466.2 expressed protein [Arabidopsis thalian 314.6663 260.0353 13.06113 12.22629 16 8.297679 8.022564 3.707208 3.611915 0.0010446 30.9156 0.02259248 765 22.636213 up 8.160122 3.659561 0.194536 0.067383 4.5005606 2.229809
1612427_aVvi.2177 Transcr ibed locus, weakly similar to NP_176847.1 cell division protein kinase, putative [Arabid 79.17646 103.8697 70.38742 67.23293 16 6.306999 6.698631 6.137246 6.071096 0.1825032 2.007378 0.23303774 13000 1.3182687 up 6.502815 6.104171 0.276925 0.046775 0.3986442 1.065307
1612428_aVvi.7376 Transcr ibed locus, moderately similar to NP_568486.1 shaggy-related protein kinase alpha / A2918.978 2713.572 2780.111 2757.117 16 11.51125 11.40598 11.44093 11.42895 0.698654 0.446944 0.7341173 15799 1.016547 up 11.45861 11.43494 0.074437 0.008473 0.023676 1.00207
1612429_aVvi.12659 Transcr ibed locus, weakly similar to XP_376567.1 PREDICTED: KIAA1856 protein [Homo sa 6.435243 6.384246 6.021637 5.968343 16 2.685995 2.674516 2.590156 2.57733 0.0078574 11.21477 0.0314613 4141 1.0691856 up 2.680255 2.583743 0.008116 0.009069 0.0965124 1.037354
1612430_at 35.08624 33.02713 34.94611 38.22544 16 5.132834 5.04558 5.12706 5.256461 0.3192696 1.314203 0.37520444 14126 1.0736724 down 5.089207 5.191761 0.061698 0.0915 -0.1025538 0.980247
1612431_aVvi.2515 Transcr ibed locus, weakly similar to NP_565944.1 ubiquitin-specific protease 5, putative (UB 400.7966 364.2866 448.1845 442.4555 16 8.646727 8.50893 8.807949 8.789389 0.0864425 3.176629 0.12605345 11384 1.1654123 down 8.577828 8.798669 0.097437 0.013124 -0.220841 0.974901
1612432_aVvi.2710 Transcr ibed locus 974.0034 1027.043 1624.728 2137.601 16 9.927783 10.00428 10.66598 11.06178 0.0468812 4.454496 0.07864211 9896 1.8632847 down 9.966032 10.86388 0.054092 0.279869 -0.897848 0.917355
1612433_aVvi.4202 Transcr ibed locus, weakly similar to NP_201538.1 expressed protein [Arabidopsis thaliana] 19.77226 19.64397 18.47599 17.92929 16 4.305406 4.296014 4.20758 4.164246 0.0353319 5.178031 0.0641703 9140 1.0828228 up 4.30071 4.185913 0.006641 0.030642 0.114797 1.027425
1612434_aVvi.3189 Transcr ibed locus, moderately similar to NP_850147.1 signal transducer of phototropic respo 2211.951 2124.94 500.4453 454.1621 16 11.1111 11.05321 8.967069 8.827064 0.0011997 28.84524 0.02324235 854 4.547549 up 11.08216 8.897066 0.04094 0.098999 2.185089 1.245597
1612435_sVvi.7526 Transcr ibed locus, weakly similar to XP_476338.1 putative ethylene-inducible protein [Oryza s   437.3175 456.0574 531.2091 518.2179 16 8.772537 8.833072 9.053136 9.017415 0.0220994 6.614815 0.04750275 7721 1.1748451 down 8.802805 9.035275 0.042804 0.025258 -0.23247 0.974271
1612436_sVvi.9672 Transcr ibed locus, weakly similar to NP_565107.1 isoflavone reductase, putative [Arabidopsis 6.310977 6.368322 5.929368 5.9448 16 2.657863 2.670913 2.567878 2.571628 0.005107 13.93949 0.02943507 2872 1.0677953 up 2.664388 2.569753 0.009228 0.002652 0.094635 1.036826
1612437_aVvi.3256 Transcr ibed locus, moderately similar to NP_565249.1 phospholipid/glycerol acyltransferase 403.9605 375.3133 266.3741 337.5227 16 8.658071 8.551951 8.05731 8.398841 0.1695777 2.10792 0.21909171 12849 1.298581 up 8.605011 8.228075 0.075038 0.241499 0.376936 1.045811
1612438_aVvi.9656 Transcr ibed locus, weakly similar to NP_187390.1 basic helix-loop-helix (bHLH) family protei 5.913837 5.946383 5.678515 5.691772 16 2.564095 2.572012 2.505514 2.508878 0.0049586 14.1482 0.02943507 2789 1.0430858 up 2.568054 2.507196 0.005599 0.002379 0.0608578 1.024273
1612439_aVvi.2655 Transcr ibed locus 17.93235 20.97742 9.902538 12.70287 16 4.164493 4.390765 3.307798 3.667083 0.0652028 3.722045 0.10118565 10697 1.7293001 up 4.277629 3.487441 0.159999 0.254052 0.7901884 1.226581
1612440_at 124.8935 129.9475 110.9795 117.6099 16 6.964554 7.021785 6.79415 6.877865 0.0902213 3.099594 0.13039553 11486 1.1150916 up 6.99317 6.836008 0.040468 0.059196 0.1571624 1.02299
1612441_aVvi.13471 Transcr ibed locus, weakly similar to XP_475983.1 protein phosphatase 2C [Oryza sativa (japo 4.094276 4.097843 4.325128 3.994425 16 2.033608 2.034865 2.112743 1.997988 0.7480302 0.36822 0.7793898 15933 1.014753 down 2.034236 2.055365 8.88E-04 0.081144 -0.0211286 0.98972
1612442_aVvi.300 Transcr ibed locus 168.1331 147.004 125.7126 115.7342 16 7.393461 7.199711 6.973985 6.854671 0.0783173 3.359902 0.11676787 11134 1.3033801 up 7.296586 6.914328 0.137002 0.084368 0.382258 1.055285
1612443_aVvi.2313 Transcr ibed locus, weakly similar to NP_915282.1 putative serine/threonine protein kinase [Or 5.259043 5.174736 4.963401 4.974464 16 2.3948 2.371485 2.311329 2.314541 0.0269623 5.966206 0.05342905 8377 1.0498679 up 2.383143 2.312935 0.016486 0.002271 0.0702078 1.030354
1612444_aVvi.7150 Transcr ibed locus, weakly similar to NP_850976.1 Bet v I allergen family protein [Arabidopsis 6.206408 6.269285 5.857052 5.811925 16 2.633759 2.648301 2.550175 2.539016 0.008912 10.52191 0.03261948 4534 1.069128 up 2.64103 2.544595 0.010283 0.00789 0.0964346 1.037898
1612445_aVvi.7176 Transcr ibed locus, weakly similar to NP_181056.1 HEM protein-related [Arabidopsis thaliana 187.67 146.1664 365.3902 266.7932 16 7.552055 7.191468 8.513294 8.059578 0.0874084 3.156485 0.12722728 11405 1.885144 down 7.371761 8.286436 0.254973 0.320826 -0.9146747 0.889618
1612446_aVvi.3060 Transcr ibed locus 5.181763 5.136318 4.951163 4.979545 16 2.373443 2.360735 2.307767 2.316014 0.0183163 7.287031 0.04307792 7058 1.0390018 up 2.367089 2.311891 0.008986 0.005831 0.0551982 1.023876
1612447_aVvi.12100 Transcr ibed locus 6.363841 6.414597 6.98678 6.140141 16 2.669898 2.681358 2.804628 2.618272 0.7381378 0.383719 0.7701944 15910 1.0251404 down 2.675628 2.71145 0.008104 0.131773 -0.0358214 0.986789
1612448_aVvi.7216 Transcr ibed locus, moderately similar to NP_565404.1 no apical meristem (NAM) family prot 436.2114 502.9592 286.3221 292.7854 16 8.768884 8.974298 8.161495 8.1937 0.0217124 6.675482 0.04699123 7670 1.6177555 up 8.871591 8.177597 0.14525 0.022772 0.693994 1.084865
1612449_at 5.016924 5.040056 5.024965 4.796172 16 2.326803 2.33344 2.329114 2.261883 0.4131447 1.025006 0.46864095 14635 1.0242893 up 2.330122 2.295498 0.004693 0.047539 0.0346231 1.015083
1612450_aVvi.2446 Transcr ibed locus, strongly similar to NP_565336.1 SNF7 family protein [Arabidopsis thalian 1361.649 1215.213 857.3997 980.7874 16 10.41114 10.24699 9.743824 9.937797 0.0615295 3.842945 0.09667931 10565 1.4027476 up 10.32907 9.840811 0.116069 0.137159 0.488255 1.049615
1612451_aVvi.15953 Transcr ibed locus 2765.133 2938.409 1242.325 1264.46 16 11.43313 11.52082 10.27883 10.30431 0.0014801 25.96366 0.02457278 999 2.274281 up 11.47698 10.29157 0.062004 0.018016 1.18541 1.115183
1612452_at 5.528986 5.470624 5.178885 5.14331 16 2.467015 2.451705 2.372641 2.362697 0.0097653 10.04517 0.03364966 4817 1.0656185 up 2.45936 2.367669 0.010826 0.007032 0.0916911 1.038726
1612453_aVvi.9493 Transcr ibed locus, moderately similar to NP_172651.1 seryl-tRNA synthetase, putative / serin 222.7635 232.1301 233.8312 230.8924 16 7.799369 7.85879 7.869323 7.851077 0.422145 1.001312 0.4775451 14675 1.0218053 down 7.82908 7.8602 0.042017 0.012902 -0.0311204 0.996041
1612454_aVvi.10551 Transcr ibed locus 129.3449 118.892 128.0859 111.1627 16 7.01508 6.893508 7.000967 6.796528 0.6864002 0.467058 0.722913 15762 1.0392522 up 6.954293 6.898747 0.085964 0.14456 0.0555459 1.008052
1612455_aVvi.15132 Transcr ibed locus 6.08316 6.071636 5.863418 5.912325 16 2.604821 2.602085 2.551742 2.563726 0.0175959 7.438811 0.04217829 6925 1.0321977 up 2.603453 2.557734 0.001934 0.008474 0.0457194 1.017875
1612456_aVvi.3983 Transcr ibed locus, moderately similar to NP_186983.2 short-chain dehydrogenase/reductase 336.6787 337.8051 364.1766 345.2546 16 8.395228 8.400047 8.508494 8.431517 0.2013914 1.87655 0.25314206 13207 1.0514401 down 8.397638 8.470005 0.003407 0.054431 -0.072367 0.991456
1612457_at 2.795125 2.803583 2.721448 2.741871 16 1.482913 1.487272 1.444374 1.455161 0.0260602 6.072828 0.05243515 8250 1.0247875 up 1.485092 1.449768 0.003082 0.007627 0.0353248 1.024366
1612458_aVvi.10328 Transcr ibed locus, moderately similar to NP_909841.1 ribosomal protein L15 [Oryza sativa (ja 554.5355 590.0587 1002.84 1081.305 16 9.115136 9.204715 9.969876 10.07856 0.0065732 12.27334 0.03056899 3568 1.8204463 down 9.159925 10.02422 0.063342 0.07685 -0.864293 0.91378
1612459_aVvi.14752 Transcr ibed locus 3.818615 3.813877 3.676394 3.694322 16 1.93305 1.931258 1.878291 1.88531 0.0051332 13.90367 0.02943507 2889 1.0355186 up 1.932154 1.8818 0.001267 0.004963 0.0503535 1.026758
1612460_sVvi.1064 Transcr ibed locus, weakly similar to NP_572974.1 CG14407-PA [Drosophila melanogaster] 127.8204 135.0262 95.99165 100.0702 16 6.997975 7.077095 6.584837 6.644869 0.0135232 8.511773 0.03744077 5995 1.3404169 up 7.037535 6.614853 0.055946 0.042449 0.4226817 1.063899
1612461_aVvi.7953 Transcr ibed locus, moderately similar to NP_567596.1 expressed protein [Arabidopsis thalian 3380.595 3495.858 3443.208 3418.808 16 11.72306 11.77143 11.74954 11.73928 0.919077 0.114819 0.93130594 16383 1.0019692 up 11.74725 11.74441 0.034202 0.007253 0.002838 1.000242
1612462_aVvi.13846 Transcr ibed locus, weakly similar to NP_181486.1 gibberellin-regulated family protein [Arabid 24.01621 12.88946 179.8303 294.8824 16 4.585937 3.68812 7.490492 8.203996 0.0230617 6.470525 0.04868655 7863 13.088384 down 4.137029 7.847244 0.634852 0.504523 -3.7102153 0.527195
1612463_aVvi.10405 Transcr ibed locus, moderately similar to NP_187983.1 RNA-binding protein, putative [Arabid 417.2483 414.1186 554.0753 570.969 16 8.704762 8.6939 9.113938 9.157269 0.0026108 19.53269 0.02668185 1622 1.353103 down 8.699331 9.135603 0.007681 0.030639 -0.436272 0.952245
1612464_aVvi.9361 Transcr ibed locus, weakly similar to NP_176675.1 cytochrome P450, putative [Arabidopsis tha 5.964359 5.995501 5.893975 5.781169 16 2.576367 2.58388 2.559241 2.531361 0.1373466 2.411994 0.18397845 12393 1.0244309 up 2.580124 2.545301 0.005313 0.019714 0.0348227 1.013681
1612465_at 1394.664 1466.962 1811.838 1828.181 16 10.4457 10.51862 10.82324 10.83619 0.0111607 9.386329 0.0351249 5273 1.2724042 down 10.48216 10.82972 0.051558 0.00916 -0.347557 0.967907
1612466_aVvi.10738 Transcr ibed locus, weakly similar to NP_198593.1 touch-responsive protein / calmodulin-rela 356.5316 456.1379 273.1459 358.0205 16 8.477886 8.833326 8.093528 8.483898 0.2990532 1.38989 0.3545584 14002 1.2895725 up 8.655606 8.288713 0.251334 0.276034 0.366893 1.044264
1612467_aVvi.385 Transcr ibed locus 58.92075 67.96428 52.51341 48.69082 16 5.880704 6.086705 5.714614 5.605578 0.1089089 2.77683 0.15236415 11866 1.2514567 up 5.983705 5.660096 0.145665 0.0771 0.3236086 1.057174
1612468_aVvi.1216 Transcr ibed locus, moderately similar to NP_177178.1 cyclin delta-1 (CYCD1) [Arabidopsis t 4.044907 3.897169 4.082171 7.10865 16 2.016107 1.962427 2.029337 2.829576 0.3868484 1.097678 0.4425008 14513 1.3567824 down 1.989267 2.429456 0.037957 0.565855 -0.4401894 0.818812
1612469_at 4.586719 4.560625 4.397018 4.411194 16 2.197463 2.189232 2.136525 2.141169 0.0074337 11.53359 0.03119524 3952 1.0384989 up 2.193347 2.138847 0.00582 0.003284 0.0544996 1.025481
1612470_aVvi.10132 Transcr ibed locus 58.09942 50.58631 47.52016 44.10995 16 5.860452 5.660675 5.570468 5.463032 0.1645697 2.149718 0.21385299 12775 1.1841182 up 5.760563 5.51675 0.141263 0.075969 0.2438131 1.044195
1612471_at 5.687682 5.737631 5.458889 5.451969 16 2.507841 2.520455 2.448607 2.446777 0.009072 10.42747 0.03283784 4585 1.047141 up 2.514148 2.447692 0.00892 0.001294 0.0664556 1.02715
1612472_aVvi.3280 Transcr ibed locus, weakly similar to NP_173854.1 ribonuclease III family protein [Arabidopsis 798.6631 781.5737 1329.123 1380.922 16 9.641443 9.610238 10.37626 10.43142 0.0016547 24.55297 0.02493529 1097 1.7147474 down 9.625841 10.40384 0.022065 0.039002 -0.777996 0.92522
1612473_aVvi.15240 Transcr ibed locus 4.088276 4.10547 3.970438 3.992318 16 2.031493 2.037547 1.989298 1.997227 0.0143037 8.27136 0.03829651 6199 1.0290107 up 2.03452 1.993262 0.004281 0.005606 0.0412578 1.020699
1612474_aVvi.12102 Transcr ibed locus 30.00958 30.27858 28.64547 27.42897 16 4.907351 4.920226 4.840235 4.777628 0.0816737 3.281026 0.12046433 11255 1.0753874 up 4.913788 4.808932 0.009104 0.04427 0.1048563 1.021804
1612475_x_at 13.00194 14.00377 13.86067 11.63295 16 3.700655 3.807744 3.792925 3.540145 0.5884262 0.638653 0.6324237 15446 1.0626484 up 3.7542 3.666535 0.075723 0.178743 0.0876644 1.023909
1612476_aVvi.1331 Transcr ibed locus, strongly similar to XP_479106.1 putative 40S ribosomal protein [Oryza sat 4054.876 4145.055 7286.243 7319.185 16 11.98544 12.01718 12.83096 12.83747 3.78E-04 51.42496 0.01871624 331 1.7812682 down 12.00131 12.83421 0.022438 0.004602 -0.832905 0.935103
1612477_aVvi.1740 Transcr ibed locus, moderately similar to NP_188127.1 oxidoreductase, zinc-binding dehydrog 933.3768 906.2701 160.4768 177.9606 16 9.866316 9.823797 7.32622 7.475414 0.0010056 31.5112 0.02259248 736 5.442387 up 9.845057 7.400817 0.030065 0.105496 2.44424 1.330266
1612478_aVvi.5890 Transcr ibed locus, weakly similar to XP_418409.1 PREDICTED: similar to zinc finger CCCH 489.0722 584.5115 428.2625 496.2695 16 8.933904 9.191088 8.742352 8.95498 0.328496 1.281577 0.38479438 14172 1.1597637 up 9.062496 8.848665 0.181857 0.150351 0.213831 1.024165
1612479_aVvi.11623 Transcr ibed locus, moderately similar to NP_181346.1 phospholipid/glycerol acyltransferase 4.618386 4.657498 4.432499 4.446795 16 2.207389 2.219555 2.14812 2.152766 0.0105049 9.679672 0.03453259 5048 1.0446566 up 2.213472 2.150443 0.008603 0.003285 0.063029 1.02931
1612480_aVvi.5522 Transcr ibed locus, weakly similar to NP_563937.1 oxygen evolving enhancer 3 (PsbQ) family  34.08511 31.28979 21.35038 21.35654 16 5.09107 4.96762 4.41619 4.416606 0.0099893 9.930246 0.03390677 4888 1.5293796 up 5.029345 4.416398 0.087292 2.94E-04 0.6129466 1.138789
1612481_aVvi.9801 Transcr ibed locus, moderately similar to NP_178954.2 glycerol-3-phosphate transporter, puta 44.28677 46.1436 47.63117 32.76441 16 5.468804 5.528059 5.573834 5.034058 0.5481472 0.716312 0.59580594 15273 1.1443161 up 5.498431 5.303946 0.041899 0.38168 0.1944855 1.036668
1612482_aVvi.2145 Transcr ibed locus, moderately similar to NP_176247.2 eukaryotic pantothenate kinase family p 711.4751 706.4045 581.8651 527.6328 16 9.474669 9.464351 9.184541 9.04339 0.037404 5.024401 0.06667904 9312 1.279468 up 9.46951 9.113966 0.007296 0.099808 0.355544 1.039011
1612483_aVvi.6113 Transcr ibed locus, moderately similar to NP_177399.1 tRNA synthetase beta subunit family p 90.76827 102.6321 105.41 106.519 16 6.504116 6.681338 6.719868 6.734966 0.2691032 1.514524 0.3243775 13772 1.0978568 down 6.592727 6.727417 0.125315 0.010676 -0.13469 0.979979
1612484_aVvi.11729 Transcr ibed locus, moderately similar to NP_201349.2 kinesin motor protein-related [Arabido 1063.075 1056.869 416.5797 432.7666 16 10.05403 10.04558 8.702449 8.757445 4.44E-04 47.44159 0.01871624 391 2.4964147 up 10.04981 8.729947 0.005973 0.038888 1.319858 1.151187
1612485_aVvi.10821 Transcr ibed locus 50.57396 80.84292 45.70439 25.96315 16 5.660323 6.33705 5.514261 4.698393 0.2342745 1.683697 0.28806514 13500 1.8562086 up 5.998686 5.106327 0.478518 0.576905 0.892359 1.174756
1612486_aVvi.6594 Transcr ibed locus, moderately similar to NP_680453.1 expressed protein [Arabidopsis thalian 355.695 364.2026 415.4223 414.7964 16 8.474497 8.508597 8.698435 8.69626 0.0068214 12.04571 0.03073394 3680 1.1533265 down 8.491547 8.697348 0.024113 0.001538 -0.205801 0.976337
1612487_aVvi.3151 Transcr ibed locus 623.3799 627.2224 796.1914 792.9449 16 9.283968 9.292833 9.636971 9.631077 2.37E-04 64.92899 0.0180123 217 1.2706996 down 9.288401 9.634024 0.006269 0.004168 -0.345623 0.964125
1612488_aVvi.14996 Transcr ibed locus 5.087717 7.440088 4.887468 4.884315 16 2.347018 2.89532 2.289087 2.288156 0.3489538 1.213007 0.40509966 14300 1.2592347 up 2.621169 2.288622 0.387708 6.58E-04 0.332547 1.145304
1612489_aVvi.15729 Transcr ibed locus 3.548938 3.564366 3.477087 3.472157 16 1.827387 1.833645 1.797879 1.795832 0.0094308 10.22438 0.03329499 4700 1.0236061 up 1.830516 1.796856 0.004425 0.001447 0.0336606 1.018733
1612490_aVvi.14962 Transcr ibed locus 701.2147 936.0294 589.1339 787.5966 16 9.453712 9.87041 9.202452 9.621313 0.4862439 0.846871 0.5380313 15003 1.1893549 up 9.662062 9.411882 0.29465 0.29618 0.25018 1.026581
1612491_aVvi.15349 Transcr ibed locus 5.540865 5.577931 5.26913 5.256809 16 2.470111 2.47973 2.397565 2.394187 0.0041326 15.50732 0.0288036 2381 1.0563183 up 2.474921 2.395876 0.006801 0.002388 0.0790445 1.032992
1612492_aVvi.4129 Transcr ibed locus, weakly similar to NP_565913.1 ribulose bisphosphate carboxylase/oxygena 5.926953 5.97518 5.604749 5.579273 16 2.567291 2.578982 2.48665 2.480077 0.0055341 13.38652 0.02968837 3092 1.0642027 up 2.573136 2.483363 0.008267 0.004648 0.0897729 1.03615
1612493_aVvi.6668 Transcr ibed locus, weakly similar to NP_179983.1 MIF4G domain-containing protein / MA3 d 3627.214 3663.661 4652.219 4688.839 16 11.82465 11.83907 12.1837 12.19502 6.57E-04 39.00907 0.02170313 501 1.2812055 down 11.83186 12.18936 0.010198 0.007998 -0.357502 0.970671
1612494_aVvi.5240 Transcr ibed locus, weakly similar to NP_201321.1 VQ motif-containing protein [Arabidopsis t 553.3331 505.5675 585.7872 546.6046 16 9.112004 8.98176 9.194233 9.094354 0.3571117 1.186983 0.41306826 14352 1.0698513 down 9.046883 9.144293 0.092097 0.070625 -0.09741 0.989347
1612495_aVvi.1099 Transcr ibed locus, weakly similar to NP_197267.1 glycine/proline-rich protein [Arabidopsis th 6337.997 5950.434 5637.975 5689.235 16 12.62981 12.53878 12.46096 12.47402 0.1262765 2.540241 0.17179155 12202 1.0843309 up 12.5843 12.46749 0.064369 0.009233 0.116805 1.009369
1612496_aVvi.15416 Transcr ibed locus 15.4389 15.25337 35.74617 31.40587 16 3.948498 3.931057 5.159717 4.972962 0.0068589 12.01238 0.03077144 3699 2.1833782 down 3.939777 5.06634 0.012333 0.132055 -1.1265621 0.777638
1612497_aVvi.5813 Transcr ibed locus 39.96296 35.69741 34.39763 33.919 16 5.320591 5.157748 5.104237 5.084022 0.21913 1.767774 0.2719184 13378 1.1057613 up 5.23917 5.09413 0.115148 0.014295 0.14504 1.028472
1612498_s_at 8.99633 9.05477 8.181836 7.988589 12 3.169337 3.178678 3.032425 2.997941 0.012415 8.891064 0.03637724 5665 1.1163772 up 3.174007 3.015183 0.006605 0.024384 0.1588247 1.052675
1612499_aVvi.15321 Transcr ibed locus 4.426266 4.49755 4.276798 4.297948 16 2.14609 2.169139 2.096531 2.103648 0.0412607 4.769346 0.07172885 9549 1.040679 up 2.157615 2.10009 0.016298 0.005032 0.0575251 1.027392
1612500_at 5.043269 5.077276 4.882647 4.880213 16 2.334359 2.344055 2.287664 2.286944 0.0086579 10.67727 0.03227166 4453 1.0366315 up 2.339207 2.287304 0.006856 5.09E-04 0.051903 1.022692
1612501_aVvi.15674 Transcr ibed locus 755.1924 769.5181 884.4853 821.401 16 9.5607 9.587811 9.788694 9.681943 0.0997254 2.924684 0.1415078 11699 1.1181108 down 9.574256 9.735319 0.01917 0.075485 -0.161063 0.983456
1612502_aVvi.7384 Transcr ibed locus, moderately similar to XP_474131.1 OSJNBb0059K02.8 [Oryza sativa (japo 1378.349 1261.676 1778.661 1720.457 16 10.42873 10.30113 10.79658 10.74858 0.0268397 5.980387 0.05331107 8357 1.3265233 down 10.36493 10.77258 0.090227 0.033941 -0.40765 0.962159
1612503_at 530.2446 562.2678 164.2777 144.5938 16 9.050514 9.135114 7.359993 7.175863 0.0030683 18.01159 0.02768036 1835 3.5427897 up 9.092814 7.267928 0.059821 0.130199 1.8248859 1.251088
1612504_sVvi.6696 Transcr ibed locus, weakly similar to NP_566396.1 harpin-induced family protein / HIN1 family 12316.52 13297.06 13251.09 12159.9 16 13.58831 13.69882 13.69382 13.56984 0.9006156 0.14125 0.9154485 16332 1.0081632 up 13.64356 13.63183 0.078145 0.087666 0.011729 1.00086
1612505_aVvi.2027 Transcr ibed locus, moderately similar to NP_191779.1 expressed protein [Arabidopsis thalian 10.23902 10.28974 10.27566 10.05197 16 3.356005 3.363134 3.361159 3.329406 0.4725228 0.878052 0.5248427 14946 1.0099523 up 3.35957 3.345283 0.005041 0.022453 0.0142872 1.004271
1612506_at 51.56023 51.28875 54.12489 48.91243 16 5.688187 5.680571 5.75822 5.612129 0.9923028 0.010884 0.99361944 16579 1.0005522 down 5.684379 5.685175 0.005385 0.103302 -0.0007964 0.99986
1612507_at 4.098014 4.120578 3.992757 4.0092 16 2.034925 2.042847 1.997385 2.003315 0.0160863 7.789009 0.04020934 6640 1.0270711 up 2.038886 2.00035 0.005601 0.004193 0.038536 1.019265
1612508_aVvi.15495 Transcr ibed locus 4.967784 5.009957 4.935497 4.839447 16 2.312603 2.324798 2.303196 2.274842 0.1943516 1.923313 0.24574445 13129 1.0207869 up 2.3187 2.289019 0.008624 0.020049 0.0296817 1.012967
1612509_aVvi.1695 Transcr ibed locus, weakly similar to NP_175244.1 glycoside hydrolase family 28 protein / poly 105.6029 108.4083 853.9013 881.5796 16 6.722505 6.760331 9.737926 9.783947 9.73E-05 101.3748 0.0161524 99 8.108971 down 6.741418 9.760937 0.026747 0.032542 -3.019519 0.690653
1612510_aVvi.14489 Transcr ibed locus 901.2661 873.9247 581.3845 591.6375 16 9.815809 9.771365 9.183349 9.20857 0.0018229 23.38982 0.02511424 1204 1.5132262 up 9.793587 9.195959 0.031427 0.017834 0.597628 1.064988
1612511_at 314.9404 389.4631 221.5544 227.7685 16 8.298935 8.605343 7.791517 7.831425 0.0535275 4.146774 0.08693638 10221 1.5590508 up 8.452139 7.811471 0.216663 0.028219 0.640668 1.082016
1612512_aVvi.5975 Transcr ibed locus, weakly similar to NP_564783.1 expressed protein [Arabidopsis thaliana] 5.136612 5.181801 4.977113 5.1202 16 2.360817 2.373454 2.315309 2.3562 0.2801981 1.466412 0.33582512 13851 1.0219897 up 2.367135 2.335755 0.008935 0.028914 0.0313807 1.013435
1612513_at 6.762879 6.908908 6.416631 6.378077 16 2.757638 2.788458 2.681816 2.673122 0.0269349 5.96937 0.05340657 8372 1.0684938 up 2.773047 2.677469 0.021793 0.006148 0.0955786 1.035697
1612514_at 5.412128 5.450425 5.143238 5.199903 16 2.436196 2.446369 2.362677 2.378485 0.0172182 7.522121 0.04165192 6862 1.0502273 up 2.441282 2.370581 0.007193 0.011178 0.0707016 1.029825
1612515_s_at 5.408969 5.405845 5.184054 5.212309 16 2.435354 2.43452 2.374081 2.381923 0.0047619 14.43957 0.02932456 2691 1.0402536 up 2.434937 2.378002 5.89E-04 0.005545 0.0569353 1.023942
1612516_aVvi.7121 Transcr ibed locus, strongly similar to NP_195650.1 brassi nosteroid insensitive 1 (BRI1) [Ara 52.08336 41.79976 73.38026 55.80476 16 5.702751 5.385423 6.19732 5.802316 0.2138514 1.798891 0.26650652 13320 1.371478 down 5.544087 5.999818 0.224385 0.27931 -0.4557315 0.924042
1612517_aVvi.15637 Transcr ibed locus 3.686703 3.698102 3.566788 3.603724 16 1.882331 1.886785 1.834626 1.849489 0.0317413 5.478395 0.05951754 8853 1.0298978 up 1.884558 1.842057 0.003149 0.01051 0.0425012 1.023073
1612518_aVvi.10661 Transcr ibed locus, moderately similar to NP_565189.1 pathogenesis-related family protein [A 5.910161 5.969473 5.784867 6.493936 16 2.563197 2.577604 2.532284 2.699093 0.6427194 0.540977 0.68316966 15618 1.0318891 down 2.570401 2.615688 0.010187 0.117952 -0.0452878 0.982686
1612519_aVvi.14611 Transcr ibed locus 283.5419 248.0543 235.9548 192.5267 16 8.147418 7.954512 7.882367 7.588915 0.2143674 1.795804 0.26698637 13329 1.2442918 up 8.050965 7.735641 0.136405 0.207502 0.3153245 1.040763
1612520_at 747.5757 715.5147 674.4772 702.9022 16 9.546076 9.482838 9.397626 9.45718 0.1829173 2.004317 0.23345578 13007 1.0621991 up 9.514457 9.427403 0.044716 0.042111 0.0870545 1.009234
1612521_s_at 4035.33 3604.788 2163.628 1883.417 16 11.97847 11.8157 11.07924 10.87914 0.0191763 7.117069 0.04404595 7227 1.8893608 up 11.89709 10.97919 0.115097 0.141492 0.917898 1.083603
1612522_aVvi.11347 Transcr ibed locus, moderately similar to NP_187991.1 endomembrane protein 70, putative [Ar 681.9155 704.9542 1787.078 1913.785 16 9.413449 9.461386 10.80339 10.90221 0.0015022 25.77199 0.02465859 1010 2.6673043 down 9.437418 10.8528 0.033896 0.069881 -1.415382 0.869584
1612523_aVvi.12142 Transcr ibed locus 70.88547 69.77554 70.64954 57.73731 16 6.147418 6.12465 6.142608 5.851432 0.4415985 0.951937 0.49543306 14797 1.1011524 up 6.136034 5.99702 0.0161 0.205893 0.139014 1.023181
1612524_aVvi.10520 Transcr ibed locus, weakly similar to NP_187286.1 dehydroquinate dehydratase, putative / shik 36.08397 36.18304 39.23063 34.94463 16 5.173286 5.177242 5.293909 5.126999 0.714343 0.421545 0.7484709 15844 1.0246918 down 5.175264 5.210454 0.002797 0.118023 -0.03519 0.993246
1612525_aVvi.12401 Transcr ibed locus, weakly similar to NP_171637.1 aspartyl protease family protein [Arabidops  4.016518 4.029692 3.900661 3.890517 16 2.005945 2.01067 1.963719 1.959962 0.0041916 15.39722 0.0288901 2405 1.032733 up 2.008308 1.96184 0.003341 0.002656 0.0464673 1.023686
1612526_sVvi.13134 Transcr ibed locus, strongly similar to NP_051070.1 photosystem I assembly protein ycf4 [Ara 3623.499 4180.047 3543.559 3224.956 16 11.82317 12.0293 11.79098 11.65506 0.2415038 1.646023 0.29559463 13563 1.1512585 up 11.92624 11.72302 0.14576 0.09611 0.203212 1.017334
1612527_at 5.386363 5.398997 5.232612 5.258216 16 2.429312 2.432691 2.387531 2.394574 0.0094231 10.22862 0.03329499 4695 1.0280776 up 2.431001 2.391052 0.00239 0.00498 0.0399492 1.016708
1612528_aVvi.14484 Transcr ibed locus 4.792137 4.814592 4.731295 4.674667 16 2.260669 2.267414 2.242235 2.224864 0.0820446 3.272595 0.12087782 11267 1.0213603 up 2.264041 2.23355 0.004769 0.012283 0.0304918 1.013652
1612529_aVvi.7481 Transcr ibed locus, moderately similar to NP_172203.1 phosphoesterase family protein [Arabi 78.05308 89.00131 57.7151 57.6733 16 6.286384 6.475755 5.850877 5.849832 0.0303881 5.60494 0.05786882 8717 1.4446449 up 6.381069 5.850354 0.133906 7.39E-04 0.530715 1.090715
1612530_aVvi.12648 Transcr ibed locus 52.20261 53.31998 49.41679 52.56738 16 5.70605 5.736604 5.626929 5.716096 0.4013276 1.057 0.45676568 14586 1.0351316 up 5.721327 5.671513 0.021605 0.06305 0.0498144 1.008783
1612531_aVvi.11048 Transcr ibed locus, weakly similar to XP_474418.1 OSJNBa0088H09.14 [Oryza sativa (japonic 6.547387 6.53882 6.043908 6.02453 16 2.710919 2.70903 2.595482 2.590849 4.58E-04 46.69433 0.01885422 402 1.0843343 up 2.709975 2.593165 0.001336 0.003276 0.1168096 1.045045
1612532_aVvi.15335 Transcr ibed locus 3.874317 3.88941 3.743047 3.79879 16 1.953942 1.959552 1.904213 1.92554 0.0628779 3.797376 0.09834287 10613 1.0294476 up 1.956747 1.914877 0.003966 0.01508 0.0418703 1.021866
1612533_aVvi.6489 Transcr ibed locus 4.805553 4.822637 4.63699 4.674322 16 2.264703 2.269822 2.213189 2.224757 0.0167281 7.634396 0.04107059 6761 1.0340384 up 2.267263 2.218973 0.00362 0.00818 0.0482898 1.021762
1612534_aVvi.15365 Transcr ibed locus 6.277362 6.231561 6.098367 6.644694 16 2.650158 2.639594 2.608423 2.732203 0.721857 0.409513 0.7555809 15860 1.0177878 down 2.644876 2.670313 0.00747 0.087526 -0.025437 0.990474
1612535_sVvi.4842 Transcr ibed locus, weakly similar to NP_195899.1 In2-1 protein, putative [Arabidopsis thaliana 7751.627 7460.379 9217.412 9315.56 16 12.92028 12.86503 13.17015 13.18543 0.0099543 9.947948 0.03389936 4873 1.2185189 down 12.89266 13.17779 0.039068 0.010804 -0.285129 0.978363
1612536_sVvi.1158 Transcr ibed locus 276.9866 395.2679 2074.772 2249.273 16 8.113672 8.626687 11.01874 11.13524 0.0093116 10.29053 0.03316811 4659 6.5287642 down 8.37018 11.07699 0.362756 0.082383 -2.70681 0.755637
1612537_aVvi.8231 Transcr ibed locus, weakly similar to XP_470746.1 putative gag-pol polyprotein [Oryza sativa] 31.12037 32.27926 30.28704 30.28543 16 4.959787 5.012536 4.920629 4.920552 0.130784 2.486198 0.17674203 12284 1.0464989 up 4.986161 4.92059 0.037299 5.43E-05 0.0655706 1.013326
1612538_aVvi.5930 Transcr ibed locus, moderately similar to NP_850068.1 expressed protein [Arabidopsis thalian 6.000771 5.917876 5.616104 5.675307 16 2.585148 2.56508 2.48957 2.504699 0.0249983 6.205572 0.05119924 8105 1.0555388 up 2.575114 2.497134 0.014191 0.010698 0.0779796 1.031228
1612539_aVvi.5632 Transcr ibed locus, weakly similar to XP_472791.1 OSJNBb0048E02.12 [Oryza sativa (japonic 4.873433 4.907832 4.719489 4.761417 16 2.284938 2.295086 2.238631 2.251391 0.0312814 5.520489 0.05892088 8812 1.031684 up 2.290012 2.245011 0.007175 0.009023 0.0450012 1.020045
1612540_sVvi.8612 Transcr ibed locus, weakly similar to NP_195214.1 amidase family protein [Arabidopsis thalian 5.524184 5.57082 5.295706 5.285945 16 2.465761 2.47789 2.404823 2.402161 0.008154 11.00643 0.03164294 4273 1.0485047 up 2.471826 2.403492 0.008576 0.001882 0.0683334 1.028431
1612541_at 17.10465 14.77557 13.64104 11.73628 15 4.096317 3.885141 3.769881 3.552903 0.1615885 2.175433 0.21057236 12739 1.2564361 up 3.990729 3.661392 0.149324 0.153427 0.3293373 1.089949
1612542_aVvi.10552 Transcr ibed locus, weakly similar to NP_566596.1 expressed protein [Arabidopsis thaliana] 3.354359 3.357228 3.262551 3.283099 16 1.746037 1.74727 1.706001 1.715058 0.0156327 7.903946 0.03965989 6543 1.0253557 up 1.746654 1.710529 8.72E-04 0.006404 0.0361245 1.021119
1612543_aVvi.3194 Transcr ibed locus 5.161788 5.044863 5.021749 4.880883 16 2.367871 2.334815 2.32819 2.287142 0.2392756 1.657477 0.293387 13538 1.0307374 up 2.351343 2.307666 0.023374 0.029025 0.043677 1.018927
1612544_aVvi.1470 Transcr ibed locus, moderately similar to NP_198911.1 50S ribosomal protein L27, chloroplas 713.1321 672.3516 315.2145 336.1581 16 9.478025 9.393072 8.30019 8.392996 0.0033207 17.31011 0.02783547 1970 2.1272004 up 9.435549 8.346593 0.060071 0.065624 1.088956 1.130467
1612545_aVvi.13710 Transcr ibed locus 19.36682 16.64397 19.02452 20.58843 16 4.275515 4.056928 4.249788 4.363762 0.3723074 1.140315 0.4279022 14444 1.102328 down 4.166222 4.306775 0.154565 0.080592 -0.1405534 0.967365
1612546_aVvi.11164 Transcr ibed locus, moderately similar to NP_190336.1 malate dehydrogenase [NAD], chlorop 978.5092 1005.508 2148.565 2162.752 16 9.934442 9.973708 11.06916 11.07865 3.25E-04 55.43959 0.01827131 288 2.1732137 down 9.954075 11.07391 0.027766 0.006714 -1.11983 0.898877
1612547_aVvi.11419 Transcr ibed locus, moderately similar to NP_195916.1 40S ribosomal protein S23 (RPS23B) 5.324652 5.366196 5.169509 5.681711 16 2.412687 2.4239 2.370027 2.506326 0.7986047 0.290774 0.82514536 16067 1.0138772 down 2.418294 2.438176 0.007928 0.096377 -0.0198829 0.991845
1612548_aVvi.13705 Transcr ibed locus, weakly similar to NP_181454.1 nodulin family protein [Arabidopsis thaliana 4.085345 4.066888 3.934269 3.954676 16 2.030458 2.023925 1.976096 1.98356 0.0107871 9.550204 0.03485953 5135 1.0333751 up 2.027192 1.979828 0.004619 0.005278 0.0473641 1.023923
1612549_aVvi.14427 Transcr ibed locus 5.347882 5.192226 5.954737 5.160304 16 2.418968 2.376353 2.574038 2.367456 0.5599732 0.692987 0.60623896 15334 1.0519649 down 2.397661 2.470747 0.030133 0.146075 -0.0730865 0.970419
1612550_aVvi.7476 Transcr ibed locus, weakly similar to NP_564030.1 6-phosphogluconate dehydrogenase NAD    429.9596 495.8714 519.3115 490.8153 16 8.748057 8.953822 9.020456 8.939036 0.364453 1.164154 0.4202715 14396 1.0933886 down 8.85094 8.979746 0.145498 0.057573 -0.128806 0.985656
1612551_aVvi.14276 Transcr ibed locus 121.8663 126.1698 123.9008 124.3674 16 6.929155 6.979222 6.953042 6.958464 0.9561076 0.062133 0.96277666 16486 1.0010854 down 6.954188 6.955753 0.035403 0.003834 -0.001565 0.999775
1612552_aVvi.1559 Transcr ibed locus, weakly similar to NP_176971.1 S-adenosyl-L-methionine:carboxyl methyltr 3596.957 3324.317 1419.337 1402.975 16 11.81256 11.69884 10.471 10.45427 0.0019696 22.49926 0.02541744 1284 2.4504795 up 11.7557 10.46264 0.080411 0.011829 1.293064 1.123589
1612553_aVvi.12396 Transcr ibed locus, moderately similar to NP_196930.2 SET domain-containing protein [Arabi 335.9306 312.057 348.1109 352.423 16 8.392019 8.285666 8.443403 8.461164 0.17004 2.104146 0.21959406 12854 1.0818057 down 8.338842 8.452284 0.075203 0.012559 -0.113442 0.986579
1612554_aVvi.14830 Transcr ibed locus 3.304276 3.316986 3.204732 3.218327 16 1.724334 1.729873 1.680204 1.686311 0.0087239 10.63627 0.03235135 4474 1.0308583 up 1.727104 1.683258 0.003916 0.004318 0.043846 1.026048
1612555_s_at 1022.473 988.3945 917.2222 925.9489 16 9.997848 9.948943 9.841127 9.854789 0.0386085 4.940739 0.0681756 9400 1.0908387 up 9.973395 9.847958 0.034581 0.00966 0.125437 1.012737
1612556_aVvi.14692 Transcr ibed locus 371.9169 405.43 533.4005 447.6031 16 8.538837 8.663309 9.059075 8.806076 0.1430491 2.351409 0.19014426 12489 1.2583236 down 8.601072 8.932575 0.088015 0.178898 -0.331503 0.962888
1612557_aVvi.3201 Transcr ibed locus, weakly similar to NP_194200.1 ubiquitin-associated (UBA)/TS-N domain- 9854.534 9475.402 5226.082 5046.91 16 13.26657 13.20997 12.35151 12.30119 0.0017201 24.08009 0.02493529 1142 1.881551 up 13.23827 12.32635 0.040023 0.035587 0.911923 1.073982
1612558_aVvi.3002 Transcr ibed locus, weakly similar to NP_192049.1 pentatricopeptide (PPR) repeat-containing 2.962482 2.906439 2.814296 2.828267 16 1.566806 1.539253 1.492774 1.499918 0.0576475 3.98267 0.09195587 10406 1.0400718 up 1.553029 1.496346 0.019483 0.005052 0.0566832 1.037881
1612559_aVvi.14932 Transcr ibed locus 3.554809 3.573574 3.45987 3.472176 16 1.829772 1.837368 1.790718 1.79584 0.01268 8.795874 0.0366302 5746 1.0283211 up 1.83357 1.793279 0.005371 0.003622 0.040291 1.022468
1612560_aVvi.2108 Transcr ibed locus, moderately similar to NP_177743.1 multi-copper oxidase type I family prote  125.7178 131.468 564.2628 753.8413 16 6.974045 7.038568 9.140224 9.558117 0.0080453 11.08143 0.03158655 4226 5.0730877 down 7.006307 9.349171 0.045624 0.295495 -2.3428644 0.749404
1612561_s_at 12407.86 12453.36 15962.38 14132.14 16 13.59897 13.60425 13.96239 13.78669 0.0899248 3.105469 0.13006902 11477 1.2082626 down 13.60161 13.87454 0.003734 0.124236 -0.272934 0.980328
1612562_aVvi.7197 Transcr ibed locus, strongly similar to NP_201538.1 expressed protein [Arabidopsis thaliana] 340.3131 391.4958 6.0699 5.850245 16 8.410719 8.612853 2.601673 2.548497 3.10E-04 56.80738 0.01827131 276 61.25267 up 8.511786 2.575085 0.14293 0.037601 5.9367008 3.305439
1612563_s_at 13092.57 12898.26 16812.23 14939.12 16 13.67646 13.65489 14.03722 13.86681 0.0794015 3.3339 0.1179619 11174 1.2195439 down 13.66567 13.95202 0.015254 0.120502 -0.286342 0.979477
1612564_aVvi.9144 Transcr ibed locus, moderately similar to XP_474307.1 OSJNBb0004A17.5 [Oryza sativa (japo 64.47044 56.70907 82.41101 96.33829 16 6.010566 5.825508 6.364765 6.590037 0.0616932 3.837337 0.09686313 10573 1.4736198 down 5.918037 6.477401 0.130856 0.159292 -0.5593645 0.913644
1612565_at 128.1912 133.6989 141.524 150.9303 16 7.002154 7.062845 7.144903 7.237739 0.1033637 2.863883 0.14577341 11771 1.1163749 down 7.032499 7.191321 0.042915 0.065645 -0.1588217 0.977915
1612566_aVvi.8083 Transcr ibed locus, strongly similar to NP_191788.1 ADP-ribosylation factor [Arabidopsis tha 9533.076 9187.731 9256.423 8953.209 16 13.21873 13.16549 13.17624 13.12819 0.3816661 1.112659 0.4372357 14491 1.0280391 up 13.19211 13.15221 0.037641 0.033976 0.039895 1.003033
1612567_aVvi.5271 Transcr ibed locus, weakly similar to NP_850068.1 expressed protein [Arabidopsis thaliana] 6.343214 6.378178 6.488941 6.206434 16 2.665214 2.673144 2.697983 2.633765 0.9279446 0.102167 0.9388589 16408 1.0022938 up 2.669179 2.665874 0.005608 0.045409 0.0033054 1.00124
1612568_aVvi.11263 Transcr ibed locus, moderately similar to NP_189578.1 glucan phosphorylase, putative [Arabid 223.0111 218.7804 216.2876 214.1892 16 7.800972 7.77334 7.756807 7.742742 0.1374145 2.411253 0.18402317 12396 1.0262499 up 7.787156 7.749774 0.019539 0.009946 0.037382 1.004824
1612569_aVvi.14212 Transcr ibed locus 3.627131 3.640102 3.51446 3.527356 16 1.858829 1.863979 1.813303 1.818587 0.0065222 12.32167 0.03048215 3549 1.0320113 up 1.861404 1.815945 0.003641 0.003737 0.0454588 1.025033
1612570_aVvi.14294 Transcr ibed locus 348.3333 367.9279 367.5069 362.5258 16 8.444325 8.523279 8.521627 8.50194 0.5626624 0.687747 0.6087137 15345 1.0195848 down 8.483802 8.511784 0.055829 0.013921 -0.027982 0.996713
1612571_aVvi.7099 Transcr ibed locus, weakly similar to XP_467865.1 putative UDP-glucose glucosyltransferase 4.384413 4.360401 4.209434 4.229975 16 2.132384 2.124461 2.073626 2.080649 0.0104874 9.687884 0.03453259 5040 1.0361872 up 2.128422 2.077138 0.005602 0.004966 0.0512846 1.02469
1612572_aVvi.12747 Transcr ibed locus 6.311019 6.348197 6.067506 6.046618 16 2.657873 2.666347 2.601104 2.596129 0.0059345 12.92313 0.03008822 3272 1.0449933 up 2.66211 2.598616 0.005992 0.003518 0.0634938 1.024434
1612573_aVvi.10695 Transcr ibed locus, strongly similar to NP_568227.1 histone H3 [Arabidopsis thaliana] 98.64484 138.0604 1290.075 1473.296 16 6.624172 7.109156 10.33324 10.52483 0.0053141 13.66314 0.02950386 2987 11.813555 down 6.866664 10.42904 0.342936 0.135477 -3.562371 0.658418
1612574_sVvi.8276 Transcr ibed locus, weakly similar to NP_198841.1 zinc finger (C3HC4-type RING finger) fam 87.67157 89.54796 242.7843 226.4585 16 6.454037 6.484589 7.923531 7.823103 0.0013946 26.74995 0.02397054 963 2.6463504 down 6.469313 7.873317 0.021603 0.071013 -1.4040043 0.821676
1612575_aVvi.4873 Transcr ibed locus, weakly similar to XP_466954.1 unknown protein [Oryza sativa (japonica cu 208.7103 210.3815 270.6809 247.3069 16 7.705358 7.716864 8.080449 7.950159 0.0432451 4.651352 0.07410374 9687 1.2347274 down 7.711111 8.015304 0.008136 0.092129 -0.304193 0.962048
1612576_aVvi.9123 Transcr ibed locus, moderately similar to XP_468972.1 putative single-strand binding protein 189.0764 188.0518 247.5107 301.3889 16 7.562826 7.554987 7.951347 8.235482 0.0639877 3.76092 0.09968326 10656 1.4484483 down 7.558906 8.093414 0.005543 0.200914 -0.534508 0.933958
1612577_aVvi.11922 Transcr ibed locus, weakly similar to XP_473144.1 OSJNBa0004N05.8 [Oryza sativa (japonica 23.74911 22.43967 21.71094 21.1813 16 4.569801 4.487979 4.44035 4.404719 0.1399887 2.383498 0.18682416 12439 1.0765058 up 4.528891 4.422535 0.057857 0.025195 0.1063561 1.024049
1612578_aVvi.3827 Transcr ibed locus 4.85672 4.880635 4.73149 4.695137 16 2.279982 2.287069 2.242295 2.231167 0.019296 7.094293 0.04423539 7241 1.0329672 up 2.283526 2.236731 0.005011 0.007868 0.0467945 1.020921
1612579_aVvi.216 Transcr ibed locus, weakly similar to NP_190844.1 integral membrane Yip1 family protein [Ara 741.8343 750.6642 1136.326 1095.694 16 9.534953 9.552024 10.15016 10.09763 0.0022566 21.01541 0.02595298 1442 1.4952701 down 9.543489 10.1239 0.012071 0.037146 -0.5804065 0.94267
1612580_aVvi.5385 Transcr ibed locus, moderately similar to NP_910640.1 pentatricopeptide (PPR) repeat-conta      55.58004 57.26058 58.32566 56.28021 16 5.796495 5.839471 5.866058 5.814556 0.5741431 0.665627 0.61915714 15394 1.0155946 down 5.817983 5.840307 0.030389 0.036418 -0.0223243 0.996178
1612581_aVvi.5414 Transcr ibed locus 25.95813 26.35123 24.33248 25.08308 16 4.698114 4.719799 4.604812 4.648643 0.0781868 3.363067 0.11660596 11131 1.0586529 up 4.708957 4.626727 0.015333 0.030993 0.0822297 1.017773
1612582_aVvi.8601 Transcr ibed locus 50.06899 38.98147 32.57749 24.88844 16 5.645845 5.284717 5.025804 4.637404 0.1394106 2.389669 0.18620236 12429 1.5515143 up 5.465281 4.831604 0.255357 0.27464 0.633677 1.131153
1612583_at 7.344088 7.427836 6.822674 6.837348 16 2.876583 2.892942 2.770337 2.773437 0.0053953 13.55909 0.02956287 3027 1.0813814 up 2.884763 2.771887 0.011567 0.002192 0.1128755 1.040722
1612584_sVvi.7511 Transcr ibed locus, moderately similar to NP_195270.1 ankyrin repeat family protein / AFT pro 7255.977 6968.696 5513.016 5353.281 16 12.82495 12.76667 12.42863 12.38621 0.0085017 10.77614 0.03209319 4397 1.3089375 up 12.79581 12.40742 0.041212 0.029995 0.388397 1.031304
1612585_aVvi.15096 Transcr ibed locus 4.230219 4.247326 4.056054 4.067189 16 2.080732 2.086555 2.020077 2.024032 0.0032497 17.4993 0.02783547 1925 1.0436147 up 2.083644 2.022054 0.004117 0.002797 0.0615893 1.030459
1612586_aVvi.3821 Transcr ibed locus 5.921392 5.946833 5.576396 5.584503 16 2.565936 2.572122 2.479333 2.481429 0.0013541 27.14787 0.02385507 937 1.0633731 up 2.569029 2.480381 0.004374 0.001482 0.0886479 1.03574
1612587_at 30.14078 19.01152 14.98627 13.35552 12 4.913645 4.248802 3.905569 3.739364 0.1572134 2.214371 0.20585671 12678 1.6920323 up 4.581224 3.822466 0.470115 0.117525 0.7587571 1.198499
1612588_aVvi.15124 Transcr ibed locus 7.02003 7.040879 6.816529 6.727779 16 2.811477 2.815756 2.769037 2.75013 0.0307034 5.574715 0.05822254 8754 1.0381626 up 2.813616 2.759584 0.003025 0.013369 0.0540323 1.01958
1612589_aVvi.12391 Transcr ibed locus, weakly similar to NP_179287.2 importin beta-2 subunit family protein [Arab 941.3919 956.7123 965.6788 1044.362 16 9.878652 9.901941 9.9154 10.02841 0.2928095 1.414549 0.34839985 13952 1.0581954 down 9.890297 9.971903 0.016468 0.079908 -0.081606 0.991816
1612590_at 5.751694 5.83028 5.432266 5.431315 16 2.523987 2.543565 2.441554 2.441301 0.0110526 9.432883 0.03504068 5235 1.0661042 up 2.533776 2.441428 0.013844 1.79E-04 0.0923483 1.037826
1612591_at 821.3869 605.5305 648.2341 764.9819 16 9.681918 9.242056 9.340371 9.579282 0.9938916 0.008633 0.9947904 16586 1.0014983 up 9.461987 9.459826 0.31103 0.168935 0.002161 1.000228
1612592_at 6.612616 6.634306 6.174445 6.188344 16 2.725221 2.729945 2.626309 2.629553 8.26E-04 34.77786 0.0221369 615 1.071515 up 2.727583 2.627931 0.003341 0.002294 0.099652 1.03792
1612593_aVvi.10402 Transcr ibed locus, moderately similar to XP_467557.1 putative Protein kinase G11A [Oryza sa 105.2272 93.78989 119.7942 145.0916 16 6.717363 6.551361 6.904414 7.180821 0.1269157 2.532415 0.17251141 12213 1.3270802 down 6.634362 7.042617 0.117381 0.195449 -0.4082556 0.942031
1612594_aVvi.6224 Transcr ibed locus 35.94153 33.53643 47.62936 40.76269 16 5.16758 5.067657 5.573779 5.349177 0.1075492 2.797586 0.1508045 11839 1.2691474 down 5.117619 5.461478 0.070656 0.158817 -0.3438594 0.937039
1612595_sVvi.1402 Transcr ibed locus, weakly similar to NP_200150.1 hypothetical protein [Arabidopsis thaliana] 1293.105 1419.907 207.384 188.4735 16 10.33662 10.47158 7.696161 7.558217 0.0012052 28.77913 0.02330539 857 6.8538456 up 10.4041 7.627189 0.095429 0.097541 2.7769133 1.364081
1612596_at 6.778747 6.934881 6.476345 6.475815 16 2.761019 2.793871 2.69518 2.695062 0.0375835 5.011688 0.06687682 9329 1.0587221 up 2.777445 2.695121 0.02323 8.35E-05 0.082324 1.030546
1612597_aVvi.8219 Transcr ibed locus, weakly similar to NP_191862.1 methyl-CpG-binding domain-containing pr 135.7647 120.5286 213.0613 176.7507 16 7.084965 6.913231 7.735125 7.465572 0.0639422 3.762397 0.09964042 10653 1.5170311 down 6.999098 7.600349 0.121434 0.190602 -0.6012505 0.920892
1612598_aVvi.11980 Transcr ibed locus 1201.669 1366.282 1074.26 1102.632 16 10.23082 10.41604 10.06913 10.10674 0.1302787 2.492126 0.17621699 12273 1.177315 up 10.32343 10.08793 0.130967 0.026593 0.2355 1.023345
1612599_aVvi.4311 Transcr ibed locus, weakly similar to NP_565606.1 expressed protein [Arabidopsis thaliana] 716.8597 730.9215 1014.444 892.0776 16 9.485547 9.513573 9.986473 9.801025 0.0522032 4.203489 0.08535329 10153 1.3142046 down 9.499559 9.893749 0.019817 0.131131 -0.39419 0.960158
1612600_aVvi.10700 Transcr ibed locus, moderately similar to NP_187400.1 expressed protein [Arabidopsis thalian 177.2521 189.7089 201.3305 215.8821 16 7.469658 7.567644 7.653422 7.7541 0.1188665 2.635222 0.16364723 12058 1.1369038 down 7.518651 7.703761 0.069286 0.07119 -0.18511 0.975971
1612601_aVvi.15570 Transcr ibed locus 4.24438 4.258732 4.077793 4.100596 16 2.085554 2.090424 2.027789 2.035834 0.0069336 11.94686 0.03077344 3738 1.0397074 up 2.087989 2.031811 0.003444 0.005689 0.0561777 1.027649
1612602_at 1241.584 1335.096 1431.661 1625.301 16 10.27797 10.38273 10.48347 10.66649 0.1461211 2.32014 0.19346856 12538 1.1847935 down 10.33035 10.57498 0.074077 0.129413 -0.244636 0.976867
1612603_at 2352.447 2658.06 2633.094 2824.346 16 11.19995 11.37616 11.36254 11.4637 0.3434097 1.231107 0.3994736 14271 1.090561 down 11.28805 11.41312 0.1246 0.07153 -0.12507 0.989042
1612604_at 24.97024 42.20697 82.40371 87.06291 16 4.642138 5.399409 6.364638 6.443986 0.0680774 3.634113 0.10465013 10799 2.6090755 down 5.020773 6.404312 0.535472 0.056108 -1.3835386 0.783968
1612605_aVvi.15414 Transcr ibed locus 2.887132 2.911131 2.802653 2.821441 16 1.529637 1.54158 1.486793 1.496432 0.0291006 5.733323 0.05613192 8606 1.0309653 up 1.535608 1.491612 0.008445 0.006816 0.0439959 1.029496
1612606_aVvi.3 GO:000635MADS-box protein 3 (MADS3) 356.7938 343.282 261.4612 246.6626 16 8.478947 8.42325 8.030453 7.946395 0.0116671 9.176813 0.03557346 5444 1.3780943 up 8.451098 7.988424 0.039383 0.059438 0.462674 1.057918
1612607_aVvi.3178 Transcr ibed locus, weakly similar to NP_191499.1 expressed protein [Arabidopsis thaliana] 57.16329 57.91894 34.14312 25.45186 16 5.837017 5.855963 5.093523 4.669699 0.0450881 4.548666 0.07647649 9787 1.9518999 up 5.84649 4.881611 0.013397 0.299689 0.964879 1.197656
1612608_aVvi.12309 Transcr ibed locus 5.63037 5.6597 5.447765 5.489353 16 2.49323 2.500726 2.445664 2.456636 0.0203784 6.897594 0.04540467 7450 1.0322748 up 2.496978 2.45115 0.0053 0.007758 0.0458272 1.018696
1612609_aVvi.15340 Transcr ibed locus 4.331126 4.355657 4.163115 4.18395 16 2.114742 2.12289 2.057663 2.064866 0.0088089 10.5841 0.03249703 4499 1.040698 up 2.118816 2.061265 0.005762 0.005093 0.0575516 1.027921
1612610_sVvi.410 Transcr ibed locus, strongly similar to NP_181264.1 40S ribosomal protein S5 (RPS5A) [Arab  7832.08 7800.118 10222.52 10411.09 16 12.93518 12.92928 13.31946 13.34583 0.0011365 29.6376 0.02303825 818 1.3198905 down 12.93223 13.33265 0.004172 0.018646 -0.400418 0.969967
1612611_s_at 1188.105 1171.627 1863.16 1891.402 16 10.21445 10.1943 10.86354 10.88524 4.88E-04 45.2485 0.01924971 419 1.5910898 down 10.20437 10.87439 0.014247 0.015348 -0.670016 0.938386
1612612_aVvi.1444 Transcr ibed locus, strongly similar to NP_565176.1 14-3-3 protein GF14 omega (GRF2) [Ar 4015.832 3925.604 4026.523 4210.954 16 11.97148 11.9387 11.97532 12.03993 0.2840834 1.450128 0.3397319 13880 1.0370849 down 11.95509 12.00763 0.023181 0.045689 -0.0525345 0.995625
1612613_aVvi.14456 Transcr ibed locus 3.889971 3.918917 3.756575 3.772048 16 1.95976 1.970455 1.909418 1.915348 0.0131852 8.622396 0.03712028 5892 1.0372218 up 1.965107 1.912383 0.007563 0.004193 0.0527244 1.02757
1612614_aVvi.11665 Transcr ibed locus, moderately similar to NP_563817.1 histone deacetylase family protein (HD 71.27596 60.21029 73.30595 66.34802 16 6.155344 5.911938 6.195859 6.051981 0.5884641 0.638582 0.6324237 15447 1.0645761 down 6.033641 6.12392 0.172114 0.101736 -0.090279 0.985258
1612615_aVvi.2492 Transcr ibed locus 4.786834 4.782658 4.551825 4.592857 16 2.259072 2.257813 2.186445 2.199392 0.0097095 10.07442 0.03358614 4796 1.0464648 up 2.258442 2.192918 8.90E-04 0.009155 0.0655239 1.02988
1612616_aVvi.6931 Transcr ibed locus, moderately similar to NP_200588.2 CER1 protein, putative (WAX2) [Arabi 24.26739 24.51237 24.42382 23.68725 16 4.600947 4.615438 4.610217 4.566039 0.4790457 0.863114 0.5310929 14974 1.0140047 up 4.608192 4.588128 0.010247 0.031238 0.0200644 1.004373
1612617_sVvi.1342 Transcr ibed locus 141.2109 170.2473 102.8582 98.0161 16 7.141707 7.411489 6.684512 6.614947 0.0460012 4.50004 0.07758138 9843 1.5442092 up 7.276598 6.64973 0.190764 0.04919 0.6268683 1.09427
1612618_aVvi.1746 Transcr ibed locus, weakly similar to NP_190386.1 hypoxia-responsive family protein / zinc fing 1927.278 1703.794 1039.206 1083.611 16 10.91235 10.73454 10.02127 10.08163 0.0144713 8.222294 0.03842309 6251 1.7076279 up 10.82344 10.05145 0.125733 0.042684 0.771993 1.076804
1612619_aVvi.1562 Transcr ibed locus, moderately similar to NP_196729.1 expressed protein [Arabidopsis thalian 1431.967 1326.498 1003.661 1063.357 16 10.48378 10.37341 9.971056 10.05441 0.0265584 6.013287 0.05300821 8317 1.3340948 up 10.4286 10.01273 0.078048 0.05894 0.415862 1.041533
1612620_aVvi.1048 Transcr ibed locus, weakly similar to NP_566902.1 speckle-type POZ  protein-related [Arabido  10.02351 11.97258 9.147395 9.581157 16 3.325316 3.581662 3.193361 3.2602 0.2291102 1.711549 0.28275993 13451 1.1701626 up 3.453489 3.22678 0.181264 0.047262 0.2267089 1.070259
1612621_sVvi.7958 GO:000611Catalase (GCat) 215.3984 174.0545 60.73227 104.2724 10 7.750864 7.443395 5.924391 6.704213 0.0922175 3.060735 0.13281818 11526 2.4331543 up 7.59713 6.314302 0.217413 0.551418 1.282828 1.203162
1612622_aVvi.13445 Transcr ibed locus 426.6945 391.8733 480.7686 462.1269 16 8.73706 8.614244 8.909199 8.852145 0.0939542 3.027893 0.13480486 11570 1.152703 down 8.675652 8.880672 0.086844 0.040343 -0.20502 0.976914
1612623_aVvi.7337 Transcr ibed locus, moderately similar to NP_199600.1 NADH-ubiquinone oxidoreductase B8 2933.817 2911.636 3111.92 3115.021 16 11.51856 11.50761 11.60359 11.60503 0.0036438 16.52087 0.02818367 2144 1.0652705 down 11.51309 11.60431 0.007742 0.001016 -0.09122 0.992139
1612624_aVvi.13134 Transcr ibed locus, strongly similar to NP_051070.1 photosystem I assembly protein ycf4 [Ara 803.7852 897.857 695.0281 793.5516 16 9.650666 9.810342 9.440928 9.63218 0.259784 1.556918 0.31476676 13701 1.1438911 up 9.730504 9.536554 0.112908 0.135236 0.19395 1.020338
1612625_aVvi.1449 Transcr ibed locus, moderately similar to NP_566304.1 armadillo/beta-catenin repeat family pr      214.4243 263.1657 113.5861 115.1408 16 7.744324 8.039827 6.827643 6.847256 0.0191496 7.122164 0.04400912 7223 2.0771797 up 7.892076 6.83745 0.208952 0.013869 1.0546259 1.154243
1612626_aVvi.7399 Transcr ibed locus, strongly similar to NP_181471.1 60S ribosomal protein L35 (RPL35B) [Ar 12741.9 12676.1 14556.08 14650.32 16 13.63729 13.62982 13.82933 13.83864 8.85E-04 33.58357 0.02224117 659 1.1490414 down 13.63356 13.83399 0.005282 0.006583 -0.200431 0.985512
1612627_aVvi.15671 Transcr ibed locus 692.8112 652.3035 93.75175 62.96899 16 9.436318 9.3494 6.550774 5.97657 0.0085012 10.77645 0.03209319 4396 8.749415 up 9.392859 6.263672 0.061461 0.406024 3.1291865 1.499577
1612628_at 6.277729 6.320439 6.030154 6.050326 16 2.650243 2.660025 2.592195 2.597013 0.0080162 11.10178 0.03158401 4207 1.0428486 up 2.655134 2.594604 0.006917 0.003407 0.0605297 1.023329
1612629_aVvi.15699 Transcr ibed locus 8.668242 8.774966 7.920336 7.8107 16 3.11574 3.133394 2.985562 2.965452 0.0079609 11.14072 0.03158117 4184 1.1088465 up 3.124567 2.975507 0.012483 0.01422 0.1490598 1.050096
1612630_aVvi.14321 Transcr ibed locus 200.6684 206.6687 200.1514 194.5171 16 7.64867 7.691176 7.644948 7.603754 0.2634952 1.539807 0.31868193 13726 1.0320925 up 7.669923 7.624351 0.030056 0.029129 0.0455725 1.005977
1612631_aVvi.15593 Transcr ibed locus 3.920315 3.940449 3.777482 3.798546 16 1.97097 1.97836 1.917425 1.925447 0.0103353 9.760032 0.03433112 4997 1.0375844 up 1.974665 1.921436 0.005226 0.005673 0.0532287 1.027703
1612632_aVvi.8214 Transcr ibed locus 4.513247 4.545081 4.350614 4.365526 16 2.174166 2.184306 2.121219 2.126155 0.0101485 9.850856 0.03403055 4950 1.0392543 up 2.179236 2.123687 0.00717 0.003491 0.0555487 1.026157
1612633_aVvi.5420 Transcr ibed locus, weakly similar to NP_191218.2 hydroxyproline-rich glycoprotein family pro 110.4189 133.9692 439.5102 447.3954 16 6.786843 7.065758 8.779753 8.805407 0.0055839 13.3262 0.02974141 3116 3.6459105 down 6.926301 8.79258 0.197222 0.01814 -1.8662795 0.787744
1612634_aVvi.6840 Transcr ibed locus, moderately similar to NP_180367.1 RuBisCO subunit binding-protein alph 2704.448 2847.12 3228.464 3248.017 16 11.40112 11.47529 11.65663 11.66534 0.0269602 5.966457 0.05342905 8376 1.1669842 down 11.4382 11.66099 0.052446 0.006161 -0.222785 0.980895
1612635_aVvi.6957 Transcr ibed locus 3.506061 3.521567 3.411288 3.418797 16 1.809851 1.816218 1.770317 1.773489 0.0073936 11.56523 0.03117017 3937 1.0289207 up 1.813034 1.771903 0.004502 0.002243 0.0411317 1.023213
1612636_aVvi.6698 Transcr ibed locus, weakly similar to NP_177844.1 AP2 domain-containing transcr iption facto 8.242126 8.39135 8.363998 8.017083 16 3.043016 3.068903 3.064193 3.003078 0.5704454 0.672707 0.61588955 15376 1.0155944 up 3.05596 3.033635 0.018305 0.043215 0.0223244 1.007359
1612637_aVvi.1933 Transcr ibed locus, moderately similar to NP_196843.1 expressed protein [Arabidopsis thalian 504.8949 523.8149 745.4321 752.6129 16 8.979839 9.032913 9.541933 9.555764 0.0025458 19.78148 0.0266497 1581 1.4564668 down 9.006376 9.548849 0.037529 0.00978 -0.542473 0.94319
1612638_at 5.077035 5.112485 4.906126 4.962817 16 2.343986 2.354025 2.294584 2.311159 0.041389 4.76147 0.07188403 9558 1.0324943 up 2.349006 2.302872 0.007098 0.01172 0.0461338 1.020033
1612639_aVvi.1848 Transcr ibed locus, weakly similar to NP_565917.2 expressed protein [Arabidopsis thaliana] 50.16496 49.70049 44.93361 42.47521 16 5.648608 5.635188 5.489723 5.408549 0.0426523 4.685752 0.07335761 9651 1.1429497 up 5.641898 5.449136 0.009489 0.057399 0.1927617 1.035375
1612640_at 3.584328 3.592791 3.45299 3.478288 16 1.841703 1.845105 1.787846 1.798377 0.0118907 9.088592 0.0357924 5513 1.0354745 up 1.843404 1.793112 0.002406 0.007447 0.0502921 1.028047
1612641_aVvi.4772 Transcr ibed locus, moderately similar to NP_683398.1 defective chloroplasts and leaves prote 3.673794 3.673376 3.529612 3.546667 16 1.877271 1.877107 1.81951 1.826464 0.0040922 15.58419 0.0286663 2369 1.0382845 up 1.877189 1.822987 1.16E-04 0.004917 0.0542019 1.029732
1612642_aVvi.3470 Transcr ibed locus, weakly similar to XP_531376.1 PREDICTED: hypothetical protein XP_531 1318.088 1420.493 1634.496 1569.9 16 10.36423 10.47218 10.67463 10.61646 0.0656504 3.707987 0.10175049 10710 1.170675 down 10.4182 10.64554 0.076328 0.041135 -0.227341 0.978644
1612643_aVvi.13064 Transcr ibed locus, weakly similar to NP_565045.1 myb family transcr iption factor [Arabidopsis 504.3605 454.4345 387.2994 414.7144 16 8.978312 8.827929 8.597305 8.695974 0.1040996 2.851954 0.14664923 11784 1.1945608 up 8.90312 8.64664 0.106337 0.06977 0.25648 1.029662
1612644_x_at 6.771207 6.465959 5.820585 5.859618 12 2.759413 2.692864 2.541164 2.550807 0.0331101 5.358238 0.06131548 8964 1.1330043 up 2.726139 2.545985 0.047057 0.006818 0.1801534 1.07076
1612645_aVvi.7057 Transcr ibed locus, moderately similar to NP_192703.1 ATP synthase delta chain, chloroplast 547.8823 524.4819 295.9607 268.1835 16 9.097722 9.034749 8.209262 8.067077 0.006946 11.93605 0.03077344 3746 1.9027239 up 9.066236 8.138169 0.044529 0.10054 0.928067 1.114039
1612646_aVvi.8140 Transcr ibed locus 12.0124 11.66163 11.30404 11.35417 16 3.586453 3.543697 3.498766 3.505151 0.0999958 2.920058 0.14177468 11708 1.0447199 up 3.565075 3.501959 0.030233 0.004514 0.0631164 1.018023
1612647_aVvi.10033 Transcr ibed locus, moderately similar to NP_566924.1 expressed protein [Arabidopsis thalian 1763.599 1976.191 3029.835 3025.722 16 10.78431 10.94851 11.56502 11.56306 0.0135699 8.496805 0.03749396 6006 1.6218457 down 10.86641 11.56404 0.116107 0.001385 -0.697637 0.939672
1612648_aVvi.8390 Transcr ibed locus, weakly similar to NP_564756.1 DC1 domain-containing protein [Arabidops 4.618723 4.542632 4.388106 4.405968 16 2.207494 2.183528 2.133599 2.139459 0.0410658 4.781386 0.07148727 9536 1.0417309 up 2.195511 2.136529 0.016946 0.004144 0.0589826 1.027607
1612649_sVvi.2435 Transcr ibed locus, moderately similar to NP_849559.1 WRKY family transcr iption factor [Ara 2061.501 1827.275 2949.753 2573.067 16 11.00948 10.83548 11.52638 11.32927 0.0614957 3.844109 0.09664436 10563 1.419465 down 10.92248 11.42783 0.123038 0.139375 -0.505347 0.955779
1612650_aVvi.12503 Transcr ibed locus 4.360033 4.375528 4.183143 4.259687 16 2.124339 2.129457 2.064587 2.090748 0.0661083 3.693748 0.10226712 10731 1.0347129 up 2.126898 2.077668 0.003619 0.018498 0.0492305 1.023695
1612651_aVvi.3379 Transcr ibed locus, moderately similar to XP_471734.1 OSJNBa0023J03.11 [Oryza sativa (jap 415.4322 452.4335 784.3364 744.8351 16 8.698469 8.821562 9.615329 9.540777 0.0076483 11.36883 0.03135112 4049 1.7630056 down 8.760016 9.578053 0.08704 0.052716 -0.818037 0.914593
1612652_aVvi.8872 Transcr ibed locus, moderately similar to NP_850214.1 expressed protein [Arabidopsis thalian 503.2279 493.2328 380.1141 404.3669 16 8.975068 8.946125 8.570289 8.659521 0.0179166 7.370117 0.04256355 6986 1.27076 up 8.960596 8.614904 0.020466 0.063097 0.345692 1.040127
1612653_aVvi.14949 Transcr ibed locus 4.142189 4.167402 4.016764 3.990836 16 2.050393 2.059149 2.006034 1.996691 0.0140658 8.342526 0.03805563 6135 1.0377138 up 2.054771 2.001362 0.006191 0.006606 0.0534087 1.026686
1612654_aVvi.6814 Transcr ibed locus, moderately similar to NP_568823.1 ATP synthase subunit H family protein 2711.038 2567.582 2527.711 2583.327 16 11.40463 11.3262 11.30362 11.33501 0.3891007 1.091238 0.44458708 14529 1.0324678 up 11.36541 11.31932 0.055462 0.022202 0.046097 1.004072
1612655_aVvi.2474 Transcr ibed locus, moderately similar to NP_181401.1 ethanolamine-phosphate cytidylyltrans 146.5571 146.035 210.6773 205.7499 16 7.195319 7.19017 7.718891 7.684748 0.0011482 29.48637 0.02310551 824 1.4231372 down 7.192745 7.701819 0.003641 0.024143 -0.5090747 0.933902
1612656_aVvi.5439 Transcr ibed locus, strongly similar to NP_187967.1 60S ribosomal protein L7 (RPL7D) [Arab 3849.593 3992.368 5315.912 6234.377 16 11.91049 11.96303 12.3761 12.60603 0.0424034 4.700412 0.0730043 9642 1.4684621 down 11.93676 12.49107 0.03715 0.162584 -0.554306 0.955624
1612657_aVvi.15300 Transcr ibed locus 3.184755 3.187134 3.088823 3.10476 16 1.671183 1.67226 1.627057 1.634481 0.0082855 10.91765 0.03179267 4324 1.0287925 up 1.671721 1.630769 7.62E-04 0.00525 0.0409519 1.025112
1612658_at 4.962863 4.986896 4.711579 4.793052 16 2.311173 2.318142 2.236211 2.260945 0.0357897 5.142966 0.06471149 9181 1.0468682 up 2.314657 2.248578 0.004928 0.01749 0.0660798 1.029387
1612659_at 289.852 281.5461 348.4024 411.1846 16 8.179173 8.137227 8.444611 8.683642 0.0789232 3.345308 0.11744968 11155 1.3249406 down 8.158199 8.564127 0.02966 0.169021 -0.405928 0.952601
1612660_aVvi.7050 Transcr ibed locus, strongly similar to NP_173520.1 U5 small nuclear ribonucleoprotein helic   1499.125 1509.02 1526.897 1513.545 16 10.54991 10.5594 10.57639 10.56372 0.1911079 1.945629 0.24223338 13097 1.0107323 down 10.55465 10.57005 0.006711 0.00896 -0.015401 0.998543
1612661_aVvi.11842 Transcr ibed locus, weakly similar to NP_565552.1 protein kinase family protein [Arabidopsis t 24.98664 35.35784 61.53902 52.63845 16 4.643085 5.143958 5.94343 5.718045 0.0761792 3.412732 0.1143183 11061 1.9148294 down 4.893521 5.830737 0.354171 0.159371 -0.9372157 0.839263
1612662_aVvi.12907 Transcr ibed locus, moderately similar to NP_172184.1 mitochondrial substrate carrier family 8.558802 8.404136 8.243318 8.220699 16 3.097409 3.071099 3.043225 3.039261 0.0838148 3.2331 0.12290172 11321 1.030262 up 3.084254 3.041243 0.018604 0.002803 0.0430113 1.014143
1612663_aVvi.3238 Transcr ibed locus, weakly similar to NP_918862.1 P0458A05.20 [Oryza sativa (japonica cultiv 145.3974 118.7332 148.9321 152.8932 16 7.183858 6.89158 7.218511 7.256381 0.3080754 1.355361 0.36356747 14067 1.148481 down 7.037719 7.237446 0.206672 0.026778 -0.199727 0.972404
1612664_aVvi.3281 Transcr ibed locus 847.0678 1004.953 1421.717 1392.885 16 9.726334 9.972913 10.47342 10.44386 0.0391463 4.904606 0.0688795 9434 1.525219 down 9.849623 10.45864 0.174358 0.020901 -0.609016 0.941769
1612665_aVvi.4709 Transcr ibed locus, moderately similar to NP_565633.1 PAZ domain-containing protein / piwi   408.8958 398.3076 500.5499 506.7805 16 8.67559 8.637739 8.96737 8.985217 0.0042579 15.2761 0.02896383 2439 1.2480102 down 8.656664 8.976294 0.026764 0.01262 -0.31963 0.964392
1612666_aVvi.11119 Transcr ibed locus, moderately similar to NP_179037.2 proline iminopeptidase [Arabidopsis th 1003.827 1032.907 1287.587 1213.46 16 9.971294 10.0125 10.33045 10.24491 0.0248056 6.23055 0.05097238 8078 1.2275552 down 9.991895 10.28768 0.029133 0.060488 -0.295788 0.971248
1612667_aVvi.3332 Transcr ibed locus, moderately similar to NP_566784.1 expressed protein [Arabidopsis thalian 367.684 359.753 321.8773 277.2429 16 8.522323 8.490863 8.330367 8.115006 0.1208595 2.608875 0.1657832 12102 1.2174866 up 8.506593 8.222687 0.022245 0.152283 0.283906 1.034527
1612668_aVvi.9733 Transcr ibed locus, weakly similar to XP_575132.1 PREDICTED: similar to LRRGT00012 [Ra 83.53315 83.76289 99.06178 67.7793 16 6.384277 6.388239 6.630257 6.082773 0.9233978 0.108651 0.9350564 16394 1.0208304 up 6.386258 6.356515 0.002802 0.38713 0.029743 1.004679
1612669_at 6.913203 7.044663 6.744757 6.470006 16 2.789354 2.816531 2.753767 2.693767 0.1380716 2.4041 0.18468127 12411 1.0564142 up 2.802943 2.723767 0.019217 0.042426 0.0791757 1.029068
1612670_aVvi.4130 Transcr ibed locus, moderately similar to NP_850584.1 (S)-2-hydroxy-acid oxidase, peroxisom 4.256714 4.282939 4.113713 4.1351 16 2.08974 2.098601 2.040441 2.047922 0.0131885 8.621319 0.03712028 5896 1.035257 up 2.094171 2.044182 0.006266 0.00529 0.049989 1.024454
1612671_aVvi.14406 Transcr ibed locus 382.6263 357.8716 351.0956 342.1404 16 8.579792 8.483298 8.45572 8.418445 0.2093282 1.826373 0.26169178 13279 1.0676682 up 8.531546 8.437082 0.068231 0.026358 0.094464 1.011196
1612672_aVvi.8597 Transcr ibed locus, weakly similar to NP_172624.1 pectin methylesterase, putative [Arabidopsi 298.0875 396.1251 4911.531 4097.376 16 8.219592 8.629812 12.26196 12.00048 0.0042788 15.23857 0.02901439 2447 13.054896 down 8.424702 12.13122 0.290069 0.184889 -3.706519 0.694464
1612673_aVvi.13486 Transcr ibed locus 18.78636 16.61355 22.04681 27.47878 16 4.231614 4.054289 4.462498 4.780246 0.1192907 2.629563 0.1641359 12065 1.3932182 down 4.142951 4.621372 0.125388 0.224681 -0.478421 0.896476
1612674_aVvi.15612 Transcr ibed locus 3.68074 3.701896 3.544093 3.572747 16 1.879996 1.888265 1.825417 1.837034 0.0176812 7.420368 0.04223026 6950 1.0373516 up 1.88413 1.831225 0.005847 0.008215 0.0529049 1.02889
1612675_at 48.66458 35.84922 61.68309 59.19755 16 5.6048 5.16387 5.946803 5.887466 0.1389033 2.395114 0.18562925 12422 1.4467336 down 5.384335 5.917134 0.311785 0.041958 -0.5327993 0.909957
1612676_x_at 7.308628 7.471984 6.808395 6.783157 16 2.869601 2.901491 2.767315 2.761957 0.017417 7.477948 0.04192128 6895 1.0874207 up 2.885546 2.764636 0.02255 0.003788 0.1209102 1.043735
1612677_aVvi.12465 Transcr ibed locus 1150.328 1253.216 1697.659 1708.24 16 10.16783 10.29142 10.72933 10.7383 0.014767 8.137708 0.03877961 6318 1.4183254 down 10.22962 10.73381 0.087391 0.006338 -0.504188 0.953028
1612678_aVvi.9904 Transcr ibed locus, moderately similar to NP_176961.1 ABC transporter family protein [Arabid 3627.679 3400.295 1685.408 1427.519 16 11.82483 11.73144 10.71888 10.47929 0.0116834 9.170289 0.03558587 5448 2.264274 up 11.77814 10.59909 0.066034 0.169415 1.179048 1.111241
1612679_at 11.97183 11.50493 11.39581 11.44583 16 3.581572 3.524181 3.510432 3.51675 0.3066302 1.360807 0.3621452 14056 1.0276047 up 3.552877 3.513591 0.040582 0.004468 0.0392855 1.011181
1612680_aVvi.14334 Transcr ibed locus 3.555612 3.57172 3.458525 3.46568 16 1.830098 1.836619 1.790157 1.793138 0.0073066 11.63462 0.03107765 3899 1.0293337 up 1.833359 1.791648 0.004611 0.002108 0.0417108 1.023281
1612681_aVvi.5815 Transcr ibed locus, moderately similar to NP_566204.2 DegP protease, putative [Arabidopsis 12.34619 12.21956 13.32357 12.16491 16 3.625994 3.611121 3.735909 3.604653 0.5155621 0.783126 0.56557167 15133 1.0365026 down 3.618557 3.670281 0.010517 0.092812 -0.0517238 0.985907
1612682_aVvi.2866 Transcr ibed locus, weakly similar to NP_199354.3 expressed protein [Arabidopsis thaliana] 2875.088 2993.006 2343.711 2255.135 16 11.48939 11.54738 11.19458 11.139 0.0127979 8.754482 0.03674546 5780 1.2759721 up 11.51839 11.16679 0.041004 0.039302 0.351597 1.031486
1612683_at 5.659598 5.681423 5.403089 5.418774 10 2.5007 2.506252 2.433785 2.437966 0.0026331 19.44961 0.02670373 1636 1.0479722 up 2.503476 2.435875 0.003926 0.002957 0.0676006 1.027752
1612684_aVvi.11588 Transcr ibed locus, weakly similar to NP_187319.1 peptidyl-prolyl cis- trans isomerase cycloph 515.9169 535.6056 529.8137 546.0495 16 9.010995 9.065027 9.049341 9.092888 0.4407482 0.954045 0.4948134 14787 1.0232105 down 9.038012 9.071115 0.038207 0.030792 -0.033103 0.996351
1612685_aVvi.8975 Transcr ibed locus, weakly similar to XP_467658.1 putative calcium binding protein [Oryza sat   110.8836 100.5084 139.3598 215.9536 16 6.792902 6.651173 7.12267 7.754577 0.1573612 2.213032 0.20601764 12680 1.6432889 down 6.722037 7.438623 0.100218 0.446826 -0.7165861 0.903667
1612686_aVvi.5667 Transcr ibed locus, moderately similar to NP_181344.2 myb family transcr iption factor [Arabid 149.6709 137.8181 536.6316 496.8905 16 7.225649 7.106622 9.067788 8.956784 0.0019374 22.68615 0.02532748 1268 3.5953953 down 7.166136 9.012286 0.084165 0.078492 -1.84615 0.795152
1612687_aVvi.3859 Transcr ibed locus 267.0384 286.0164 350.5863 347.4534 16 8.060904 8.159954 8.453626 8.440676 0.021302 6.741619 0.04646836 7608 1.2628843 down 8.110429 8.447151 0.070039 0.009157 -0.336722 0.960138
1612688_aVvi.9264 Transcr ibed locus, moderately similar to NP_198824.1 60S ribosomal protein-related [Arabid 14.50467 12.92105 14.57949 15.7138 16 3.858446 3.691652 3.865868 3.97396 0.2822647 1.457716 0.33798477 13864 1.1056275 down 3.775049 3.919914 0.117941 0.076433 -0.1448655 0.963044
1612689_at 5.855246 6.100418 5.529267 5.524401 16 2.54973 2.608908 2.467088 2.465818 0.0623943 3.813554 0.09775133 10596 1.0813743 up 2.579319 2.466453 0.041845 8.98E-04 0.112866 1.04576
1612690_aVvi.5657 Transcr ibed locus, moderately similar to NP_172956.2 expressed protein [Arabidopsis thalian 678.4463 650.8589 454.6388 402.556 16 9.406091 9.346201 8.828577 8.653046 0.0206469 6.851182 0.04563699 7510 1.5532984 up 9.376146 8.740811 0.042348 0.124119 0.635335 1.072686
1612691_aVvi.5084 Transcr ibed locus 4.383968 4.49405 4.205177 4.232513 16 2.132237 2.168016 2.072166 2.081514 0.0581556 3.963613 0.0926138 10424 1.0521106 up 2.150127 2.07684 0.025299 0.00661 0.0732863 1.035287
1612692_aVvi.9648 Transcr ibed locus, weakly similar to NP_198756.2 pollen specific phosphatase, putative / phos 4.014359 4.031459 3.865711 3.88269 16 2.005169 2.011302 1.950734 1.957056 0.0065044 12.33875 0.03048215 3539 1.0383844 up 2.008236 1.953895 0.004336 0.004471 0.0543406 1.027811
1612693_at 5.651638 5.775731 5.409071 5.396198 16 2.498669 2.530004 2.435381 2.431943 0.0361144 5.118497 0.06509961 9207 1.057512 up 2.514336 2.433662 0.022157 0.002431 0.080674 1.033149
1612694_aVvi.6585 Transcr ibed locus, moderately similar to NP_565485.1 glycosyl transferase family 8 protein [A 328.9244 300.0865 350.7509 301.2102 16 8.361612 8.229235 8.454303 8.234627 0.7389639 0.38242 0.7708142 15915 1.0345775 down 8.295424 8.344465 0.093605 0.155334 -0.0490415 0.994123
1612695_aVvi.8209 Transcr ibed locus 17.10061 17.65699 29.47469 24.78933 16 4.095975 4.142168 4.881405 4.631648 0.0374735 5.019468 0.06674921 9319 1.555582 down 4.119072 4.756526 0.032663 0.176605 -0.6374545 0.865983
1612696_s_at 236.8448 303.9016 384.514 386.6079 16 7.887798 8.24746 8.586892 8.594728 0.10067 2.908599 0.14261653 11718 1.4371204 down 8.067629 8.59081 0.25432 0.00554 -0.523181 0.9391
1612697_sVvi.3697 Transcr ibed locus, moderately similar to NP_174500.1 defender against cell death 1 (DAD1) 2915.148 2792.929 3531.254 3773.656 16 11.50935 11.44756 11.78597 11.88175 0.024764 6.235986 0.05091411 8074 1.2793386 down 11.47846 11.83386 0.043692 0.067728 -0.355399 0.969968
1612698_aVvi.1632 Transcr ibed locus, moderately similar to NP_198682.3 expressed protein [Arabidopsis thalian 315.9033 236.9624 19.66036 19.42485 16 8.303339 7.888515 4.297217 4.279831 0.0029597 18.34059 0.02750406 1784 14.000454 up 8.095926 4.288525 0.293325 0.012294 3.8074014 1.887811
1612699_aVvi.154 Transcr ibed locus, weakly similar to NP_175364.1 oxidoreductase, 2OG-Fe(II) oxygenase fam 5.151074 5.127673 4.932396 4.911055 16 2.364873 2.358304 2.302289 2.296033 0.0052371 13.764 0.02950386 2943 1.0442215 up 2.361589 2.299161 0.004645 0.004424 0.0624277 1.027152
1612700_aVvi.10739 Transcr ibed locus, strongly similar to NP_191101.2 2-oxoglutarate dehydrogenase E1 compo 1525.073 1471.231 1505.75 1468.33 16 10.57466 10.52281 10.55627 10.51996 0.7691142 0.335589 0.798102 15998 1.0073892 up 10.54874 10.53811 0.036666 0.025672 0.010621 1.001008
1612701_aVvi.1566 Transcr ibed locus, strongly similar to NP_851271.1 ABC1 family protein [Arabidopsis thalian 244.021 283.5556 50.47636 51.96621 16 7.930862 8.147488 5.657536 5.699502 0.0021771 21.39693 0.02580234 1399 5.136038 up 8.039175 5.678519 0.153178 0.029674 2.3606558 1.415717
1612702_aVvi.14782 Transcr ibed locus 3.353741 3.377444 3.252784 3.269382 16 1.745771 1.755932 1.701675 1.709018 0.0184499 7.259861 0.04321455 7087 1.0320445 up 1.750852 1.705346 0.007185 0.005192 0.0455052 1.026684
1612703_aVvi.15380 Transcr ibed locus 5.002498 5.017141 4.757339 4.760304 16 2.322649 2.326865 2.250155 2.251054 8.44E-04 34.39816 0.0221369 628 1.0527427 up 2.324757 2.250604 0.002982 6.36E-04 0.0741528 1.032948
1612704_aVvi.11300 Transcr ibed locus, strongly similar to NP_565464.1 expressed protein [Arabidopsis thaliana] 1321.801 1380.477 1369.385 1433.816 16 10.36829 10.43095 10.41931 10.48564 0.3662831 1.158547 0.422118 14405 1.0373181 down 10.39962 10.45248 0.044309 0.046904 -0.052858 0.994943
1612705_sVvi.15431 Transcr ibed locus 608.1215 554.5671 349.6797 379.9588 16 9.248216 9.115218 8.44989 8.569699 0.0172844 7.507327 0.04173903 6874 1.5931948 up 9.181717 8.509794 0.094043 0.084718 0.671923 1.078959
1612706_aVvi.14958 Transcr ibed locus 4.342005 4.522049 4.420089 4.360726 16 2.118362 2.176977 2.144075 2.124569 0.707785 0.432115 0.74234927 15828 1.0092945 up 2.147669 2.134322 0.041447 0.013793 0.013347 1.006254
1612707_aVvi.8344 Transcr ibed locus, weakly similar to NP_194240.1 superoxide dismutase [Fe], chloroplast (SO 34.84632 36.6848 56.99616 64.17921 16 5.122934 5.197111 5.832793 6.004034 0.0148022 8.127803 0.03877961 6336 1.6916023 down 5.160023 5.918413 0.052451 0.121086 -0.7583903 0.871859
1612708_at 4.616783 4.627779 4.363492 4.41268 16 2.206888 2.21032 2.125483 2.141655 0.0119196 9.077348 0.0358045 5525 1.0533863 up 2.208604 2.133569 0.002427 0.011435 0.0750347 1.035169
1612709_aVvi.14836 Transcr ibed locus 3.875948 3.893944 3.744212 3.760752 16 1.954549 1.961232 1.904662 1.911021 0.0083862 10.85105 0.0319476 4355 1.0353001 up 1.957891 1.907842 0.004725 0.004496 0.050049 1.026233
1612710_at 4.66241 4.688427 4.470331 4.481928 16 2.221076 2.229104 2.160382 2.16412 0.0049282 14.19201 0.02943507 2774 1.0445194 up 2.22509 2.162251 0.005677 0.002643 0.0628393 1.029062
1612711_aVvi.13444 Transcr ibed locus, weakly similar to NP_201200.2 SNF2 domain-containing protein / helicase 189.3335 174.6725 278.6854 272.1354 16 7.564786 7.448508 8.122494 8.088181 0.0100967 9.87649 0.03399048 4926 1.5143409 down 7.506647 8.105337 0.082221 0.024263 -0.59869 0.926136
1612712_at 1150.991 1174.054 659.7192 679.7589 16 10.16866 10.19728 9.365708 9.408879 0.0010578 30.72261 0.02259248 770 1.7358931 up 10.18297 9.387294 0.020239 0.030526 0.795678 1.084761
1612713_aVvi.7636 Transcr ibed locus, moderately similar to NP_194772.1 senescence-associated family protein 6742.771 6680.746 6672.828 6543.025 16 12.71913 12.70579 12.70408 12.67574 0.2865632 1.43988 0.34216928 13903 1.0157516 up 12.71246 12.68991 0.009427 0.020039 0.022548 1.001777
1612714_x_at 32.53229 32.50997 32.29849 35.17866 16 5.0238 5.022811 5.013395 5.136629 0.4897123 0.839131 0.54136395 15017 1.0364901 down 5.023305 5.075012 7.00E-04 0.087139 -0.0517063 0.989812
1612715_aVvi.8616 Transcr ibed locus 4.227948 4.589059 3.880509 3.901054 16 2.079958 2.198198 1.956246 1.963864 0.0942788 3.021849 0.13512616 11582 1.132117 up 2.139078 1.960055 0.083609 0.005387 0.1790231 1.091336
1612716_aVvi.11376 Transcr ibed locus, strongly similar to NP_568725.1 radical SAM domain-containing protein / 701.0873 703.3274 1037.515 1066.103 16 9.45345 9.458053 10.01892 10.05813 0.0011456 29.51923 0.02308215 823 1.4977245 down 9.455751 10.03852 0.003254 0.027729 -0.582773 0.941946
1612717_sVvi.8852 Transcr ibed locus, moderately similar to NP_175343.2 expressed protein [Arabidopsis thalian 705.3481 726.257 741.8745 815.7594 16 9.462192 9.504336 9.535031 9.672 0.235302 1.678251 0.28913355 13510 1.0869244 down 9.483264 9.603516 0.029801 0.096851 -0.120252 0.987478
1612718_s_at 377.135 361.6658 401.4686 399.0993 16 8.558937 8.498513 8.649143 8.640604 0.0626006 3.806633 0.09800136 10603 1.0838379 down 8.528725 8.644874 0.042726 0.006038 -0.116149 0.986564
1612719_aVvi.15644 Transcr ibed locus 3.666442 3.681703 3.532968 3.562242 16 1.874381 1.880373 1.820881 1.832785 0.0169425 7.584681 0.04133427 6804 1.0356554 up 1.877377 1.826833 0.004238 0.008418 0.050544 1.027668
1612720_aVvi.15188 Transcr ibed locus 4.662633 4.686616 4.461627 4.458386 16 2.221145 2.228546 2.15757 2.156522 0.0030255 18.13902 0.02766159 1807 1.0481168 up 2.224845 2.157046 0.005234 7.41E-04 0.0677996 1.031432
1612721_aVvi.15722 Transcr ibed locus 6.024633 6.053115 5.747414 5.77395 16 2.590873 2.597678 2.522913 2.529559 0.0048499 14.30704 0.02937093 2740 1.0482913 up 2.594276 2.526236 0.004811 0.004699 0.0680397 1.026933
1612722_aVvi.10532 Transcr ibed locus, weakly similar to NP_178003.1 curculin-like (mannose-binding) lectin fam 909.2097 1038.517 577.8403 634.7037 16 9.828469 10.02031 9.174527 9.309939 0.0283687 5.810103 0.05520128 8531 1.6045353 up 9.924389 9.242233 0.135651 0.095751 0.682156 1.073809
1612723_aVvi.11914 Transcr ibed locus 6.755909 6.81913 6.356992 6.35079 16 2.75615 2.769588 2.668344 2.666936 0.004995 14.09612 0.02943507 2812 1.0682347 up 2.762869 2.66764 0.009502 9.96E-04 0.0952288 1.035698
1612724_aVvi.938 Transcr ibed locus, weakly similar to XP_467082.1 phagocytosis and cell motility protein ELMO361.4349 391.0476 436.3969 486.0038 16 8.497592 8.6112 8.769497 8.924824 0.0931682 3.042649 0.13387378 11553 1.2249855 down 8.554396 8.84716 0.080333 0.109833 -0.292764 0.966909
1612725_aVvi.2316 Transcr ibed locus, moderately similar to NP_190754.2 cation exchanger, putative (CAX3) [Ar  4.183541 4.217405 4.071485 4.050619 16 2.064724 2.076356 2.025555 2.018142 0.0194759 7.060484 0.04449292 7266 1.0343262 up 2.07054 2.021849 0.008225 0.005242 0.0486913 1.024083
1612726_aVvi.692 Transcr ibed locus, strongly similar to NP_567151.1 40S ribosomal protein S13 (RPS13A) [A 6199.248 6424.155 9551.836 10197.8 16 12.59788 12.64929 13.22156 13.31597 0.0068691 12.0034 0.03077344 3703 1.5639362 down 12.62359 13.26877 0.036355 0.066757 -0.645181 0.951376
1612727_aVvi.5080 Transcr ibed locus, weakly similar to NP_172785.1 metallopeptidase M24 family protein [Arabi 185.6704 162.3091 130.5962 156.921 16 7.5366 7.3426 7.028969 7.293895 0.2322954 1.694276 0.28601062 13483 1.2126542 up 7.4396 7.161432 0.137179 0.187331 0.278168 1.038843
1612728_aVvi.6609 Transcr ibed locus, strongly similar to XP_470118.1 40S ribosomal protein S23 [Oryza sativa 8727.96 8977.169 12634.62 12450.92 16 13.09143 13.13205 13.62509 13.60397 0.0020664 21.96435 0.02556811 1339 1.4169534 down 13.11174 13.61453 0.028719 0.014941 -0.502793 0.963069
1612729_aVvi.9811 Transcr ibed locus, weakly similar to NP_919610.1 putative protein kinase [Oryza sativa (japon 11.47607 11.48064 31.22511 17.22954 16 3.520556 3.521132 4.964635 4.106813 0.1416293 2.366176 0.18849848 12473 2.0207343 down 3.520844 4.535724 4.07E-04 0.606572 -1.0148797 0.776247
1612730_aVvi.6697 Transcr ibed locus, moderately similar to NP_194825.1 CBL-interacting protein kinase 6 (CIP  5.870362 5.861099 5.613679 5.654845 16 2.553449 2.551171 2.488947 2.499487 0.0085052 10.77389 0.03209635 4398 1.041089 up 2.552311 2.494217 0.001611 0.007453 0.0580935 1.023291
1612731_aVvi.5816 Transcr ibed locus 20.89078 29.32402 28.74929 31.27427 16 4.384795 4.874011 4.845454 4.966904 0.3866753 1.098175 0.44233328 14512 1.2114848 down 4.629403 4.906179 0.345928 0.085878 -0.2767764 0.943586
1612732_aVvi.13462 Transcr ibed locus, moderately similar to NP_564630.1 expressed protein [Arabidopsis thalian 5.580452 5.610723 5.410085 5.39469 16 2.480382 2.488187 2.435651 2.43154 0.0074866 11.49235 0.03124492 3977 1.0357593 up 2.484284 2.433596 0.005519 0.002907 0.0506887 1.020829
1612733_aVvi.11014 Transcr ibed locus, weakly similar to XP_472792.1 OSJNBb0048E02.13 [Oryza sativa (japonic 5.034061 5.053567 4.922403 4.892288 16 2.331723 2.337302 2.299363 2.290509 0.0170356 7.563398 0.04142476 6825 1.0278118 up 2.334512 2.294936 0.003945 0.00626 0.039576 1.017245
1612734_aVvi.14865 Transcr ibed locus 10.78639 10.13645 8.098184 7.482762 16 3.43114 3.341481 3.017598 2.903571 0.0278181 5.869829 0.05449704 8473 1.3432482 up 3.386311 2.960585 0.063399 0.08063 0.425726 1.143798
1612735_aVvi.6102 Transcr ibed locus, weakly similar to XP_471711.1 OSJNBa0079M09.4 [Oryza sativa (japonic  313.9609 419.8702 382.4035 506.3683 16 8.294441 8.713799 8.578952 8.984043 0.4417946 0.951451 0.49558604 14799 1.2119902 down 8.50412 8.781498 0.296531 0.286443 -0.277378 0.968413
1612736_aVvi.12057 Transcr ibed locus 15.32319 14.94764 18.39705 18.72203 16 3.937645 3.901846 4.201403 4.226665 0.0054961 13.4331 0.02965942 3069 1.2262802 down 3.919745 4.214034 0.025314 0.017863 -0.2942886 0.930165
1612737_at 4.430034 4.446334 4.279289 4.34227 16 2.147318 2.152616 2.097371 2.118449 0.0607457 3.870106 0.09568736 10538 1.0295806 up 2.149967 2.10791 0.003747 0.014905 0.0420568 1.019952
1612738_aVvi.14726 Transcr ibed locus 4.163545 4.176785 4.008703 4.009121 16 2.057813 2.062393 2.003135 2.003286 0.0016184 24.8275 0.02492374 1074 1.0402223 up 2.060103 2.003211 0.003239 1.07E-04 0.0568919 1.0284
1612739_aVvi.203 Transcr ibed locus, weakly similar to NP_194977.1 anion exchange family protein [Arabidopsis 320.1401 354.7095 1005.791 1053.922 16 8.322559 8.470494 9.974114 10.04155 0.0025355 19.82156 0.0266497 1574 3.0552855 down 8.396526 10.00783 0.104606 0.047686 -1.6113075 0.838995
1612740_aVvi.11533 Transcr ibed locus 5650.582 5664.161 6315.063 6191.455 16 12.46418 12.46765 12.62458 12.59606 0.0097503 10.05304 0.0336397 4811 1.1052765 down 12.46592 12.61032 0.002449 0.020166 -0.144407 0.988549
1612741_aVvi.14435 Transcr ibed locus 4.359563 4.629329 3.953842 4.107777 16 2.124183 2.210803 1.983255 2.038358 0.0926482 3.052507 0.13331133 11537 1.1147242 up 2.167493 2.010807 0.061249 0.038963 0.1566867 1.077922
1612742_sVvi.869 Transcr ibed locus, weakly similar to NP_566676.1 zinc finger (GATA type) family protein [Ara 1824.302 1775.785 1380.886 1474.705 16 10.83313 10.79424 10.43138 10.52621 0.0226262 6.534691 0.04816527 7798 1.2612816 up 10.81368 10.47879 0.027498 0.067057 0.33489 1.031959
1612743_aVvi.7090 Transcr ibed locus, moderately similar to NP_194304.1 40S ribosomal protein S10 (RPS10A) 9612.855 9323.451 12149.94 11999.46 16 13.23075 13.18665 13.56866 13.55068 0.0045717 14.73902 0.02926091 2584 1.2754207 down 13.2087 13.55967 0.031184 0.012714 -0.350973 0.974116
1612744_aVvi.10342 Transcr ibed locus, weakly similar to XP_476198.1 putative ATP-dependent transmembrane tra 3.836136 3.870889 3.733032 3.743506 16 1.939654 1.952665 1.900348 1.90439 0.0233551 6.4283 0.04904401 7905 1.0308185 up 1.946159 1.902369 0.0092 0.002858 0.0437904 1.023019
1612745_aVvi.5615 Transcr ibed locus 5.819642 9.298181 5.447455 5.382827 16 2.54093 3.216949 2.445582 2.428364 0.321242 1.307133 0.37712196 14141 1.3584546 up 2.878939 2.436973 0.478017 0.012175 0.4419664 1.181359
1612746_at 3.737321 3.734748 3.613524 3.62149 14 1.902005 1.901011 1.853407 1.856583 0.0012776 27.95022 0.02354478 899 1.0327656 up 1.901508 1.854995 7.03E-04 0.002246 0.0465128 1.025074
1612747_aVvi.2022 Transcr ibed locus, moderately similar to NP_565460.1 ceramide glucosyltransferase, putative 200.118 171.6881 338.6377 305.6232 16 7.644707 7.423647 8.403599 8.25561 0.0268418 5.980147 0.05331107 8358 1.7355925 down 7.534177 8.329605 0.156313 0.104644 -0.795428 0.904506
1612748_aVvi.2012 Transcr ibed locus, moderately similar to NP_201291.1 4-alpha-glucanotransferase, putative / 45.96688 45.06249 92.77901 78.27588 16 5.522523 5.493855 6.535727 6.290496 0.0181067 7.330254 0.04280337 7022 1.8724433 down 5.508189 6.413111 0.020271 0.173404 -0.904922 0.858895
1612749_aVvi.15114 Transcr ibed locus 5.404421 5.448005 5.126891 5.193503 16 2.43414 2.445728 2.358084 2.376708 0.0221044 6.614035 0.04750275 7724 1.051565 up 2.439934 2.367396 0.008194 0.013169 0.0725383 1.030641
1612750_aVvi.2618 Transcr ibed locus, weakly similar to NP_188108.1 expressed protein [Arabidopsis thaliana] 58.76996 63.80763 110.9407 103.6337 16 5.877007 5.995657 6.793645 6.69535 0.0089649 10.49041 0.03271188 4547 1.7509842 down 5.936332 6.744498 0.083898 0.069505 -0.8081663 0.880174
1612751_aVvi.4661 Transcr ibed locus 1348.92 1346.195 1630.584 1641.734 16 10.39759 10.39467 10.67117 10.68101 3.35E-04 54.5988 0.01827131 302 1.2141602 down 10.39613 10.67609 0.002063 0.006952 -0.279958 0.973777
1612752_at 785.1151 722.811 652.633 628.5872 16 9.61676 9.497475 9.350128 9.295969 0.0701691 3.573439 0.10727024 10858 1.1761473 up 9.557117 9.323049 0.084348 0.038296 0.234068 1.025106
1612753_at 614.6207 679.7288 173.9849 149.7832 16 9.263553 9.408815 7.442819 7.226732 0.0042045 15.37332 0.0288901 2413 4.003907 up 9.336184 7.334775 0.102716 0.152796 2.001409 1.272866
1612754_aVvi.12748 Transcr ibed locus 3.060647 3.075331 2.977544 2.990079 16 1.613837 1.620742 1.574123 1.580184 0.0128493 8.736628 0.03678627 5798 1.0282106 up 1.617289 1.577153 0.004883 0.004286 0.0401359 1.025448
1612755_at 149.208 136.9645 173.777 198.4766 16 7.221181 7.097658 7.441093 7.632824 0.0803901 3.310633 0.11903026 11211 1.2991236 down 7.15942 7.536959 0.087344 0.135575 -0.3775387 0.949908
1612756_aVvi.10135 Transcr ibed locus, moderately similar to NP_849710.1 dehydration-responsive family protein 1625.659 1646.772 3208.404 2950.795 16 10.66681 10.68543 11.64764 11.52689 0.0044652 14.91497 0.02926091 2530 1.8805401 down 10.67612 11.58726 0.013163 0.085385 -0.911147 0.921367
1612757_aVvi.8150 Transcr ibed locus, weakly similar to NP_174332.1 phototropic-responsive NPH3 family protei 85.73076 96.71938 249.8228 270.9059 16 6.421741 6.595734 7.964761 8.081648 0.0047548 14.45038 0.02932456 2686 2.856934 down 6.508737 8.023205 0.123032 0.082651 -1.514468 0.811239
1612758_aVvi.15605 Transcr ibed locus 3.932184 3.973446 3.782813 3.797954 16 1.975331 1.990391 1.919459 1.925222 0.0172884 7.506446 0.04173952 6875 1.0428416 up 1.982861 1.922341 0.010649 0.004075 0.0605199 1.031482
1612759_aVvi.12653 Transcr ibed locus, moderately similar to NP_563836.1 ATP-dependent Clp protease proteoly 374.033 331.6343 334.7663 350.1705 16 8.547022 8.373449 8.387011 8.451914 0.7028853 0.440056 0.7380348 15810 1.0286651 up 8.460236 8.419462 0.122734 0.045894 0.040774 1.004843
1612760_aVvi.4380 Transcr ibed locus 4.303054 4.349813 4.209168 4.230321 16 2.105361 2.120953 2.073535 2.080767 0.0525209 4.189691 0.08574776 10167 1.0252717 up 2.113157 2.077151 0.011025 0.005114 0.0360063 1.017334
1612761_aVvi.14661 Transcr ibed locus 3.398447 3.414349 3.300838 3.320424 16 1.764875 1.77161 1.722832 1.731367 0.0170132 7.568495 0.04139726 6822 1.0289289 up 1.768243 1.7271 0.004762 0.006035 0.0411431 1.023822
1612762_aVvi.12495 Transcr ibed locus, weakly similar to NP_565478.1 expressed protein [Arabidopsis thaliana] 177.7811 170.46 218.9721 223.9326 16 7.473959 7.41329 7.774604 7.806922 0.0096611 10.10002 0.03355114 4776 1.272035 down 7.443625 7.790763 0.0429 0.022852 -0.3471385 0.955442
1612763_aVvi.10721 Transcr ibed locus, weakly similar to NP_192976.1 invertase/pectin methylesterase inhibitor fa 12.34626 6.819397 199.9303 204.442 16 3.626002 2.769644 7.643354 7.675548 0.0090975 10.41265 0.03284102 4598 22.03351 down 3.197823 7.659451 0.605537 0.022765 -4.4616275 0.4175
1612764_aVvi.7219 Transcr ibed locus, moderately similar to NP_567780.1 pfkB-type carbohydrate kinase family p 4.808772 4.775936 4.56297 4.569323 16 2.265668 2.255784 2.189973 2.19198 0.0051875 13.83011 0.02949601 2918 1.0495343 up 2.260726 2.190977 0.00699 0.001419 0.0697494 1.031835
1612765_aVvi.12793 Transcr ibed locus, weakly similar to NP_172840.1 expressed protein [Arabidopsis thaliana] 220.4107 224.3777 183.7414 175.8288 16 7.784051 7.809785 7.521533 7.458027 0.0122156 8.964687 0.03608414 5618 1.2372512 up 7.796918 7.48978 0.018197 0.044905 0.3071385 1.041008
1612766_s_at 2794.948 2848.01 3845.973 3696.544 16 11.44861 11.47574 11.90913 11.85196 0.0056713 13.22222 0.02982877 3155 1.3364214 down 11.46217 11.88055 0.019186 0.040427 -0.418375 0.964785
1612767_aVvi.518 Transcr ibed locus, weakly similar to XP_478921.1 putative early nodulin 8 precursor [Oryza sa 957.3013 1086.46 3051.747 2879.19 16 9.902829 10.08542 11.57542 11.49145 0.0042345 15.31858 0.02895284 2426 2.9065535 down 9.994123 11.53343 0.12911 0.059376 -1.53931 0.866535
1612768_aVvi.10967 Transcr ibed locus, moderately similar to NP_567905.1 expressed protein [Arabidopsis thalian 258.213 243.3552 320.4426 279.3684 16 8.012418 7.92692 8.323922 8.126025 0.1414 2.368581 0.18828382 12467 1.1935879 down 7.969669 8.224974 0.060456 0.139934 -0.255305 0.96896
1612769_aVvi.10164 Transcr ibed locus, weakly similar to NP_566544.1 phosphotransfer family protein [Arabidopsi 5.159905 5.444416 4.962028 4.928354 16 2.367344 2.444777 2.31093 2.301106 0.1244078 2.563444 0.16979769 12163 1.0718052 up 2.406061 2.306018 0.054753 0.006946 0.1000428 1.043383
1612770_aVvi.10273 Transcr ibed locus, weakly similar to NP_174166.1 leucine-rich repeat transmembrane protein   4.027537 4.025346 3.858657 3.87628 16 2.009898 2.009113 1.948099 1.954673 0.0032285 17.55677 0.02783547 1920 1.0411077 up 2.009505 1.951386 5.55E-04 0.004649 0.0581193 1.029784
1612771_aVvi.793 Transcr ibed locus, moderately similar to NP_200130.1 polypyrimidine tract-binding protein, p 402.9591 394.8449 603.8521 559.6207 16 8.65449 8.625142 9.238051 9.128305 0.0107519 9.566061 0.03483154 5123 1.4573644 down 8.639816 9.183178 0.020752 0.077602 -0.543362 0.940831
1612772_aVvi.11255 Transcr ibed locus, moderately similar to NP_180245.1 plectin-related [Arabidopsis thaliana] 5.992985 6.025308 5.643358 5.820217 16 2.583275 2.591035 2.496554 2.541073 0.09413 3.024615 0.13501053 11574 1.0485107 up 2.587155 2.518813 0.005487 0.03148 0.0683415 1.027132
1612773_aVvi.238 Transcr ibed locus, strongly similar to NP_568496.1 aminotransferase class IV family protein 329.8747 330.4139 389.243 337.5732 16 8.365774 8.368131 8.604527 8.399056 0.3197695 1.312406 0.37568563 14130 1.0979704 down 8.366953 8.501792 0.001666 0.14529 -0.134839 0.98414
1612774_aVvi.15752 Transcr ibed locus 128.4869 131.5449 156.7935 155.0918 16 7.005477 7.039411 7.292721 7.276979 0.0050423 14.02933 0.02943507 2838 1.1994777 down 7.022444 7.28485 0.023995 0.011131 -0.262406 0.963979
1612775_at 83.68057 60.05421 101.3344 87.02382 16 6.386821 5.908194 6.662979 6.443338 0.2633233 1.540593 0.31854364 13723 1.324687 down 6.147507 6.553159 0.338441 0.155309 -0.4056518 0.938098
1612776_aVvi.11544 Transcr ibed locus 199.6977 214.9859 235.3082 251.374 16 7.641674 7.748098 7.878408 7.973692 0.0836593 3.236522 0.12272783 11316 1.1737808 down 7.694886 7.926049 0.075253 0.067376 -0.231163 0.970835
1612777_aVvi.691 Transcr ibed locus, weakly similar to NP_195483.1 expressed protein [Arabidopsis thaliana] 196.715 227.4461 320.5742 292.5405 16 7.619963 7.829381 8.324514 8.192493 0.0497832 4.312756 0.08218981 10055 1.4477682 down 7.724672 8.258503 0.148081 0.093354 -0.5338307 0.93536
1612778_aVvi.12709 Transcr ibed locus 2505.544 2652.783 1017.485 926.0126 16 11.29091 11.37329 9.990792 9.854888 0.0031643 17.73496 0.02773125 1888 2.6560085 up 11.3321 9.92284 0.058254 0.096099 1.40926 1.142022
1612779_aVvi.743 Transcr ibed locus, strongly similar to NP_176296.1 Nuf2 family protein [Arabidopsis thaliana 214.3723 212.5755 281.7266 260.1911 16 7.743975 7.731832 8.138152 8.023428 0.0271527 5.944376 0.05367819 8397 1.2682911 down 7.737904 8.08079 0.008587 0.081122 -0.3428864 0.957568
1612780_aVvi.14259 Transcr ibed locus 411.1381 439.4405 788.6865 731.8304 16 8.683479 8.779524 9.623308 9.515366 0.007353 11.59747 0.03112543 3921 1.7873663 down 8.731502 9.569337 0.067914 0.076327 -0.837835 0.912446
1612781_aVvi.6248 Transcr ibed locus, moderately similar to XP_470613.1 Putative Squalene monooxygenase [Or 9003.246 9369.071 11040.38 9653.207 16 13.13623 13.19369 13.4305 13.23679 0.2369212 1.669731 0.2908219 13524 1.1240357 down 13.16496 13.33365 0.040632 0.136974 -0.168688 0.987349
1612782_aVvi.8068 Transcr ibed locus, moderately similar to NP_566767.1 60S ribosomal protein L5 [Arabidopsis 11209.64 10978.94 12507.18 12841.31 16 13.45245 13.42245 13.61047 13.6485 0.0155396 7.928165 0.0395323 6525 1.142373 down 13.43745 13.62949 0.021214 0.026895 -0.192034 0.98591
1612783_aVvi.11441 Transcr ibed locus 7.727307 8.498529 7.370545 6.975388 16 2.949966 3.087213 2.881771 2.802274 0.1558895 2.226447 0.20434885 12664 1.1301913 up 3.01859 2.842022 0.097049 0.056213 0.1765671 1.062127
1612784_aVvi.2206 Transcr ibed locus, moderately similar to NP_567679.2 receptor-like protein kinase 4, putative 6.709763 6.782179 6.312783 6.350505 16 2.746262 2.761749 2.658276 2.666871 0.009252 10.32411 0.03307883 4642 1.065427 up 2.754005 2.662574 0.010951 0.006078 0.0914316 1.03434
1612785_aVvi.12085 Transcr ibed locus, moderately similar to NP_850374.1 expressed protein [Arabidopsis thalian 562.3656 533.8862 848.4834 937.562 16 9.135365 9.060389 9.728743 9.87277 0.0130805 8.657533 0.03699555 5866 1.6277509 down 9.097877 9.800756 0.053016 0.101843 -0.702879 0.928283
1612786_aVvi.6184 Transcr ibed locus, moderately similar to NP_196710.1 adaptin family protein [Arabidopsis tha 1656.627 1683.02 1862.073 1615.278 16 10.69403 10.71684 10.86269 10.65757 0.6490562 0.530021 0.6891112 15636 1.0386395 down 10.70544 10.76013 0.016125 0.145047 -0.054695 0.994917
1612787_aVvi.305 Transcr ibed locus, weakly similar to NP_191316.1 expressed protein [Arabidopsis thaliana] 13.39532 13.04649 13.12679 13.09376 16 3.743657 3.70559 3.714442 3.710808 0.5943978 0.627546 0.6382222 15461 1.0083516 up 3.724623 3.712625 0.026917 0.00257 0.0119986 1.003232
1612788_aVvi.15539 Transcr ibed locus 4.487584 4.483957 4.597239 4.379918 16 2.165939 2.164773 2.200768 2.130904 0.9902833 0.013737 0.9919563 16573 1.0003327 down 2.165356 2.165836 8.25E-04 0.049401 -0.0004799 0.999778
1612789_aVvi.3750 Transcr ibed locus, strongly similar to NP_176794.1 glutamine synthetase, putative [Arabidops 7.234429 7.06882 6.605266 6.306673 16 2.854879 2.821469 2.723617 2.656879 0.0581427 3.964095 0.09260379 10422 1.1079757 up 2.838174 2.690248 0.023624 0.04719 0.1479263 1.054986
1612790_aVvi.15796 Transcr ibed locus 2590.875 2664.963 2755.051 2650.54 16 11.33922 11.3799 11.42786 11.37207 0.362437 1.170369 0.41835356 14382 1.0284027 down 11.35956 11.39997 0.028762 0.039451 -0.040405 0.996456
1612791_aVvi.10176 Transcr ibed locus, moderately similar to NP_176440.1 protease inhibitor/seed storage/lipid tr 3747.933 3192.772 4390.618 4109.99 16 11.87188 11.64059 12.10021 12.00492 0.1413383 2.369229 0.18821679 12466 1.2280136 down 11.75624 12.05256 0.163544 0.06738 -0.296327 0.975414
1612792_aVvi.6151 Transcr ibed locus, weakly similar to NP_192939.2 protein kinase family protein [Arabidopsis t 6.48194 6.585564 5.950394 6.222399 16 2.696426 2.719307 2.572985 2.637471 0.0954646 3.000025 0.13657169 11603 1.0737352 up 2.707866 2.605228 0.01618 0.045598 0.1026382 1.039397
1612793_aVvi.4239 Transcr ibed locus, moderately similar to XP_468430.1 zinc finger-like [Oryza sativa (japonica 217.6686 216.2505 175.6109 194.9238 16 7.765989 7.756559 7.456239 7.606767 0.0929429 3.04691 0.13360386 11548 1.1726493 up 7.761274 7.531503 0.006668 0.106439 0.2297716 1.030508
1612794_aVvi.1353 Transcr ibed locus, weakly similar to NP_564283.1 expressed protein [Arabidopsis thaliana] 1679.118 1603.506 1856.704 1911.866 16 10.71349 10.64701 10.85853 10.90077 0.0368596 5.063534 0.06603462 9266 1.1482177 down 10.68025 10.87965 0.047004 0.029866 -0.199396 0.981673
1612795_aVvi.8767 Transcr ibed locus, moderately similar to NP_195680.1 heavy-metal-associated domain-conta      379.4215 369.0835 550.8539 613.9158 16 8.567657 8.527803 9.105526 9.261897 0.0157168 7.882272 0.03976985 6560 1.5539947 down 8.54773 9.183712 0.028181 0.110571 -0.635982 0.930749
1612796_at 5.049005 5.095639 5.696635 4.901309 16 2.335999 2.349263 2.51011 2.293167 0.6415671 0.542979 0.68225056 15611 1.041749 down 2.342631 2.401639 0.009379 0.153402 -0.0590076 0.97543
1612797_aVvi.462 Transcr ibed locus, weakly similar to NP_566285.1 glycosyl hydrolase family 1 protein [Arabido 324.9623 307.4845 214.6647 204.953 16 8.344129 8.26437 7.745941 7.679149 0.0076395 11.37545 0.03135112 4039 1.5070251 up 8.304249 7.712545 0.056398 0.047229 0.5917036 1.07672
1612798_aVvi.14809 Transcr ibed locus 4.09305 4.119519 3.960084 3.978175 16 2.033176 2.042476 1.985531 1.992107 0.0132366 8.605326 0.03713761 5916 1.0345527 up 2.037826 1.988819 0.006576 0.00465 0.0490071 1.024641
1612799_aVvi.1105 Transcr ibed locus, moderately similar to NP_566244.1 transmembrane protein, putative [Arab 1130.912 1126.635 984.0149 912.8628 16 10.14327 10.13781 9.942536 9.834254 0.0432473 4.651226 0.07410374 9688 1.1909748 up 10.14054 9.888395 0.003865 0.076567 0.252143 1.025499
1612800_aVvi.4565 Transcr ibed locus, moderately similar to NP_179466.1 SNF2 domain-containing protein / hel    149.8819 126.6333 113.4635 132.3016 16 7.227682 6.984513 6.826084 7.047687 0.4117765 1.028657 0.46734437 14627 1.1244444 up 7.106098 6.936885 0.171946 0.156697 0.1692123 1.024393
1612801_aVvi.974 Transcr ibed locus, weakly similar to NP_196274.1 expressed protein [Arabidopsis thaliana] 639.424 681.0803 217.3138 234.866 16 9.320629 9.411681 7.763636 7.875694 0.0021721 21.42151 0.02580234 1394 2.9210572 up 9.366156 7.819665 0.064384 0.079237 1.546491 1.197769
1612802_at 5.965394 5.988454 5.812086 5.729583 16 2.576618 2.582184 2.539056 2.51843 0.0417022 4.742386 0.07220139 9588 1.0357367 up 2.579401 2.528743 0.003936 0.014585 0.0506572 1.020033
1612803_aVvi.10711 Transcr ibed locus, weakly similar to NP_192941.1 zinc finger (AN1-like) family protein [Arabi 3.870817 3.853643 3.83082 3.80504 16 1.952638 1.946223 1.937653 1.927911 0.1039391 2.854545 0.14648533 11779 1.0116066 up 1.949431 1.932782 0.004536 0.006888 0.0166483 1.008614
1612804_aVvi.8 GO:000905StSy mRNA for stilbene synthase 10.45466 10.59051 10.04588 11.15405 16 3.386074 3.404701 3.328532 3.479495 0.9200515 0.113427 0.9321227 16386 1.0059973 down 3.395387 3.404014 0.013171 0.106747 -0.0086264 0.997466
1612805_at 7.234184 6.432942 11.07794 6.787933 16 2.85483 2.685479 3.469618 2.762972 0.4412923 0.952696 0.49521422 14793 1.2711558 down 2.770155 3.116295 0.11975 0.499674 -0.3461408 0.888926
1612806_at 5.009778 5.059898 4.829993 4.894469 16 2.324747 2.339108 2.272021 2.291152 0.0520826 4.208756 0.08523171 10144 1.0355093 up 2.331927 2.281587 0.010155 0.013528 0.0503407 1.022064
1612807_at 44.13353 41.83343 43.95828 50.41655 16 5.463803 5.386584 5.458063 5.655826 0.3403775 1.241153 0.39664125 14246 1.0956223 down 5.425194 5.556944 0.054602 0.139839 -0.1317504 0.976291
1612808_aVvi.15046 Transcr ibed locus 3.336445 3.354824 3.247508 3.26138 16 1.738312 1.746237 1.699333 1.705483 0.015462 7.948501 0.03949129 6498 1.0280188 up 1.742275 1.702408 0.005604 0.004348 0.0398667 1.023418
1612809_aVvi.14928 Transcr ibed locus 4.140864 4.152708 3.971301 3.95065 16 2.049932 2.054052 1.989612 1.98209 0.0041771 15.42403 0.0288901 2394 1.0469126 up 2.051992 1.985851 0.002914 0.005319 0.0661411 1.033306
1612810_aVvi.15040 Transcr ibed locus 6.054295 6.077967 5.876037 5.895387 16 2.597959 2.603589 2.554843 2.559587 0.0070651 11.83397 0.03090239 3794 1.0306531 up 2.600774 2.557215 0.003981 0.003354 0.0435588 1.017034
1612811_aVvi.10584 Transcr ibed locus, weakly similar to NP_193411.1 homeobox-leucine zipper protein 4 (HAT4) 3.551556 3.564209 3.458182 3.474331 16 1.828451 1.833582 1.790014 1.796735 0.0123811 8.903453 0.03634378 5654 1.026435 up 1.831017 1.793374 0.003628 0.004753 0.0376422 1.02099
1612812_aVvi.4806 Transcr ibed locus 4.829089 4.8634 4.628315 4.63176 16 2.271751 2.281965 2.210487 2.211561 0.0060292 12.8203 0.03011773 3320 1.0466902 up 2.276858 2.211024 0.007222 7.59E-04 0.0658345 1.029776
1612813_x_at 3252.161 3163.747 3110.858 3633.256 16 11.66718 11.62742 11.6031 11.82705 0.6116902 0.595915 0.65450376 15515 1.0480968 down 11.6473 11.71507 0.028118 0.158357 -0.067772 0.994215
1612814_aVvi.15339 Transcr ibed locus 3.208098 3.21834 3.113576 3.126982 16 1.681718 1.686317 1.638573 1.644771 0.0082032 10.97298 0.03167922 4298 1.0297868 up 1.684018 1.641672 0.003252 0.004383 0.0423457 1.025794
1612815_aVvi.2883 Transcr ibed locus, moderately similar to NP_564254.1 expressed protein [Arabidopsis thalian 590.691 624.7863 584.0322 539.7134 16 9.20626 9.287219 9.189904 9.07605 0.2449409 1.628619 0.29901755 13598 1.0820467 up 9.246739 9.132977 0.057247 0.080507 0.113762 1.012456
1612816_aVvi.12772 Transcr ibed locus, moderately similar to XP_469952.1 expressed protein [Oryza sativa (japon 446.7349 471.0567 411.997 405.3239 16 8.803275 8.879757 8.68649 8.662931 0.0530104 4.168674 0.08630758 10196 1.1225699 up 8.841517 8.674711 0.054081 0.016658 0.1668055 1.019229
1612817_aVvi.15073 Transcr ibed locus 98.14503 97.29797 130.1037 131.2415 16 6.616843 6.604337 7.023518 7.03608 4.47E-04 47.29965 0.01871624 395 1.3371942 down 6.61059 7.029799 0.008843 0.008883 -0.419209 0.940367
1612818_aVvi.11337 Transcr ibed locus, strongly similar to NP_175517.1 histone H2A, putative [Arabidopsis thalia 3508.615 3398.54 5465.46 5063.635 16 11.77669 11.7307 12.41613 12.30596 0.0095217 10.17476 0.03340679 4730 1.5234576 down 11.75369 12.36104 0.032517 0.077903 -0.607349 0.950866
1612819_at 3.342983 3.357483 3.250975 3.265829 16 1.741136 1.74738 1.700872 1.707449 0.0125484 8.842769 0.03651045 5705 1.028183 up 1.744258 1.704161 0.004415 0.00465 0.0400971 1.023529
1612820_sVvi.7427 Transcr ibed locus, moderately similar to NP_921899.1 60S ribosomal protein L21 [Oryza sati   6653.258 7032.116 8039.855 8556.025 16 12.69985 12.77974 12.97295 13.06273 0.0436675 4.627255 0.07470046 9704 1.2125512 down 12.73979 13.01784 0.056496 0.063478 -0.278045 0.978641
1612821_aVvi.9752 Transcr ibed locus, moderately similar to NP_198106.1 GTP-binding protein-related [Arabido 856.9373 916.1169 1158.115 1168.76 16 9.743046 9.839388 10.17756 10.19076 0.0149674 8.0818 0.0388888 6388 1.3130714 down 9.791217 10.18416 0.068124 0.009334 -0.392945 0.961416
1612822_aVvi.11872 Transcr ibed locus 64.41022 84.50508 51.11054 48.59669 16 6.009218 6.400966 5.675549 5.602786 0.1048043 2.840642 0.14750428 11795 1.480335 up 6.205092 5.639168 0.277008 0.051451 0.5659235 1.100356
1612823_aVvi.10814 Transcr ibed locus, moderately similar to NP_567258.1 two-pore calcium channel (TPC1) [Ar 326.0494 369.9697 478.4877 432.1963 16 8.348947 8.531263 8.902338 8.755543 0.0798879 3.322401 0.11851473 11190 1.3093356 down 8.440105 8.82894 0.128917 0.1038 -0.388835 0.955959
1612824_aVvi.15066 Transcr ibed locus 4.932762 4.878669 4.7371 4.754768 16 2.302396 2.286488 2.244004 2.249375 0.0295447 5.688098 0.05671853 8647 1.0336533 up 2.294442 2.246689 0.011249 0.003798 0.0477524 1.021255
1612825_aVvi.14869 Transcr ibed locus 15.15844 12.80704 3.857109 3.869834 16 3.92205 3.678865 1.94752 1.952272 0.0042911 15.21653 0.02904219 2452 3.606406 up 3.800458 1.949896 0.171957 0.00336 1.8505619 1.949057
1612826_aVvi.9977 GO:000557Putative pathogenesis related protein 1 precursor (pr1 gene) 1365.335 1537.332 3608.273 3265.921 16 10.41504 10.58621 11.81709 11.67327 0.0079713 11.13339 0.03158401 4187 2.36946 down 10.50063 11.74518 0.121038 0.101695 -1.244558 0.894037
1612827_aVvi.11832 Transcr ibed locus 7.165784 7.545907 6.885793 6.788138 16 2.841125 2.915694 2.783623 2.763016 0.1129841 2.716753 0.15686245 11957 1.0755616 up 2.878409 2.773319 0.052729 0.014571 0.1050902 1.037893
1612828_aVvi.6684 Transcr ibed locus, weakly similar to NP_191593.1 palmitoyl protein thioesterase family protein 93.85899 96.27062 80.56319 69.081 16 6.552423 6.589024 6.332049 6.110217 0.0897073 3.109798 0.12990148 11464 1.2741988 up 6.570723 6.221133 0.025881 0.156859 0.3495902 1.056194
1612829_aVvi.1113 Transcr ibed locus, strongly similar to NP_177693.1 vacuolar ATP synthase 16 kDa proteolipi 3655.53 3820.977 5262.078 5005.968 16 11.83587 11.89973 12.36142 12.28943 0.0108739 9.511369 0.03490222 5169 1.3732833 down 11.8678 12.32543 0.045156 0.0509 -0.457629 0.962871
1612830_aVvi.15344 Transcr ibed locus 3.358177 3.372883 3.259628 3.259635 16 1.747678 1.753982 1.704707 1.704711 0.0046385 14.63176 0.02926091 2630 1.0324852 up 1.75083 1.704709 0.004458 2.19E-06 0.0461213 1.027055
1612831_sVvi.3250 GO:001599H+-pyrophosphatase 1086.168 1228.229 924.8533 751.031 16 10.08503 10.26236 9.853081 9.552729 0.1141914 2.699538 0.15825972 11978 1.3858708 up 10.1737 9.702905 0.125393 0.212381 0.470792 1.048521
1612832_aVvi.3399 Transcr ibed locus, weakly similar to NP_189346.2 expressed protein [Arabidopsis thaliana] 380.2631 337.7886 367.4109 358.8471 16 8.570854 8.399977 8.521251 8.487226 0.8489718 0.216064 0.86928767 16213 1.0131323 down 8.485415 8.504238 0.120829 0.024059 -0.018823 0.997787
1612833_at 50.35612 49.45754 71.34332 66.37223 16 5.654095 5.628119 6.156706 6.052508 0.0131556 8.632283 0.03709409 5887 1.3788835 down 5.641107 6.104607 0.018368 0.073679 -0.4635004 0.924074
1612834_aVvi.771 Transcr ibed locus, weakly similar to NP_172802.2 DNA binding protein GT-1 [Arabidopsis th 15.66506 15.90122 16.39308 15.25098 16 3.969478 3.991066 4.035015 3.93083 0.9647912 0.049825 0.96993244 16513 1.001839 down 3.980272 3.982923 0.015265 0.073669 -0.0026508 0.999334
1612835_at 5.628274 5.683658 5.352353 5.355314 16 2.492693 2.50682 2.420173 2.420971 0.0078884 11.19246 0.03149151 4157 1.0564204 up 2.499756 2.420572 0.009989 5.64E-04 0.079184 1.032713
1612836_aVvi.6988 Transcr ibed locus, moderately similar to NP_563901.1 beta-fructosidase (BFRUCT4) / beta- 67.93301 45.36963 115.0622 90.38635 16 6.086041 5.503655 6.84627 6.498033 0.122645 2.585784 0.16782776 12131 1.8369389 down 5.794848 6.672152 0.411809 0.246241 -0.8773036 0.868513
1612837_aVvi.7774 Transcr ibed locus, moderately similar to NP_568868.1 ubiquitin family protein [Arabidopsis th 2078.084 2180.846 1699.845 1679.533 16 11.02104 11.09067 10.73119 10.71384 0.011389 9.29016 0.03535031 5346 1.2599257 up 11.05586 10.72252 0.049239 0.012264 0.333339 1.031088
1612838_aVvi.7758 Transcr ibed locus 6.612026 6.668246 6.414477 6.214734 16 2.725092 2.737307 2.681332 2.635693 0.0913727 3.077031 0.13180728 11508 1.051674 up 2.7312 2.658512 0.008637 0.032272 0.0726877 1.027341
1612839_aVvi.5467 Transcr ibed locus 183.6017 181.2742 229.5034 240.0729 16 7.520436 7.50203 7.842372 7.907329 0.0085089 10.77154 0.03209635 4400 1.286648 down 7.511233 7.87485 0.013015 0.045932 -0.3636173 0.953825
1612840_aVvi.6653 Transcr ibed locus, moderately similar to NP_197288.1 cation exchanger, putative (CAX7) [Ar  141.817 135.5063 77.33095 90.51505 16 7.147886 7.082216 6.272975 6.500086 0.0253313 6.163061 0.05160752 8148 1.65694 up 7.115051 6.38653 0.046436 0.160592 0.7285213 1.114072
1612841_s_at 4.678587 4.698607 4.540187 4.514108 11 2.226073 2.232233 2.182752 2.174441 0.010306 9.774119 0.03427398 4989 1.0356644 up 2.229153 2.178597 0.004356 0.005877 0.0505567 1.023206
1612842_aVvi.12875 Transcr ibed locus, moderately similar to NP_051087.1 photosystem II phosphoprotein [Arabid 7.657012 7.744241 7.147547 7.047247 16 2.936782 2.953124 2.837448 2.81706 0.0120982 9.008876 0.03595679 5585 1.0850029 up 2.944953 2.827254 0.011556 0.014417 0.1176989 1.04163
1612843_at 5.168291 5.184287 4.988528 5.012154 16 2.369687 2.374146 2.318614 2.325431 0.0065962 12.25166 0.03057452 3580 1.0351888 up 2.371916 2.322022 0.003152 0.00482 0.0498939 1.021487
1612844_sVvi.3050 Transcr ibed locus, weakly similar to NP_199803.1 octicosapeptide/Phox/Bem1p (PB1) domain 256.926 219.9001 114.0595 118.8601 16 8.005209 7.780704 6.833643 6.893121 0.0124837 8.866078 0.03646288 5683 2.0414226 up 7.892957 6.863382 0.158749 0.042058 1.0295747 1.15001
1612845_at 775.3138 912.6547 1463.332 1522.393 13 9.598637 9.833925 10.51504 10.57213 0.0207477 6.833983 0.04575787 7524 1.774364 down 9.716281 10.54358 0.166374 0.040365 -0.827302 0.921535
1612846_aVvi.15234 Transcr ibed locus 5.312291 5.369031 5.101528 5.107711 16 2.409334 2.424662 2.35093 2.352677 0.0137107 8.452174 0.03761387 6050 1.046226 up 2.416998 2.351803 0.010838 0.001236 0.0651947 1.027721
1612847_aVvi.9418 Transcr ibed locus, weakly similar to NP_176153.1 disease resistance protein (CC-NBS-LRR 2.993977 3.00487 2.906714 2.922818 16 1.582063 1.587302 1.539389 1.54736 0.0130691 8.6614 0.03699555 5863 1.0290465 up 1.584683 1.543375 0.003705 0.005636 0.0413082 1.026765
1612848_x_at 16.6009 19.05023 9.860607 16.1954 16 4.05319 4.251736 3.301677 4.017512 0.3157504 1.326949 0.3715158 14109 1.4072405 up 4.152463 3.659594 0.140394 0.506172 0.492869 1.134679
1612849_aVvi.10844 Transcr ibed locus 2.655288 2.668869 2.58542 2.596948 16 1.408868 1.416228 1.370399 1.376817 0.0153625 7.974802 0.03934107 6482 1.0273589 up 1.412548 1.373608 0.005205 0.004539 0.0389403 1.028349
1612850_aVvi.14051 Transcr ibed locus 41.75746 43.34135 61.80887 81.13174 16 5.383962 5.437672 5.949742 6.342195 0.0655272 3.711844 0.10161422 10705 1.664572 down 5.410817 6.145968 0.037979 0.277506 -0.7351514 0.880385
1612851_aVvi.12519 Transcr ibed locus, weakly similar to NP_918613.1 polyprotein [Oryza sativa (japonica cultivar 6.761826 6.801887 6.444551 6.432668 16 2.757413 2.765935 2.68808 2.685417 0.0035311 16.78378 0.02809704 2083 1.0533066 up 2.761674 2.686749 0.006026 0.001883 0.0749255 1.027887
1612852_aVvi.5876 Transcr ibed locus, moderately similar to NP_201094.1 permease, putative [Arabidopsis thalia 1244.617 1410.017 2926.056 2654.467 16 10.28149 10.4615 11.51474 11.37421 0.0111362 9.396802 0.03508226 5269 2.1037784 down 10.37149 11.44447 0.127286 0.099374 -1.072983 0.906244
1612853_aVvi.15851 Transcr ibed locus 3.361497 3.376123 3.267938 3.280553 16 1.749104 1.755368 1.708381 1.713939 0.0102315 9.810175 0.03417788 4969 1.0288811 up 1.752236 1.71116 0.004429 0.00393 0.0410762 1.024005
1612854_aVvi.5870 Transcr ibed locus, moderately similar to NP_190455.2 expressed protein [Arabidopsis thalian 168.1118 195.2808 217.3978 235.9798 16 7.393277 7.609407 7.764193 7.88252 0.1204878 2.613743 0.1653855 12094 1.2500751 down 7.501342 7.823357 0.152827 0.08367 -0.3220146 0.958839
1612855_at 8.493361 8.522897 7.921295 7.779494 14 3.086336 3.091344 2.985736 2.959676 0.0128034 8.752575 0.03674546 5783 1.0838262 up 3.08884 2.972706 0.003541 0.018427 0.1161335 1.039067
1612856_aVvi.2581 Transcr ibed locus, moderately similar to XP_473876.1 OSJNBa0070C17.24 [Oryza sativa (ja 678.4938 627.3999 469.5731 435.8229 16 9.406192 9.293242 8.875206 8.767598 0.0211106 6.773094 0.04621294 7583 1.4422433 up 9.349716 8.821402 0.079868 0.07609 0.528314 1.05989
1612857_aVvi.7736 Transcr ibed locus, strongly similar to XP_507323.1 PREDICTED OJ1112_E06.28 gene prod 4548.781 4341.276 3597.934 3475.434 16 12.15126 12.0839 11.81295 11.76298 0.015805 7.859725 0.03985932 6582 1.2566793 up 12.11758 11.78797 0.047631 0.035338 0.329616 1.027962
1612858_at 6.831666 7.149154 11.0055 13.32067 16 2.772237 2.837773 3.460153 3.735594 0.0304317 5.600736 0.0579056 8724 1.7325159 down 2.805005 3.597874 0.04634 0.194766 -0.7928687 0.779629
1612859_aVvi.2223 Transcr ibed locus 7.674434 7.724333 7.049859 6.989354 16 2.94006 2.94941 2.817594 2.805159 0.0033854 17.14315 0.02783547 2015 1.0968443 up 2.944735 2.811377 0.006611 0.008793 0.1333587 1.047435
1612860_aVvi.5206 Transcr ibed locus, strongly similar to NP_188935.1 ADP-ribosylation factor, putative [Arabido  497.5739 488.0017 498.0797 476.1931 16 8.958767 8.930742 8.960233 8.895403 0.6788333 0.479606 0.7161916 15735 1.0118085 up 8.944755 8.927818 0.019816 0.045842 0.016937 1.001897
1612861_aVvi.14575 Transcr ibed locus 4.463532 4.479787 4.33832 4.337463 16 2.158186 2.16343 2.117137 2.116852 0.003573 16.68475 0.02809704 2103 1.0308355 up 2.160808 2.116994 0.003708 2.01E-04 0.043814 1.020696
1612862_aVvi.8553 Transcr ibed locus, weakly similar to NP_566033.1 expressed protein [Arabidopsis thaliana] 610.6718 525.2379 498.9193 562.6624 16 9.254253 9.036827 8.962663 9.136126 0.5608158 0.691343 0.60711163 15335 1.0689139 up 9.14554 9.049395 0.153744 0.122657 0.096145 1.010624
1612863_aVvi.14497 Transcr ibed locus 3.996652 3.9982 3.883215 3.90744 16 1.998792 1.99935 1.957251 1.966224 0.0141874 8.305953 0.03815766 6171 1.0262156 up 1.999071 1.961737 3.95E-04 0.006344 0.0373338 1.019031
1612864_at 6.817496 6.918388 6.494104 6.554642 16 2.769242 2.790436 2.699131 2.712517 0.0274989 5.905261 0.05404714 8446 1.0526422 up 2.779839 2.705824 0.014986 0.009466 0.074015 1.027354
1612865_at 8.612068 8.612326 7.908818 7.865104 10 3.10636 3.106403 2.983462 2.975466 9.91E-04 31.74253 0.02255868 726 1.091958 up 3.106381 2.979464 3.07E-05 0.005654 0.1269174 1.042597
1612866_aVvi.7871 Transcr ibed locus, moderately similar to NP_565231.1 lactoylglutathione lyase family protein 6.308034 6.436115 6.124952 6.149025 16 2.657191 2.68619 2.614699 2.620358 0.0670069 3.666221 0.10335854 10762 1.038256 up 2.671691 2.617528 0.020506 0.004002 0.0541623 1.020692
1612867_at 6.013247 6.184959 5.679518 5.67538 16 2.588144 2.628764 2.505769 2.504717 0.0366324 5.080113 0.06573506 9249 1.0741616 up 2.608454 2.505243 0.028723 7.44E-04 0.1032112 1.041198
1612868_aVvi.1880 Transcr ibed locus, moderately similar to NP_187531.1 60S acidic ribosomal protein P0 (RPP 7588.484 7143.573 9321.258 10140.45 16 12.8896 12.80243 13.18631 13.30783 0.033049 5.36344 0.06126628 8954 1.3204752 down 12.84601 13.24707 0.061636 0.08593 -0.401057 0.969725
1612869_aVvi.6386 Transcr ibed locus, weakly similar to NP_188473.1 expressed protein [Arabidopsis thaliana] 128.7187 121.4174 46.95086 45.51723 16 7.008078 6.923831 5.55308 5.508341 0.0011025 30.09246 0.0229076 798 2.7042792 up 6.965954 5.53071 0.059571 0.031635 1.4352443 1.259505
1612870_s_at 300.4478 305.9262 435.3956 414.4546 16 8.23097 8.25704 8.766183 8.69507 0.0060019 12.84969 0.03011773 3307 1.4011601 down 8.244005 8.730627 0.018434 0.050284 -0.486622 0.944263
1612871_at 842.9466 816.5849 449.2681 435.0518 16 9.719297 9.673459 8.811433 8.765043 0.0012868 27.85016 0.02357308 904 1.8766247 up 9.696379 8.788239 0.032413 0.032802 0.90814 1.103336
1612872_aVvi.3187 Transcr ibed locus, weakly similar to NP_180567.1 Ran-binding protein 1b (RanBP1b) [Arabid 1051.284 1033.857 1320.091 1275.937 16 10.03794 10.01382 10.36642 10.31734 0.007404 11.55702 0.03117425 3939 1.2448759 down 10.02588 10.34188 0.017053 0.034705 -0.316002 0.969444
1612873_aVvi.8186 Transcr ibed locus, weakly similar to NP_566483.1 subtilase family protein [Arabidopsis thalia 135.7974 172.2917 1344.376 1267.165 16 7.085311 7.428709 10.39272 10.30739 0.0032558 17.48269 0.02783547 1931 8.532951 down 7.25701 10.35006 0.242818 0.060339 -3.093045 0.701157
1612874_aVvi.4533 Transcr ibed locus, weakly similar to XP_481333.1 putative catechol O-methyltransferase [Ory 3.409712 3.424159 3.300172 3.312802 16 1.76965 1.77575 1.722541 1.728052 0.0074352 11.53243 0.03119524 3956 1.0334032 up 1.7727 1.725297 0.004313 0.003897 0.0474032 1.027475
1612875_aVvi.3892 Transcr ibed locus 633.4714 632.7699 567.9857 630.8404 16 9.307136 9.305537 9.149711 9.301131 0.3971042 1.068691 0.45236206 14573 1.057689 up 9.306336 9.225421 0.00113 0.107071 0.080915 1.008771
1612876_aVvi.7061 Transcr ibed locus, weakly similar to XP_482444.1 putative permease [Oryza sativa (japonica c 406.2864 396.0565 529.2158 516.9954 16 8.666353 8.629562 9.047712 9.014008 0.0042183 15.34811 0.02889103 2423 1.3039622 down 8.647958 9.03086 0.026015 0.023833 -0.382902 0.957601
1612877_sVvi.7344 Transcr ibed locus, strongly similar to NP_191788.1 ADP-ribosylation factor [Arabidopsis tha 3190.174 3167.365 3616.705 3605.789 16 11.63942 11.62907 11.82046 11.8161 9.30E-04 32.76728 0.02246529 685 1.1360579 down 11.63424 11.81828 0.00732 0.003083 -0.184036 0.984428
1612878_aVvi.14763 Transcr ibed locus 5.719767 5.417663 5.472147 5.797836 16 2.515956 2.437671 2.452107 2.535515 0.7943564 0.297175 0.8213027 16056 1.0118512 down 2.476814 2.493811 0.055356 0.058978 -0.0169971 0.993184
1612879_aVvi.1719 Transcr ibed locus, weakly similar to NP_175905.2 expressed protein [Arabidopsis thaliana] 425.9992 432.9909 577.8007 570.3846 16 8.734707 8.758193 9.174428 9.155791 0.0012797 27.92732 0.0235538 901 1.3366847 down 8.74645 9.16511 0.016607 0.013178 -0.41866 0.95432
1612880_sVvi.77 Transcr ibed locus, moderately similar to NP_199380.1 FK506-binding protein 1 (FKBP13) [A  4.761001 4.787084 4.63569 4.609052 16 2.251265 2.259147 2.212784 2.20447 0.0147894 8.131403 0.03877961 6326 1.0328128 up 2.255206 2.208627 0.005574 0.005879 0.0465788 1.021089
1612881_aVvi.6713 Transcr ibed locus, moderately similar to NP_189208.1 serine/threonine protein phosphatase 4.148709 4.168216 4.02557 4.056027 16 2.052662 2.05943 2.009193 2.020067 0.0230845 6.467218 0.04871606 7866 1.0291232 up 2.056046 2.01463 0.004785 0.007689 0.0414157 1.020557
1612882_aVvi.12487 Transcr ibed locus, weakly similar to NP_175561.1 ABC transporter family protein [Arabidopsi 6.395652 6.513959 6.04002 6.025492 16 2.677091 2.703535 2.594553 2.591079 0.0181986 7.311215 0.04289239 7042 1.0699154 up 2.690313 2.592816 0.018698 0.002457 0.0974969 1.037603
1612883_aVvi.9055 Transcr ibed locus, moderately similar to NP_197528.1 sucrose-phosphate synthase, putative 286.8772 264.1537 92.2434 79.43528 16 8.164289 8.045234 6.527374 6.311709 0.0052997 13.6818 0.02950386 2978 3.2158937 up 8.104761 6.419541 0.084185 0.152498 1.6852196 1.262514
1612884_aVvi.2496 Transcr ibed locus 3.890726 3.906744 3.769784 3.794 16 1.960039 1.965967 1.914482 1.92372 0.0152691 7.999716 0.03925335 6457 1.0308986 up 1.963003 1.919101 0.004191 0.006532 0.0439024 1.022877
1612885_aVvi.10005 Transcr ibed locus, weakly similar to NP_917279.1 OSJNBb0032K15.9 [Oryza sativa (japonica 20.81278 10.54013 33.98377 54.99464 16 4.379397 3.397821 5.086774 5.781219 0.1238455 2.570521 0.16912754 12156 2.9188242 down 3.888609 5.433996 0.69408 0.491047 -1.545387 0.715608
1612886_aVvi.9605 Transcr ibed locus, moderately similar to NP_189850.1 ATPase, plasma membrane-type, puta 1050.986 1019.529 848.2647 894.6648 16 10.03753 9.993688 9.728371 9.805203 0.0301755 5.625581 0.05760961 8695 1.1882359 up 10.01561 9.766787 0.031 0.054329 0.248821 1.025476
1612887_aVvi.172 Transcr ibed locus, moderately similar to NP_566242.1 expressed protein [Arabidopsis thalian 13.50954 20.95581 11.56748 9.187706 16 3.755906 4.389278 3.532002 3.199705 0.1867809 1.976201 0.23756509 13052 1.6321105 up 4.072592 3.365854 0.447862 0.23497 0.7067388 1.209973
1612888_aVvi.11191 Transcr ibed locus 270.7453 245.0009 201.5637 217.1839 16 8.080792 7.936643 7.655092 7.762774 0.0794703 3.332266 0.11802188 11178 1.2309606 up 8.008718 7.708933 0.101929 0.076142 0.299785 1.038888
1612889_sVvi.12950 Transcr ibed locus, strongly similar to NP_039387.1 NADH dehydrogenase subunit K [Oryza 744.905 668.652 909.7153 1224.513 16 9.540913 9.385112 9.829271 10.25799 0.1258314 2.545724 0.17136022 12190 1.4954907 down 9.463013 10.04363 0.110168 0.303151 -0.580619 0.94219
1612890_aVvi.7076 Transcr ibed locus, weakly similar to NP_566542.1 mitotic phosphoprotein N' end (MPPN) fam   765.6628 771.7938 920.9757 949.0635 16 9.580565 9.592072 9.847019 9.890361 0.006246 12.59381 0.03025858 3426 1.2161925 down 9.586319 9.868691 0.008136 0.030647 -0.2823715 0.971387
1612891_aVvi.5244 Transcr ibed locus, weakly similar to NP_187874.2 floral homeotic protein (HUA1) [Arabidops 317.7259 305.6269 358.7537 370.9794 16 8.311639 8.255628 8.48685 8.535195 0.025463 6.146473 0.05174255 8169 1.1707145 down 8.283633 8.511023 0.039606 0.034185 -0.22739 0.973283
1612892_aVvi.14906 Transcr ibed locus 136.8044 107.0194 195.4302 188.1479 16 7.095971 6.741728 7.61051 7.555723 0.0657049 3.706284 0.1017853 10716 1.5847625 down 6.91885 7.583117 0.250487 0.03874 -0.6642665 0.912402
1612893_aVvi.12362 Transcr ibed locus, moderately similar to NP_567242.2 chloroplast outer membrane protein, p 1215.134 1253.319 829.4299 851.7039 16 10.2469 10.29154 9.695976 9.734208 0.0028005 18.85668 0.0270467 1715 1.4682796 up 10.26922 9.715092 0.031564 0.027034 0.554126 1.057038
1612894_aVvi.1563 Transcr ibed locus, moderately similar to XP_476919.1 putative ES43 protein [Oryza sativa (ja 434.5433 402.1294 353.5688 252.9795 16 8.763356 8.651516 8.465847 7.982877 0.1906442 1.94886 0.24175636 13091 1.3977188 up 8.707436 8.224361 0.079083 0.341512 0.483075 1.058737
1612895_aVvi.1363 Transcr ibed locus, strongly similar to NP_919056.1 putative ribosomal protein S29 [Oryza sa   93.92152 96.72115 94.19634 148.1844 16 6.553384 6.595759 6.557599 7.211249 0.4439693 0.946081 0.49765563 14810 1.2395806 down 6.574572 6.884424 0.029964 0.462201 -0.3098521 0.954992
1612896_aVvi.825 Transcr ibed locus 215.4214 199.1576 195.6178 199.1435 16 7.751017 7.637766 7.611894 7.637664 0.35341 1.198704 0.40938547 14331 1.0494348 up 7.694391 7.624779 0.080081 0.018223 0.0696126 1.00913
1612897_aVvi.7661 Transcr ibed locus, weakly similar to NP_173030.1 expressed protein [Arabidopsis thaliana] 1096.007 1000.305 944.4348 1118.414 16 10.09804 9.966225 9.883307 10.12724 0.8642668 0.193749 0.88298815 16249 1.0187925 up 10.03213 10.00527 0.093209 0.172485 0.02686 1.002685
1612898_aVvi.11290 Transcr ibed locus 4.011449 4.031756 3.90682 3.923114 16 2.004123 2.011408 1.965995 1.971999 0.0145026 8.213199 0.03844368 6262 1.0272368 up 2.007766 1.968997 0.005151 0.004246 0.0387688 1.01969
1612899_aVvi.3177 Transcr ibed locus 8.882993 8.975817 8.444249 8.09481 16 3.151046 3.166043 3.077969 3.016997 0.071449 3.537587 0.10865589 10916 1.0800227 up 3.158545 3.047483 0.010605 0.043114 0.1110615 1.036444
1612900_aVvi.8970 Transcr ibed locus, moderately similar to NP_186877.2 flavodoxin family protein [Arabidopsis t 289.1057 301.3446 332.9307 316.1951 16 8.175453 8.235271 8.379078 8.304671 0.1036138 2.859814 0.14607652 11775 1.0992448 down 8.205362 8.341875 0.042297 0.052613 -0.136513 0.983635
1612901_sVvi.7713 Transcr ibed locus 625.7928 713.5041 845.436 862.1829 16 9.289541 9.478778 9.723552 9.75185 0.0660547 3.69541 0.10220312 10729 1.277694 down 9.384159 9.737701 0.133811 0.02001 -0.353542 0.963693
1612902_aVvi.14850 Transcr ibed locus 4.633013 4.650408 4.45607 4.461487 16 2.211951 2.217357 2.155772 2.157525 0.0023916 20.41146 0.02621088 1513 1.0410258 up 2.214654 2.156648 0.003823 0.001239 0.0580058 1.026896
1612903_aVvi.15158 Transcr ibed locus 4.435623 4.457714 4.2833 4.287524 16 2.149137 2.156304 2.098723 2.100145 0.004668 14.58514 0.02929417 2643 1.037626 up 2.152721 2.099434 0.005068 0.001005 0.0532865 1.025381
1612904_at 6.914707 7.533727 6.546444 6.498654 16 2.789668 2.913364 2.710712 2.700141 0.1428464 2.353505 0.18992032 12486 1.1065661 up 2.851516 2.705426 0.087466 0.007474 0.1460896 1.053999
1612905_s_at 604.7013 623.8029 749.898 744.4167 16 9.240079 9.284946 9.55055 9.539967 0.00658 12.26691 0.03057452 3571 1.2165084 down 9.262512 9.545259 0.031726 0.007484 -0.2827465 0.970378
1612906_aVvi.3296 Transcr ibed locus, strongly similar to NP_196845.1 immunophilin / FKBP-type peptidyl-prolyl 38.25405 43.8174 22.79047 20.54129 16 5.257541 5.453432 4.510359 4.360455 0.0174983 7.460089 0.04203534 6910 1.8922198 up 5.355486 4.435407 0.138516 0.105998 0.9200797 1.20744
1612907_aVvi.14985 Transcr ibed locus 4.091961 4.109406 3.98754 4.001654 16 2.032792 2.03893 1.995499 2.000596 0.0109469 9.479072 0.03495294 5197 1.0265567 up 2.035861 1.998048 0.00434 0.003604 0.0378134 1.018925
1612908_aVvi.11892 Transcr ibed locus, weakly similar to NP_194026.1 MADS-box protein (AGL19) [Arabidopsis t 4.367891 4.723838 4.092845 3.755203 16 2.126937 2.23996 2.033104 1.908891 0.1271046 2.530113 0.17268334 12219 1.1586549 up 2.183448 1.970997 0.079919 0.087832 0.212451 1.107789
1612909_aVvi.3087 Transcr ibed locus 582.5385 557.1307 558.6368 548.656 16 9.18621 9.121872 9.125767 9.099758 0.3562659 1.189648 0.41223353 14347 1.0290256 up 9.154041 9.112762 0.045494 0.018391 0.041279 1.00453
1612910_aVvi.14786 Transcr ibed locus 7.836661 7.869971 8.475218 7.703394 16 2.970239 2.976358 3.083251 2.945494 0.6117892 0.595736 0.65456754 15516 1.0288793 down 2.973299 3.014372 0.004327 0.097408 -0.0410738 0.986374
1612911_aVvi.5316 Transcr ibed locus, moderately similar to XP_469175.1 hypothetical protein [Oryza sativa (japo 9.767118 9.580471 296.0873 282.3906 16 3.287933 3.260097 8.209879 8.141548 5.66E-05 132.8675 0.01328213 69 29.89223 down 3.274015 8.175714 0.019683 0.048317 -4.901699 0.400456
1612912_aVvi.5012 Transcr ibed locus, moderately similar to XP_329138.1 hypothetical protein [Neurospora crass 3.719041 3.734089 3.613491 3.627576 16 1.894931 1.900756 1.853393 1.859006 0.009302 10.29592 0.03315414 4657 1.0292859 up 1.897843 1.8562 0.00412 0.003968 0.0416439 1.022435
1612913_aVvi.1517 Transcr ibed locus, moderately similar to NP_191434.1 citrate synthase, glyoxysomal, putative 3810.615 3825.638 2686.921 2429.725 16 11.89581 11.90148 11.39174 11.24658 0.0153504 7.978013 0.03933441 6478 1.4943206 up 11.89865 11.31916 0.004013 0.102644 0.579489 1.051195
1612914_at 10.88552 10.86627 13.25343 18.17932 16 3.444339 3.441785 3.728294 4.184226 0.1532269 2.251168 0.20152675 12622 1.4272102 down 3.443062 3.95626 0.001806 0.322393 -0.513198 0.870282
1612915_aVvi.1252 Transcr ibed locus, strongly similar to NP_187736.1 26S proteasome non-ATPase regulatory 3684.399 3620.956 3707.257 3704.876 16 11.84721 11.82216 11.85614 11.85521 0.236108 1.674001 0.2899738 13517 1.0146544 down 11.83468 11.85567 0.017719 6.54E-04 -0.020989 0.99823
1612916_aVvi.7836 Transcr ibed locus, moderately similar to NP_201373.1 cysteine desulfurase, mitochondrial (N 104.1478 68.08405 20.18304 23.18145 16 6.702488 6.089244 4.335072 4.534899 0.0259975 6.080444 0.05236088 8242 3.892997 up 6.395866 4.434985 0.433629 0.141299 1.9608814 1.442139
1612917_aVvi.2184 Transcr ibed locus, moderately similar to NP_680222.1 expressed protein [Arabidopsis thalian 1036.059 1000.063 1575.721 1580.954 16 10.01689 9.965876 10.6218 10.62658 0.001635 24.70032 0.02493529 1085 1.5505767 down 9.991383 10.62419 0.036073 0.003382 -0.632804 0.940437
1612918_aVvi.207 Transcr ibed locus, moderately similar to NP_200010.1 sorbitol dehydrogenase, putative / L-id 1232.266 1268.594 1025.501 976.5118 16 10.2671 10.30901 10.00211 9.931494 0.0159467 7.823858 0.0400388 6611 1.2494159 up 10.28806 9.966803 0.029639 0.049935 0.321253 1.032232
1612919_at 8.060974 7.987957 7.815261 7.846547 16 3.010954 2.997827 2.966294 2.972058 0.039032 4.912223 0.06873976 9426 1.0247091 up 3.004391 2.969176 0.009283 0.004076 0.0352145 1.01186
1612920_aVvi.8942 Transcr ibed locus 11.23694 10.80885 12.96568 11.63194 16 3.490177 3.434141 3.696626 3.54002 0.2012042 1.877765 0.2530025 13202 1.11432 down 3.462159 3.618323 0.039623 0.110737 -0.1561636 0.956841
1612921_aVvi.11380 Transcr ibed locus, weakly similar to NP_199542.1 expressed protein [Arabidopsis thaliana] 517.5975 537.6471 530.4827 505.1339 16 9.015687 9.070516 9.051162 8.980522 0.6041104 0.609685 0.64735305 15492 1.0190741 up 9.043101 9.015842 0.03877 0.04995 0.027259 1.003023
1612922_aVvi.831 Transcr ibed locus, moderately similar to NP_188856.2 far-red impaired responsive protein, p 700.1841 683.9588 809.6447 784.0524 16 9.451591 9.417766 9.661145 9.614806 0.019334 7.087122 0.04429181 7246 1.151327 down 9.434678 9.637976 0.023918 0.032767 -0.203298 0.978907
1612923_aVvi.12359 Transcr ibed locus 4.790331 4.829149 4.639188 4.692856 16 2.260125 2.271769 2.213872 2.230466 0.0496461 4.319176 0.08200429 10050 1.0308098 up 2.265947 2.222169 0.008233 0.011734 0.0437781 1.019701
1612924_sVvi.13061 Transcr ibed locus, moderately similar to NP_193216.1 20S proteasome beta subunit D2 (PBD 4201.836 3978.607 3596.438 3394.474 16 12.0368 11.95805 11.81235 11.72897 0.0584102 3.954156 0.0929123 10436 1.1702062 up 11.99743 11.77066 0.05569 0.05896 0.226763 1.019265
1612925_aVvi.1008 Transcr ibed locus, weakly similar to XP_474091.1 OSJNBa0033G05.14 [Oryza sativa (japonic  331.1563 307.795 217.6512 203.7311 16 8.371368 8.265826 7.765874 7.670522 0.0137422 8.442277 0.03763575 6061 1.5161369 up 8.318598 7.718198 0.07463 0.067424 0.6004 1.07779
1612926_aVvi.1639 Transcr ibed locus 5.488634 5.52219 5.223602 5.223878 16 2.456447 2.465241 2.385045 2.385121 0.0033513 17.23068 0.02783547 1986 1.0539166 up 2.460844 2.385083 0.006218 5.39E-05 0.0757606 1.031764
1612927_aVvi.15125 Transcr ibed locus 3.896905 3.911188 3.758498 3.777625 16 1.962329 1.967607 1.910156 1.91748 0.0076973 11.33216 0.03135112 4065 1.0360904 up 1.964968 1.913818 0.003732 0.005178 0.0511498 1.026727
1612928_aVvi.4539 Transcr ibed locus, moderately similar to NP_563827.1 prefoldin, putative [Arabidopsis thalian 537.0436 541.7372 634.8606 633.9736 16 9.068895 9.08145 9.310296 9.308279 7.37E-04 36.82454 0.02185218 558 1.1761855 down 9.075172 9.309288 0.008877 0.001426 -0.234116 0.974851
1612929_aVvi.1710 Transcr ibed locus, moderately similar to NP_568013.1 expressed protein [Arabidopsis thalian 95.64878 92.99004 95.6491 95.34325 16 6.579674 6.539005 6.579679 6.575059 0.4712602 0.880968 0.5236092 14940 1.0125753 down 6.55934 6.577369 0.028758 0.003267 -0.0180292 0.997259
1612930_aVvi.3984 Transcr ibed locus, moderately similar to NP_567723.1 cytochrome B561 family protein [Arabi  5130.33 5336.216 2891.716 2674.387 16 12.32484 12.3816 11.49771 11.38499 0.0047546 14.45066 0.02932456 2685 1.8814789 up 12.35322 11.44135 0.040139 0.079703 0.911867 1.079699
1612931_aVvi.15182 Transcr ibed locus 4.369729 4.39098 4.246131 4.26978 16 2.127544 2.134543 2.086149 2.094162 0.0165092 7.686125 0.04080474 6716 1.0287471 up 2.131043 2.090155 0.004949 0.005666 0.0408883 1.019562
1612932_at 6.776837 6.872973 6.31883 6.359273 16 2.760612 2.780934 2.659658 2.668862 0.0107905 9.548677 0.03485953 5138 1.0766232 up 2.770773 2.66426 0.01437 0.006508 0.1065135 1.039979
1612933_aVvi.4395 Transcr ibed locus, moderately similar to NP_182004.1 expressed protein [Arabidopsis thalian 9.549099 9.589713 9.046594 9.06516 16 3.255365 3.261488 3.177375 3.180332 0.0018206 23.40427 0.02511424 1202 1.056705 up 3.258426 3.178854 0.004329 0.002091 0.0795727 1.025032
1612934_at 4.34425 4.367887 4.17371 4.180363 16 2.119107 2.126936 2.061331 2.063628 0.0045091 14.84168 0.02926091 2555 1.0428575 up 2.123021 2.062479 0.005535 0.001625 0.0605421 1.029354
1612935_at 6.61613 6.642655 6.435563 6.422579 16 2.725988 2.73176 2.686066 2.683153 0.0052924 13.69131 0.02950386 2969 1.0311573 up 2.728874 2.684609 0.004082 0.00206 0.0442643 1.016488
1612936_at 6.924959 6.961615 6.479929 6.441498 16 2.791806 2.799422 2.695978 2.687396 0.0030335 18.11494 0.02766159 1817 1.0746945 up 2.795614 2.691687 0.005386 0.006068 0.1039268 1.03861
1612937_aVvi.1019 Transcr ibed locus, moderately similar to XP_480371.1 putative mRNA cap methyltransferase 803.9462 775.0315 913.0348 933.6835 16 9.650955 9.598111 9.834526 9.86679 0.0182317 7.304384 0.04295206 7046 1.1696895 down 9.624533 9.850658 0.037366 0.022814 -0.226125 0.977045
1612938_at 6.339685 6.402823 5.946867 5.933236 11 2.664411 2.678708 2.57213 2.568819 0.0052279 13.77622 0.02950386 2939 1.07258 up 2.67156 2.570474 0.01011 0.002341 0.1010852 1.039326
1612939_aVvi.9358 Transcr ibed locus 172.7343 168.0912 228.598 223.4049 16 7.43241 7.3931 7.836669 7.803517 0.0039606 15.84259 0.02848929 2306 1.3262366 down 7.412755 7.820093 0.027796 0.023442 -0.407338 0.947911
1612940_aVvi.11377 Transcr ibed locus, moderately similar to NP_850290.1 expressed protein [Arabidopsis thalian 169.3139 168.0403 149.1623 119.5566 16 7.403557 7.392663 7.220739 6.901549 0.1693046 2.110155 0.21885814 12842 1.2630975 up 7.39811 7.061144 0.007703 0.225701 0.336966 1.047721
1612941_aVvi.4162 Transcr ibed locus 4.093761 4.118053 3.943716 3.98238 16 2.033427 2.041962 1.979556 1.993631 0.0249733 6.208787 0.05118082 8099 1.0360554 up 2.037695 1.986593 0.006035 0.009953 0.0511013 1.025723
1612942_aVvi.12011 Transcr ibed locus, weakly similar to NP_180123.1 AFG1-like ATPase family protein [Arabidop 57.95073 49.84951 5.81367 5.963319 16 5.856755 5.639507 2.539449 2.576116 0.0011901 28.96105 0.02324235 846 9.128314 up 5.748131 2.557782 0.153617 0.025927 3.1903486 2.24731
1612943_aVvi.4639 Transcr ibed locus, moderately similar to NP_194777.3 tetratricopeptide repeat (TPR)-contain 212.7334 213.5767 162.3193 182.8937 16 7.732903 7.73861 7.342691 7.514861 0.0705012 3.564046 0.1076187 10875 1.2371159 up 7.735756 7.428776 0.004036 0.121743 0.3069804 1.041323
1612944_aVvi.12740 Transcr ibed locus, moderately similar to NP_565854.1 zinc finger (C2H2 type) family protein 3402.94 3213.619 3318.382 3379.476 16 11.73257 11.64998 11.69627 11.72258 0.7160506 0.418803 0.7500708 15848 1.0126603 down 11.69128 11.70943 0.058395 0.01861 -0.01815 0.99845
1612945_sVvi.3716 Transcr ibed locus, moderately similar to NP_564667.1 thylakoid lumen 18.3 kDa protein [Arab  10.27609 9.796035 6.418004 7.017955 16 3.361219 3.292198 2.682125 2.811051 0.0155177 7.933878 0.03952657 6513 1.4949741 up 3.326708 2.746588 0.048805 0.091164 0.5801205 1.211215
1612946_aVvi.12428 Transcr ibed locus, moderately similar to NP_199977.1 leaf senescence protein-related (YLS7 216.5013 228.4719 363.4217 350.4396 16 7.758232 7.835873 8.505501 8.453022 0.0046843 14.55952 0.02932391 2649 1.6045948 down 7.797052 8.479261 0.0549 0.037108 -0.6822086 0.919544
1612947_at 1045.237 1012.595 1251.045 1197.22 16 10.02961 9.983841 10.28892 10.22547 0.0235331 6.403063 0.04929311 7925 1.1895924 down 10.00673 10.25719 0.032367 0.044862 -0.2504675 0.975581
1612948_aVvi.1140 Transcr ibed locus, weakly similar to NP_912570.1 Hypothetical protein [Oryza sativa (japonic 277.373 265.2836 135.8532 176.8081 16 8.115684 8.051392 7.085905 7.466041 0.0525294 4.189327 0.08575147 10169 1.7502557 up 8.083538 7.275972 0.045461 0.268797 0.8075656 1.110991
1612949_at 4.0028 4.015122 3.856581 3.874018 16 2.00101 2.005444 1.947322 1.953831 0.0055471 13.37076 0.02968837 3099 1.0371684 up 2.003227 1.950577 0.003136 0.004602 0.0526503 1.026992
1612950_aVvi.14863 Transcr ibed locus 3.527051 3.5359 3.414976 3.430305 16 1.818462 1.822077 1.771876 1.778337 0.0066515 12.20015 0.03064172 3602 1.0318002 up 1.82027 1.775106 0.002556 0.004569 0.0451636 1.025443
1612951_aVvi.6586 Transcr ibed locus, weakly similar to XP_470422.1 putative polyprotein [Oryza sativa (japonica 6.252215 6.351309 5.873359 5.949241 16 2.644368 2.667054 2.554186 2.572706 0.0242738 6.301024 0.05032379 8007 1.0660427 up 2.655711 2.563446 0.016042 0.013095 0.0922651 1.035993
1612952_aVvi.11151 Transcr ibed locus 5.331175 5.31744 5.172389 5.179467 16 2.414454 2.410732 2.370831 2.372804 0.0026574 19.36013 0.02678654 1646 1.0286666 up 2.412593 2.371817 0.002632 0.001395 0.0407756 1.017192
1612953_aVvi.14505 Transcr ibed locus 6.141471 6.267881 5.910307 5.958106 16 2.618584 2.647978 2.563233 2.574854 0.0555319 4.064722 0.08941323 10310 1.0455325 up 2.633281 2.569043 0.020784 0.008217 0.0642378 1.025005
1612954_aVvi.10880 Transcr ibed locus, weakly similar to NP_176841.1 S locus- linked protein, putative [Arabidopsi 3189.396 2995.302 2851.78 2809.955 16 11.63907 11.54849 11.47765 11.45633 0.1124112 2.725011 0.15627629 11941 1.0918595 up 11.59378 11.46699 0.06405 0.015072 0.1267875 1.011057
1612955_aVvi.6868 Transcr ibed locus 159.0111 144.7694 113.6433 134.2964 16 7.312984 7.177613 6.828369 7.069277 0.1650353 2.145758 0.2143186 12783 1.2281404 up 7.245298 6.948823 0.095721 0.170348 0.2964754 1.042666
1612956_aVvi.11783 Transcr ibed locus, moderately similar to XP_482638.1 putative somatic embryogenesis recep 6.857739 6.881097 6.659277 7.096684 16 2.777733 2.782639 2.735366 2.827145 0.9835445 0.023276 0.98638654 16553 1.0007416 down 2.780186 2.781255 0.003469 0.064898 -0.0010695 0.999615
1612957_aVvi.12541 Transcr ibed locus, weakly similar to XP_483044.1 unknown protein [Oryza sativa (japonica cu 5.650782 5.770666 9.002942 5.55526 16 2.498451 2.528738 3.170397 2.473854 0.4694951 0.885058 0.52200353 14931 1.2384462 down 2.513594 2.822125 0.021416 0.49253 -0.3085312 0.890674
1612958_aVvi.11684 Transcr ibed locus, weakly similar to XP_465025.1 phosphatidylinositol 3- and 4-kinase-like [O 48.68017 55.40649 176.6022 183.1525 16 5.605262 5.791983 7.46436 7.516902 0.0029163 18.47699 0.02727699 1774 3.4629664 down 5.698623 7.490631 0.132031 0.037152 -1.7920083 0.760767
1612959_aVvi.3633 Transcr ibed locus, weakly similar to NP_194459.1 S-locus protein kinase, putative [Arabidops 111.4489 121.331 127.485 116.3984 16 6.800239 6.922804 6.994183 6.862927 0.5331678 0.746541 0.58196265 15209 1.0475603 down 6.861522 6.928555 0.086667 0.092812 -0.0670333 0.990325
1612960_at 93.86547 108.5308 264.4255 264.8499 16 6.552523 6.761961 8.046718 8.049031 0.0056235 13.27883 0.02979867 3131 2.6219363 down 6.657242 8.047874 0.148095 0.001636 -1.390632 0.827205
1612961_aVvi.6146 Transcr ibed locus, moderately similar to XP_479284.1 pyrrolidone carboxyl peptidase-like pro 1438.173 1456.874 1081.726 1077.538 16 10.49002 10.50866 10.07912 10.07352 5.29E-04 43.47389 0.01981323 442 1.3407315 up 10.49934 10.07632 0.013179 0.003958 0.42302 1.041982
1612962_aVvi.2162 Transcr ibed locus 927.968 860.4827 1019.62 984.3044 16 9.857931 9.749002 9.993815 9.942961 0.1111251 2.743771 0.15486602 11911 1.1211045 down 9.803467 9.968388 0.077024 0.03596 -0.164921 0.983456
1612963_aVvi.13586 Transcr ibed locus 5.365325 5.382623 5.214643 5.233708 16 2.423666 2.428309 2.382568 2.387834 0.0073259 11.61911 0.03110101 3909 1.0286745 up 2.425988 2.385201 0.003284 0.003723 0.0407865 1.0171
1612964_aVvi.1138 Transcr ibed locus, weakly similar to NP_566992.1 expressed protein [Arabidopsis thaliana] 3.57003 3.578047 3.54685 3.474783 16 1.835936 1.839172 1.826538 1.796923 0.2251203 1.733634 0.2783365 13426 1.0180607 up 1.837554 1.811731 0.002288 0.020941 0.0258236 1.014254
1612965_aVvi.12222 Transcr ibed locus, weakly similar to NP_176996.1 bifunctional nuclease, putative [Arabidopsis 441.6026 418.6228 439.6729 375.768 16 8.786605 8.709507 8.780287 8.553699 0.5680198 0.677374 0.6137896 15363 1.057798 up 8.748056 8.666992 0.054516 0.160222 0.081064 1.009353
1612966_at 5.084065 4.928582 4.667022 4.668731 16 2.345982 2.301173 2.222502 2.223031 0.0460167 4.499222 0.07759574 9844 1.0723761 up 2.323577 2.222766 0.031685 3.74E-04 0.100811 1.045354
1612967_aVvi.3658 Transcr ibed locus, moderately similar to NP_177613.1 pentatricopeptide (PPR) repeat-conta 897.7757 828.5794 317.9228 310.1434 16 9.810211 9.694496 8.312532 8.276792 0.0017212 24.0724 0.02493529 1145 2.7466846 up 9.752354 8.294662 0.081823 0.025273 1.457692 1.175739
1612968_aVvi.12639 Transcr ibed locus, weakly similar to XP_479840.1 zinc finger (C3HC4-type RING finger) pro 351.96 438.8285 222.314 242.9625 16 8.459268 8.777514 7.796455 7.92459 0.0476019 4.418119 0.079531 9935 1.6909908 up 8.618391 7.860522 0.225034 0.090605 0.7578687 1.096415



1612969_at 7.966623 7.844624 7.491591 7.967238 16 2.993968 2.971705 2.905272 2.99408 0.5441111 0.72438 0.5921943 15253 1.0232513 up 2.982836 2.949676 0.015743 0.062796 0.0331604 1.011242
1612970_sVvi.7333 Transcr ibed locus, moderately similar to NP_187319.1 peptidyl-prolyl cis- trans isomerase cyc 944.3512 980.5476 1063.61 1205.47 16 9.88318 9.937444 10.05475 10.23538 0.1305086 2.489425 0.1764848 12276 1.1767073 down 9.910312 10.14507 0.03837 0.127722 -0.234755 0.97686
1612971_x_Vvi.7498 GO:004687Putative metallothionein-like protein (grip24 gene) 677.0082 454.079 84.08335 65.05625 16 9.403029 8.826799 6.393748 6.023616 0.0136006 8.487031 0.03753896 6014 7.4965763 up 9.114914 6.208682 0.407456 0.261723 2.906232 1.468092
1612972_aVvi.9393 Transcr ibed locus, weakly similar to XP_469881.1 putative acetyl transferase [Oryza sativa (ja 4.287823 4.301647 4.164059 4.178421 16 2.100246 2.104889 2.057991 2.062958 0.0064607 12.38075 0.03047207 3518 1.0296065 up 2.102567 2.060474 0.003284 0.003512 0.042093 1.020429
1612973_sVvi.11639 Transcr ibed locus, strongly similar to NP_200327.1 small ubiquitin-like modifier 2 (SUMO) [A10460.23 10446.93 10547.76 10334.92 16 13.35263 13.35079 13.36465 13.33524 0.9155867 0.119806 0.92864543 16367 1.0012243 up 13.35171 13.34994 0.001297 0.020797 0.001765 1.000132
1612974_at 4.18516 4.20602 4.045157 4.040598 16 2.065283 2.072456 2.016196 2.014569 0.004694 14.5444 0.02932391 2656 1.03777 up 2.068869 2.015382 0.005072 0.00115 0.0534867 1.026539
1612975_aVvi.15116 Transcr ibed locus 4.08487 4.099398 3.963204 3.955519 16 2.03029 2.035412 1.986667 1.983867 0.0037412 16.30318 0.02823139 2196 1.0335327 up 2.032851 1.985267 0.003622 0.00198 0.047584 1.023969
1612976_aVvi.9371 Transcr ibed locus, strongly similar to NP_171613.1 inorganic pyrophosphatase, putative [solu 1696.437 1715.743 2178.355 2220.04 16 10.72829 10.74462 11.08902 11.11637 0.0018852 22.99883 0.02530472 1234 1.2889912 down 10.73646 11.1027 0.011544 0.019337 -0.366242 0.967013
1612977_at 688.495 685.0584 840.5973 776.0969 16 9.427302 9.420083 9.715271 9.600093 0.0557733 4.055127 0.08971505 10320 1.1760828 down 9.423693 9.657682 0.005105 0.081443 -0.233989 0.975772
1612978_at 8.367348 8.155093 8.626941 8.53537 16 3.064771 3.027701 3.108849 3.093454 0.1116378 2.736257 0.15542224 11924 1.0387983 down 3.046236 3.101152 0.026212 0.010886 -0.0549157 0.982292
1612979_aVvi.7362 Transcr ibed locus, moderately similar to XP_506697.1 PREDICTED P0575F10.14 gene prod 1124.835 1077.502 1062.448 1116.318 16 10.1355 10.07348 10.05318 10.12453 0.772318 0.330676 0.8009759 16007 1.010894 up 10.10449 10.08886 0.043857 0.050456 0.015631 1.001549
1612980_aVvi.14632 Transcr ibed locus 27.75961 26.31204 40.70859 29.84284 16 4.794915 4.717651 5.347261 4.899313 0.2477241 1.614756 0.30209455 13613 1.2896721 down 4.756283 5.123287 0.054634 0.316747 -0.367004 0.928366
1612981_aVvi.6238 Transcr ibed locus, strongly similar to XP_469133.1 tubulin beta subunit [Oryza sativa (japonic  21.44009 14.05663 28.56239 59.25508 16 4.422239 3.813179 4.836045 5.888867 0.1772844 2.046774 0.2273678 12944 2.3697703 down 4.117709 5.362456 0.430671 0.744458 -1.2447473 0.767877
1612982_at 6.989736 7.098512 6.486222 6.45185 16 2.805238 2.827517 2.697378 2.689713 0.0090728 10.42696 0.03283784 4586 1.0888697 up 2.816377 2.693546 0.015753 0.00542 0.1228314 1.045602
1612983_aVvi.7074 Transcr ibed locus, moderately similar to NP_563971.1 methyl-CpG-binding domain-containin 67.89172 72.64481 35.59593 38.44127 16 6.085164 6.182788 5.15364 5.264584 0.0063224 12.51673 0.03037211 3450 1.898505 up 6.133976 5.209112 0.069031 0.078449 0.924864 1.177547
1612984_aVvi.9044 Transcr ibed locus, moderately similar to NP_565841.1 hydrolase, alpha/beta fold family protei 16.22508 19.75674 26.5129 19.30315 16 4.020154 4.304273 4.728622 4.270764 0.3369622 1.252598 0.3931857 14227 1.2635477 down 4.162213 4.499693 0.200902 0.323755 -0.3374801 0.924999
1612985_aVvi.1155 Transcr ibed locus, moderately similar to NP_566924.1 expressed protein [Arabidopsis thalian 880.1658 845.8139 1038.049 1119.8 16 9.781631 9.724196 10.01966 10.12903 0.0349981 5.204029 0.06369631 9121 1.249567 down 9.752914 10.07434 0.040613 0.077334 -0.321429 0.968094
1612986_aVvi.7631 Transcr ibed locus, moderately similar to NP_565058.1 eukaryotic translation initiation factor-r  415.5377 383.3921 498.2941 411.1186 16 8.698835 8.582677 8.960854 8.683411 0.3511142 1.206046 0.40715218 14316 1.1339645 down 8.640757 8.822132 0.082136 0.196182 -0.181375 0.979441
1612987_aVvi.13905 Transcr ibed locus, weakly similar to NP_974415.1 expressed protein [Arabidopsis thaliana] 3.923231 3.915517 3.759398 3.767883 16 1.972042 1.969203 1.910502 1.913754 0.0013592 27.09687 0.02385507 942 1.0413786 up 1.970623 1.912128 0.002008 0.0023 0.0584946 1.030591
1612988_aVvi.15552 Transcr ibed locus 2524.161 2381.359 3006.429 3088.436 16 11.30159 11.21757 11.55383 11.59266 0.0210817 6.777899 0.04618604 7577 1.2428646 down 11.25958 11.57325 0.05941 0.027455 -0.313669 0.972897
1612989_aVvi.4567 Transcr ibed locus, moderately similar to NP_189325.2 shikimate kinase family protein [Arabid 63.48856 62.35376 63.39508 69.43912 16 5.988425 5.962405 5.986299 6.117677 0.3712524 1.143483 0.4269557 14435 1.0545101 down 5.975415 6.051988 0.018399 0.092898 -0.0765728 0.987347
1612990_aVvi.7659 Transcr ibed locus, moderately similar to NP_181256.1 60S ribosomal protein L12 (RPL12A) 6362.937 6413.378 8681.289 8886.756 16 12.63548 12.64687 13.08369 13.11744 0.0014995 25.79487 0.02464874 1009 1.3749646 down 12.64117 13.10057 0.008054 0.023864 -0.459395 0.964933
1612991_at 5.019746 5.027213 4.811858 4.825792 16 2.327614 2.329759 2.266594 2.270766 0.0015241 25.58602 0.02473649 1020 1.0424706 up 2.328687 2.26868 0.001516 0.00295 0.0600067 1.02645
1612992_aVvi.4057 Transcr ibed locus, weakly similar to NP_683398.1 defective chloroplasts and leaves protein-r 3.467962 3.485747 3.33884 3.39551 16 1.794088 1.801468 1.739347 1.763628 0.0676083 3.648092 0.10408319 10783 1.0326062 up 1.797778 1.751488 0.005219 0.017169 0.0462903 1.026429
1612993_aVvi.5907 Transcr ibed locus, weakly similar to NP_565201.1 expressed protein [Arabidopsis thaliana] 84.48505 84.97228 80.41865 78.44231 16 6.400624 6.40892 6.329458 6.29356 0.0368735 5.062522 0.06604531 9268 1.06678 up 6.404772 6.311509 0.005867 0.025384 0.093263 1.014777
1612994_aVvi.8485 Transcr ibed locus, moderately similar to NP_177592.1 ABA-responsive protein (HVA22a) [Ar 760.2965 757.6029 511.7794 492.3618 16 9.570418 9.565298 8.999378 8.943575 0.0022 21.28501 0.02587843 1408 1.5119194 up 9.567858 8.971477 0.003621 0.039459 0.596381 1.066475
1612995_aVvi.3007 Transcr ibed locus, moderately similar to NP_566453.1 WD-40 repeat family protein [Arabidop 427.9753 399.7919 493.1008 483.9747 16 8.741384 8.643106 8.945739 8.918788 0.042232 4.710573 0.07275461 9636 1.1810081 down 8.692245 8.932263 0.069493 0.019057 -0.240018 0.973129
1612996_aVvi.8452 Transcr ibed locus 688.7709 830.3257 2219.624 2420.03 16 9.42788 9.697534 11.1161 11.24081 0.0083468 10.87697 0.031856 4349 3.0647035 down 9.562707 11.17845 0.190674 0.088183 -1.615747 0.855459
1612997_aVvi.3050 Transcr ibed locus, weakly similar to NP_199803.1 octicosapeptide/Phox/Bem1p (PB1) domain 80.14784 93.61761 43.56403 45.09459 16 6.324592 6.548708 5.445066 5.494883 0.0138102 8.421023 0.03766051 6087 1.9543322 up 6.43665 5.469974 0.158474 0.035226 0.966676 1.176724
1612998_aVvi.14641 Transcr ibed locus 3.171234 3.185395 3.084056 3.096172 16 1.665045 1.671472 1.624829 1.630486 0.0109367 9.483575 0.03495031 5193 1.0285422 up 1.668258 1.627657 0.004545 0.004 0.040601 1.024944
1612999_aVvi.11906 Transcr ibed locus, weakly similar to NP_180813.1 cellulose synthase family protein [Arabidop 288.7256 261.7607 452.4305 530.5577 16 8.173555 8.032105 8.821552 9.051366 0.0252111 6.17831 0.05142888 8137 1.7821622 down 8.10283 8.936459 0.100021 0.162503 -0.833629 0.906716
1613000_aVvi.10890 Transcr ibed locus 9.747642 9.680299 13.24381 9.369664 16 3.285053 3.275052 3.727246 3.227997 0.5117031 0.791307 0.56193244 15117 1.1467645 down 3.280052 3.477622 0.007072 0.353022 -0.1975692 0.943188
1613001_aVvi.10012 Transcr ibed locus, moderately similar to NP_567805.1 ribosomal protein L22 family  protein [A  591.6984 527.6122 803.2339 829.9871 16 9.208718 9.043334 9.649676 9.696945 0.0238161 6.363526 0.04971641 7952 1.4613332 down 9.126026 9.673311 0.116944 0.033424 -0.547285 0.943423
1613002_at 8.875354 8.880723 8.714606 11.2609 16 3.149804 3.150677 3.123436 3.49325 0.4826136 0.855032 0.5346914 14984 1.1158183 down 3.150241 3.308343 6.17E-04 0.261498 -0.158102 0.952211
1613003_aVvi.2599 Transcr ibed locus 28.0165 27.66336 59.37143 63.29846 16 4.808205 4.789905 5.891697 5.984098 0.001706 24.18023 0.02493529 1131 2.2020435 down 4.799055 5.937898 0.01294 0.065338 -1.1388431 0.808208
1613004_sVvi.10260 Transcr ibed locus, weakly similar to NP_200019.1 BAG domain-containing protein [Arabidops 287.1432 248.7381 138.5282 129.3798 16 8.165627 7.958483 7.114036 7.015469 0.0129704 8.694926 0.03688248 5837 1.996264 up 8.062055 7.064752 0.146472 0.069697 0.997303 1.141166
1613005_sVvi.8748 Transcr ibed locus, weakly similar to NP_564683.1 expressed protein [Arabidopsis thaliana] 6771.276 6915.821 7189.297 6970.973 16 12.72521 12.75569 12.81164 12.76714 0.2111663 1.815111 0.26363236 13297 1.0345064 down 12.74045 12.78939 0.021547 0.03146 -0.048943 0.996173
1613006_at 5.702608 5.706449 5.358127 5.3536 16 2.511622 2.512593 2.421729 2.420509 7.34E-05 116.7111 0.0147934 81 1.0650995 up 2.512107 2.421119 6.87E-04 8.62E-04 0.0909882 1.037581
1613007_aVvi.7328 Transcr ibed locus, moderately similar to NP_196946.1 copine-related [Arabidopsis thaliana] 2170.382 2174.889 2805.024 2605.379 16 11.08373 11.08673 11.4538 11.34728 0.0273868 5.91784 0.05392272 8431 1.2442769 down 11.08523 11.40054 0.002116 0.075321 -0.3153075 0.972343
1613008_aVvi.9836 Transcr ibed locus, moderately similar to XP_479786.1 putative acidic ribosomal protein P1a [ 2066.28 2469.565 4454.421 4358.545 16 11.01282 11.27004 12.12102 12.08963 0.0175928 7.439481 0.04217829 6923 1.9505688 down 11.14143 12.10533 0.181883 0.022198 -0.963895 0.920374
1613009_x_at 24.09998 23.81732 23.03296 23.06685 16 4.59096 4.573939 4.525628 4.527749 0.0228475 6.50187 0.04843744 7830 1.0394075 up 4.58245 4.526689 0.012035 0.0015 0.0557614 1.012318
1613010_aVvi.10954 Transcr ibed locus 6.580603 6.593651 6.361937 6.355077 16 2.71822 2.721077 2.669466 2.66791 0.0010178 31.32161 0.02259248 744 1.0359546 up 2.719649 2.668688 0.002021 0.001101 0.0509608 1.019096
1613011_aVvi.986 Transcr ibed locus, strongly similar to NP_567001.1 ABC transporter family protein [Arabidop  3439.243 3485.138 3432.824 3498.39 16 11.74788 11.767 11.74518 11.77248 0.9411434 0.08338 0.95012844 16444 1.0009636 down 11.75744 11.75883 0.013523 0.019301 -0.001389 0.999882
1613012_aVvi.15272 Transcr ibed locus 11.09248 11.14778 16.44995 12.74409 16 3.47151 3.478685 4.040011 3.671756 0.1745989 2.067665 0.22449593 12911 1.302051 down 3.475098 3.855884 0.005073 0.260395 -0.3807859 0.901245
1613013_at 486.8559 491.9418 952.7854 894.1516 16 8.927351 8.942344 9.896008 9.804376 0.0025625 19.71655 0.0266497 1594 1.886019 down 8.934847 9.850191 0.010601 0.064794 -0.915344 0.907073
1613014_aVvi.6771 Transcr ibed locus, moderately similar to NP_201454.1 aldose 1-epimerase family protein [Ara 150.2589 163.8156 169.6718 164.0257 16 7.231307 7.355929 7.406603 7.357778 0.3166951 1.323511 0.37249532 14114 1.0633175 down 7.293618 7.382191 0.088121 0.034525 -0.0885727 0.988002
1613015_aVvi.15789 Transcr ibed locus 5.53876 5.587103 5.319322 5.348867 16 2.469563 2.482101 2.411242 2.419233 0.0147194 8.151139 0.03875314 6304 1.042895 up 2.475832 2.415238 0.008865 0.005651 0.0605937 1.025088
1613016_aVvi.6385 Transcr ibed locus 7.703752 8.154167 7.419788 7.448574 16 2.945561 3.027538 2.891378 2.896964 0.1535032 2.248574 0.2018423 12625 1.0661263 up 2.986549 2.894171 0.057966 0.00395 0.0923784 1.031919
1613017_sVvi.7958 GO:000611Catalase (GCat) 1053.435 1011.642 156.6036 191.3827 16 10.04089 9.982483 7.290973 7.580316 0.0032664 17.45414 0.02783547 1936 5.963006 up 10.01168 7.435645 0.041296 0.204596 2.5760394 1.346445
1613018_aVvi.5432 Transcr ibed locus, moderately similar to XP_470347.1 cellulose synthase [Oryza sativa (japon 17.51481 16.76242 17.64781 18.47469 16 4.130504 4.067158 4.141418 4.207479 0.2402612 1.652393 0.29439935 13548 1.0538116 down 4.098831 4.174448 0.044792 0.046712 -0.075617 0.981886
1613019_aVvi.15384 Transcr ibed locus 5.103391 5.137549 4.939252 5.074498 16 2.351456 2.36108 2.304293 2.343265 0.2469325 1.618678 0.30126196 13607 1.0227755 up 2.356268 2.323779 0.006805 0.027558 0.0324895 1.013981
1613020_aVvi.14240 Transcr ibed locus 3.166056 3.176661 3.081289 3.098271 16 1.662687 1.667511 1.623534 1.631463 0.0148948 8.101934 0.03885992 6358 1.0264051 up 1.665099 1.627499 0.003412 0.005607 0.0376002 1.023103
1613021_aVvi.3304 Transcr ibed locus, moderately similar to NP_192813.1 HpcH/HpaI aldolase family protein [Ar  1039.508 973.9249 1358.866 1417.818 16 10.02169 9.927667 10.40819 10.46946 0.0143016 8.271996 0.03829651 6197 1.3795002 down 9.974676 10.43882 0.066481 0.043324 -0.464146 0.955537
1613022_s_at 5.295771 5.300052 5.021565 5.044474 10 2.404841 2.406007 2.328137 2.334704 0.0020244 22.19172 0.02553182 1312 1.0526335 up 2.405424 2.33142 8.24E-04 0.004643 0.0740032 1.031742
1613023_aVvi.9112 Transcr ibed locus, moderately similar to XP_475983.1 protein phosphatase 2C [Oryza sativa 389.3496 402.6177 308.8369 281.9008 16 8.604922 8.653267 8.270701 8.139044 0.0262548 6.049379 0.05263634 8280 1.3418496 up 8.629095 8.204872 0.034185 0.093096 0.424223 1.051704
1613024_aVvi.15400 Transcr ibed locus 4.079157 4.085145 3.891386 3.9449 16 2.028271 2.030387 1.960284 1.979989 0.0268984 5.973587 0.05336608 8367 1.0418825 up 2.029329 1.970136 0.001496 0.013933 0.0591926 1.030045
1613025_aVvi.10770 Transcr ibed locus, strongly similar to NP_201429.1 GDP-D-mannose 4,6-dehydratase, putat 1677.673 1650.853 2210.047 2423.977 16 10.71225 10.689 11.10986 11.24316 0.0196185 7.034 0.04459906 7302 1.390776 down 10.70062 11.17651 0.01644 0.094257 -0.47589 0.957421
1613026_aVvi.4229 Transcr ibed locus, moderately similar to XP_470488.1 unknown protein [Oryza sativa (japonic  464.3126 416.3669 323.9027 321.1076 16 8.858953 8.701712 8.339417 8.326913 0.0297276 5.669776 0.05697725 8661 1.3633617 up 8.780333 8.333164 0.111186 0.008841 0.447169 1.053661
1613027_aVvi.8135 Transcr ibed locus 1180.09 1123.343 887.1484 923.7413 16 10.20468 10.13358 9.793032 9.851345 0.0171118 7.546083 0.04152938 6838 1.2718635 up 10.16913 9.822188 0.050274 0.041234 0.346944 1.035322
1613028_aVvi.4291 Transcr ibed locus 5.450976 5.484808 5.318272 5.351378 16 2.446515 2.455441 2.410958 2.41991 0.0302037 5.622828 0.05763036 8700 1.0249431 up 2.450978 2.415434 0.006312 0.006331 0.0355438 1.014715
1613029_aVvi.9046 Transcr ibed locus, moderately similar to XP_479986.1 putative Polycomb group protein FIE2 609.863 528.5023 691.8721 729.3409 16 9.252341 9.045766 9.434361 9.510449 0.0989726 2.937658 0.14060786 11685 1.2512342 down 9.149054 9.472405 0.146071 0.053802 -0.323351 0.965864
1613030_aVvi.12498 Transcr ibed locus 4.865518 4.878084 4.727128 4.751453 16 2.282593 2.286315 2.240964 2.248369 0.0106729 9.601996 0.03473971 5098 1.0279624 up 2.284454 2.244666 0.002631 0.005236 0.0397876 1.017725
1613031_aVvi.10038 Transcr ibed locus, moderately similar to NP_174617.1 KOW domain-containing protein / D11    633.8161 573.0487 677.5795 587.2007 16 9.30792 9.162514 9.404246 9.19771 0.6544852 0.5207 0.6937218 15662 1.0466366 down 9.235217 9.300978 0.102818 0.146043 -0.065761 0.99293
1613032_aVvi.15191 Transcr ibed locus 6.134235 6.211272 5.774591 5.77632 16 2.616884 2.634889 2.529719 2.530151 0.0086934 10.65516 0.03231715 4464 1.0687697 up 2.625886 2.529935 0.012732 3.05E-04 0.095951 1.037926
1613033_aVvi.5625 Transcr ibed locus, moderately similar to NP_569034.1 expressed protein [Arabidopsis thalian 114.471 117.4833 136.1245 177.4858 16 6.838839 6.876312 7.088783 7.47156 0.1590837 2.197546 0.2078466 12706 1.3403372 down 6.857575 7.280171 0.026498 0.270664 -0.422596 0.941952
1613034_aVvi.754 Transcr ibed locus, weakly similar to NP_563856.1 histidine acid phosphatase family protein [A 250.3046 234.8893 228.4854 217.784 16 7.967541 7.875837 7.835958 7.766754 0.1711887 2.094829 0.22078486 12871 1.0869855 up 7.921689 7.801356 0.064844 0.048935 0.1203327 1.015425
1613035_aVvi.1273 Transcr ibed locus, weakly similar to XP_471045.1 OSJNBb0050O03.8 [Oryza sativa (japonica 9985.268 9833.185 9695.966 10769.05 16 13.28559 13.26344 13.24317 13.3946 0.620629 0.579859 0.66287196 15543 1.0312346 down 13.27451 13.31889 0.015658 0.10708 -0.044373 0.996668
1613036_aVvi.7690 Transcr ibed locus, weakly similar to NP_912352.1 putative LIM-domain protein [Oryza sativa (  2324.065 2250.611 2309.037 2272.144 16 11.18244 11.1361 11.17308 11.14984 0.9403792 0.084467 0.94941473 16443 1.0015188 down 11.15927 11.16146 0.032763 0.016431 -0.00219 0.999804
1613037_x_at 397.683 411.419 366.1122 277.1069 16 8.635475 8.684464 8.516142 8.114299 0.2306369 1.703231 0.28432712 13466 1.2699304 up 8.659969 8.31522 0.034641 0.284146 0.344749 1.04146
1613038_s_at 232.9655 187.2286 194.5057 201.3909 16 7.863972 7.548657 7.603669 7.653855 0.6751261 0.485792 0.7125973 15728 1.0552266 up 7.706315 7.628762 0.222962 0.035487 0.0775526 1.010166
1613039_at 7.998476 8.035562 7.453904 7.439256 16 2.999725 3.006399 2.897996 2.895158 0.0011575 29.36774 0.02313663 827 1.0766017 up 3.003062 2.896577 0.004719 0.002007 0.1064847 1.036762
1613040_s_at 10269.64 9893.285 11197.44 12180.6 12 13.3261 13.27223 13.45088 13.5723 0.0854139 3.198437 0.12478368 11363 1.1586319 down 13.29917 13.51159 0.038089 0.085855 -0.212422 0.984279
1613041_aVvi.10243 Transcr ibed locus, strongly similar to NP_180441.1 histone H4 [Arabidopsis thaliana] 361.6034 402.8435 3715.412 4100.253 16 8.498264 8.654076 11.85931 12.0015 9.87E-04 31.8027 0.02255868 723 10.226431 down 8.57617 11.9304 0.110175 0.100545 -3.354231 0.71885
1613042_aVvi.7044 Transcr ibed locus, moderately similar to NP_200780.1 18.1 kDa class I heat shock protein (H 244.2415 249.5557 47.37164 45.68199 16 7.932165 7.963218 5.565952 5.513554 1.60E-04 79.0672 0.0168302 154 5.3071523 up 7.947691 5.539753 0.021958 0.037051 2.407938 1.434665
1613043_aVvi.3452 Transcr ibed locus 148.8786 143.1571 201.1773 207.2417 16 7.217993 7.161455 7.652324 7.69517 0.0053271 13.64624 0.02950738 2996 1.3986385 down 7.189724 7.673747 0.039978 0.030297 -0.484023 0.936925
1613044_aVvi.2181 Transcr ibed locus, weakly similar to NP_566294.1 expressed protein [Arabidopsis thaliana] 9.947056 11.92705 27.9981 35.2011 16 3.314269 3.576165 4.807257 5.137548 0.0185184 7.246043 0.04328337 7102 2.8822305 down 3.445217 4.972403 0.185188 0.233551 -1.5271856 0.692868
1613045_aVvi.5401 Transcr ibed locus, weakly similar to NP_568699.1 protease inhibitor/seed storage/lipid transf 3.883891 3.900536 3.734101 3.751749 16 1.957503 1.963672 1.900761 1.907563 0.0065574 12.28822 0.03054478 3562 1.039886 up 1.960588 1.904162 0.004363 0.00481 0.0564253 1.029633
1613046_aVvi.6980 Transcr ibed locus, moderately similar to NP_198817.1 AAA-type ATPase family protein [Arab  12.8216 13.44622 12.4158 12.40469 16 3.680504 3.749128 3.634105 3.632814 0.1412033 2.370648 0.18806717 12464 1.0580126 up 3.714816 3.633459 0.048525 9.13E-04 0.0813569 1.022391
1613047_aVvi.8022 Transcr ibed locus, strongly similar to NP_179569.1 clathrin adaptor complex small chain fam 969.5498 873.6434 922.7551 1016.456 16 9.921171 9.770901 9.849804 9.989332 0.5477122 0.717179 0.5953721 15272 1.0522898 down 9.846036 9.919568 0.106257 0.098661 -0.073532 0.992587
1613048_aVvi.14952 Transcr ibed locus 7.054928 7.048632 6.812161 6.816585 16 2.818631 2.817343 2.768112 2.769049 2.60E-04 62.03881 0.0180123 236 1.0348392 up 2.817987 2.768581 9.11E-04 6.62E-04 0.0494064 1.017845
1613049_aVvi.7334 Transcr ibed locus, weakly similar to NP_177392.1 expressed protein [Arabidopsis thaliana] 696.8162 713.0491 754.8765 730.1353 16 9.444634 9.477858 9.560097 9.51202 0.1246547 2.56035 0.17006472 12168 1.0532237 down 9.461247 9.536058 0.023492 0.033995 -0.0748115 0.992155
1613050_aVvi.5420 Transcr ibed locus, weakly similar to NP_191218.2 hydroxyproline-rich glycoprotein family pro 230.4495 275.108 923.5178 787.0913 16 7.848307 8.103854 9.850996 9.620387 0.0094317 10.22386 0.03329499 4701 3.3860674 down 7.97608 9.735691 0.180699 0.163065 -1.7596106 0.819262
1613051_aVvi.5807 Transcr ibed locus 864.2302 865.8433 843.9435 785.5765 16 9.755272 9.757962 9.721003 9.617608 0.2334044 1.688333 0.28718448 13492 1.0623881 up 9.756617 9.669306 0.001902 0.073111 0.087311 1.00903
1613052_at 485.4663 494.9642 721.4415 796.6152 16 8.923227 8.95118 9.494739 9.637739 0.0131498 8.634241 0.0370839 5886 1.5465292 down 8.937204 9.566238 0.019766 0.101117 -0.629034 0.934244
1613053_aVvi.10934 Transcr ibed locus 156.697 193.5144 221.0721 204.6043 16 7.291834 7.596297 7.788374 7.676693 0.2172028 1.779019 0.26982948 13363 1.2213426 down 7.444065 7.732533 0.215288 0.07897 -0.288468 0.962694
1613054_aVvi.2235 Transcr ibed locus, weakly similar to XP_473325.1 OSJNBa0091D06.3 [Oryza sativa (japonica 3.264888 3.280032 3.173954 3.19172 16 1.707034 1.71371 1.666281 1.674334 0.0166193 7.659968 0.04095503 6736 1.0281595 up 1.710372 1.670308 0.004721 0.005694 0.0400641 1.023986
1613055_aVvi.10990 Transcr ibed locus 18.02774 19.26258 19.50598 18.80013 16 4.172147 4.267729 4.285845 4.232671 0.5468097 0.718979 0.5945468 15268 1.0276294 down 4.219938 4.259258 0.067587 0.0376 -0.03932 0.990768
1613056_aVvi.13111 Transcr ibed locus, moderately similar to NP_172432.1 expressed protein [Arabidopsis thalian 3.700884 3.724532 3.587503 3.589747 16 1.88787 1.897059 1.84298 1.843882 0.0087493 10.62058 0.03240157 4481 1.0345716 up 1.892465 1.843431 0.006498 6.38E-04 0.0490336 1.026599
1613057_aVvi.7350 Transcr ibed locus, strongly similar to NP_849932.1 heat shock protein, putative [Arabidopsis 387.7379 432.0474 355.2272 384.9048 16 8.598938 8.755046 8.472598 8.588358 0.2706266 1.507771 0.32598332 13781 1.1068923 up 8.676992 8.530478 0.110385 0.081855 0.146514 1.017175
1613058_aVvi.8121 Transcr ibed locus, moderately similar to NP_909840.1 putative RNA binding protein [Oryza s 2095.427 2088.452 2562.263 2668.701 16 11.03303 11.02822 11.3232 11.38192 0.0082687 10.92886 0.03178922 4317 1.2500091 down 11.03062 11.35256 0.003401 0.04152 -0.321939 0.971642
1613059_aVvi.8115 Transcr ibed locus, weakly similar to NP_683481.1 expressed protein [Arabidopsis thaliana] 3240.571 3237.995 3405.122 3417.098 16 11.66203 11.66089 11.73349 11.73856 0.0012101 28.72129 0.02330539 861 1.0530435 down 11.66146 11.73602 8.11E-04 0.003581 -0.074565 0.993646
1613060_aVvi.9907 Transcr ibed locus 87.66638 81.46655 4.912673 6.638298 16 6.453952 6.348136 2.296508 2.730813 0.0032894 17.39283 0.02783547 1952 14.798543 up 6.401044 2.513661 0.074823 0.3071 3.8873833 2.546503
1613061_aVvi.12896 Transcr ibed locus 4.393104 4.305697 4.16136 4.174882 16 2.135241 2.106247 2.057055 2.061736 0.0527978 4.177767 0.08602896 10188 1.0434406 up 2.120744 2.059395 0.020502 0.00331 0.0613485 1.02979
1613062_aVvi.1180 Transcr ibed locus 675.8684 653.2446 1337.245 1484.763 16 9.400599 9.35148 10.38505 10.53602 0.0053148 13.6622 0.02950386 2989 2.1206295 down 9.37604 10.46053 0.034732 0.106751 -1.0844925 0.896325
1613063_aVvi.10322 Transcr ibed locus, moderately similar to XP_478013.1 putative ubiquitin-related modifier [Ory 1770.754 1777.838 2052.308 1989.546 16 10.79015 10.79591 11.00303 10.95822 0.0141903 8.305076 0.03815796 6173 1.1388669 down 10.79303 10.98063 0.004073 0.031684 -0.187599 0.982915
1613064_aVvi.9693 Transcr ibed locus, strongly similar to NP_568194.1 transducin family protein / WD-40 repeat 7.120457 7.209653 7.268147 7.111403 16 2.83197 2.84993 2.861588 2.830134 0.8116772 0.271181 0.83662164 16106 1.00341 down 2.84095 2.845861 0.0127 0.022241 -0.0049112 0.998274
1613065_aVvi.2652 Transcr ibed locus, strongly similar to XP_463952.1 putative 3-isopropylmalate dehydratase la 524.8956 541.82 496.1665 496.6741 16 9.035887 9.08167 8.95468 8.956156 0.0457575 4.512874 0.07727256 9830 1.0742733 up 9.058779 8.955418 0.032374 0.001043 0.103361 1.011542
1613066_aVvi.5768 Transcr ibed locus, moderately similar to NP_566597.1 myb family transcr iption factor (MYB4  5.355526 5.434298 5.151794 5.048896 16 2.421028 2.442094 2.365075 2.335968 0.0457932 4.510989 0.07729375 9834 1.0577799 up 2.431561 2.350522 0.014895 0.020582 0.0810394 1.034477
1613067_aVvi.6873 Transcr ibed locus, weakly similar to NP_916440.1 putative dehydration-responsive protein RD 5.84811 5.861153 5.617406 5.633532 16 2.547971 2.551184 2.489904 2.49404 0.0020603 21.99697 0.02556811 1336 1.040737 up 2.549578 2.491972 0.002273 0.002924 0.0576055 1.023116
1613068_aVvi.2094 Transcr ibed locus, moderately similar to NP_177943.1 expressed protein [Arabidopsis thalian 852.7325 789.2206 1549.178 1565.686 16 9.73595 9.624285 10.59729 10.61258 0.0036925 16.41098 0.02823081 2169 1.8984423 down 9.680117 10.60493 0.078959 0.010813 -0.924816 0.912794
1613069_aVvi.11111 Transcr ibed locus 4.264108 4.284459 4.12488 4.154575 16 2.092244 2.099113 2.044352 2.054701 0.0176308 7.431233 0.04220767 6932 1.0325071 up 2.095678 2.049527 0.004857 0.007318 0.0461516 1.022518
1613070_aVvi.14942 Transcr ibed locus 4.493064 4.515854 4.373703 4.344457 16 2.1677 2.174999 2.128855 2.119176 0.0160063 7.808927 0.04011124 6624 1.0333536 up 2.17135 2.124016 0.005161 0.006844 0.0473339 1.022285
1613071_aVvi.2250 Transcr ibed locus, weakly similar to NP_566136.1 armadillo/beta-catenin repeat family protein 139.8836 125.3441 43.36948 43.25433 16 7.128083 6.96975 5.438608 5.434773 0.0024039 20.35906 0.0262724 1518 3.0572329 up 7.048917 5.43669 0.111958 0.002712 1.6122267 1.296546
1613072_aVvi.7604 Transcr ibed locus, moderately similar to NP_197477.1 dicarboxylate/tricarboxylate carrier (D 3649.967 3574.378 4454.731 4575.618 16 11.83367 11.80348 12.12112 12.15975 0.0057506 13.12998 0.0299096 3191 1.2499446 down 11.81857 12.14044 0.021349 0.027315 -0.321864 0.973488
1613073_at 3.79454 3.817968 3.697515 3.712848 16 1.923925 1.932805 1.886556 1.892526 0.0184662 7.256557 0.04322843 7091 1.027276 up 1.928365 1.889541 0.006279 0.004222 0.038824 1.020547
1613074_aVvi.5256 Transcr ibed locus, moderately similar to NP_181812.1 protodermal factor 1 (PDF1) [Arabido 5.433989 5.509511 5.183069 5.397742 16 2.442012 2.461924 2.373807 2.432356 0.2546752 1.58099 0.30936685 13666 1.0344663 up 2.451968 2.403081 0.01408 0.041401 0.0488866 1.020343
1613075_aVvi.2939 Transcr ibed locus, moderately similar to NP_187157.1 SAR DNA-binding protein, putative [A 1650.954 1805.033 3302.316 3139.57 16 10.68908 10.81781 11.68926 11.61635 0.0066967 12.15849 0.03067327 3620 1.865238 down 10.75345 11.65281 0.091022 0.051555 -0.899359 0.92282
1613076_aVvi.5383 Transcr ibed locus, strongly similar to NP_912452.1 Unknown protein [Oryza sativa (japonica 54.31745 67.30067 1272.405 1516.671 16 5.763344 6.072549 10.31334 10.56669 0.0019479 22.62489 0.02540308 1271 22.97624 down 5.917947 10.44002 0.218641 0.179146 -4.522071 0.566852
1613077_aVvi.10251 Transcr ibed locus, moderately similar to NP_199727.1 DNA (cytosine-5-)-methyltransferase 300.0316 285.8822 187.5854 173.5476 16 8.228971 8.159277 7.551404 7.439187 0.0088149 10.58046 0.0324984 4502 1.6231865 up 8.194124 7.495296 0.049281 0.079349 0.6988285 1.093236
1613078_at 92.53915 94.52868 88.96658 89.76446 16 6.531992 6.56268 6.475192 6.488072 0.0585676 3.948337 0.09310923 10442 1.0465955 up 6.547336 6.481632 0.0217 0.009108 0.065704 1.010137
1613079_aVvi.15454 Transcr ibed locus 58.86103 58.56669 46.31816 61.33828 16 5.879241 5.872008 5.533506 5.938716 0.5622808 0.688489 0.60845953 15341 1.101534 up 5.875625 5.736111 0.005114 0.286527 0.139514 1.024322
1613080_aVvi.2203 Transcr ibed locus, moderately similar to XP_482519.1 putative UVB-resistance protein UVR8 312.2111 289.1368 571.0422 470.1207 16 8.286378 8.175609 9.157454 8.876887 0.0348881 5.212669 0.0635729 9110 1.7244983 down 8.230993 9.01717 0.078326 0.19839 -0.786177 0.912813
1613081_aVvi.5160 Transcr ibed locus, moderately similar to XP_475145.1 'putative triglyceride lipase, PF01764'    255.2992 307.873 185.0248 161.7714 16 7.996045 8.266192 7.531575 7.337812 0.0525219 4.189648 0.08574776 10168 1.6204842 up 8.131119 7.434694 0.191022 0.137011 0.696425 1.093672
1613082_at 468.4945 464.827 271.4266 276.8621 16 8.871888 8.86055 8.084418 8.113024 4.02E-04 49.8852 0.01871624 350 1.702315 up 8.866219 8.098721 0.008017 0.020227 0.767498 1.094768
1613083_at 18.58175 19.03185 22.12521 19.20206 16 4.215814 4.250344 4.467619 4.263189 0.3299627 1.276493 0.38615826 14185 1.0960587 down 4.233079 4.365404 0.024416 0.144554 -0.132325 0.969688
1613084_aVvi.1539 Transcr ibed locus, moderately similar to NP_199431.1 KH domain-containing protein [Arabid 619.9052 671.8682 819.4659 779.2723 16 9.275904 9.392035 9.67854 9.605984 0.0459485 4.502808 0.07750826 9841 1.2382412 down 9.333969 9.642262 0.082117 0.051305 -0.3082925 0.968027
1613085_aVvi.1590 Transcr ibed locus, moderately similar to NP_851210.1 protein kinase family protein / non phot 10.24195 9.003516 8.96949 7.895406 16 3.356419 3.170488 3.165026 2.981014 0.2826849 1.455957 0.3383903 13868 1.1411067 up 3.263454 3.07302 0.131473 0.130116 0.1904338 1.06197
1613086_aVvi.10753 Transcr ibed locus, moderately similar to NP_190451.2 glycosyl transferase family 29 protein     103.1058 98.58217 120.4471 96.9947 16 6.687982 6.623255 6.912255 6.599834 0.5933299 0.629525 0.637158 15459 1.0720905 down 6.655618 6.756045 0.045769 0.220915 -0.100427 0.985135
1613087_aVvi.15648 Transcr ibed locus 4.184209 4.200289 4.039987 4.086371 16 2.064955 2.070489 2.014351 2.03082 0.0351035 5.195779 0.06384623 9127 1.0317807 up 2.067722 2.022585 0.003913 0.011646 0.0451364 1.022316
1613088_aVvi.3456 Transcr ibed locus, moderately similar to NP_922763.1 putative phosphatidylinositol-4-phosph 167.3325 160.8969 155.4594 151.8478 16 7.386574 7.329992 7.280394 7.246482 0.1026499 2.875571 0.144976 11754 1.0679508 up 7.358283 7.263438 0.04001 0.023979 0.0948453 1.013058
1613089_aVvi.12864 Transcr ibed locus, weakly similar to NP_196617.1 DNA-binding bromodomain-containing pro 97.69519 97.5767 138.4544 122.8868 16 6.610216 6.608465 7.113268 6.941187 0.039878 4.856613 0.069859 9476 1.3359692 down 6.609341 7.027227 0.001238 0.12168 -0.4178867 0.940533
1613090_aVvi.7070 Transcr ibed locus 4.760036 4.797871 4.601063 4.594554 16 2.250972 2.262394 2.201967 2.199925 0.0106617 9.607122 0.03473971 5094 1.0393903 up 2.256683 2.200946 0.008077 0.001444 0.0557374 1.025324
1613091_sVvi.8119 Transcr ibed locus, moderately similar to NP_190227.1 expressed protein [Arabidopsis thalian 8517.111 8125.899 7669.196 7252.84 16 13.05615 12.98831 12.90486 12.82433 0.0957848 2.994198 0.13691084 11614 1.1154568 up 13.02223 12.8646 0.047968 0.056943 0.157635 1.012253
1613092_aVvi.12609 Transcr ibed locus 277.9537 268.716 283.5809 270.785 16 8.118701 8.069939 8.147616 8.081004 0.6760144 0.484307 0.7133536 15732 1.0139524 down 8.09432 8.11431 0.03448 0.047102 -0.01999 0.997536
1613093_aVvi.15594 Transcr ibed locus 2.885742 2.899644 2.811175 2.821983 16 1.528942 1.535876 1.491174 1.49671 0.0130407 8.671 0.03697094 5855 1.0270222 up 1.532409 1.493942 0.004903 0.003915 0.0384675 1.025749
1613094_aVvi.7079 Transcr ibed locus, moderately similar to NP_920667.1 Profilin A [Oryza sativa (japonica culti 10818.73 11042.12 9417.958 10724.8 16 13.40124 13.43073 13.2012 13.38866 0.3301578 1.275819 0.38628054 14188 1.0875303 up 13.41599 13.29493 0.020849 0.132558 0.121056 1.009105
1613095_aVvi.926 Transcr ibed locus, moderately similar to NP_566241.1 DNA-damage-repair/toleration protein 551.7938 549.8618 575.719 608.765 16 9.107986 9.102925 9.169221 9.249742 0.1231967 2.578744 0.16839388 12145 1.0747684 down 9.105455 9.209481 0.003578 0.056937 -0.104026 0.988704
1613096_aVvi.6951 Transcr ibed locus, weakly similar to NP_565962.1 zinc finger (CCCH-type) family protein [Ar  1011.091 1236.93 409.7387 590.9374 16 9.981697 10.27255 8.67856 9.206862 0.0591248 3.927925 0.09376786 10466 2.2727075 up 10.12712 8.942711 0.205662 0.373565 1.184412 1.132444
1613097_aVvi.7579 Transcr ibed locus, moderately similar to XP_473296.1 OSJNBb0039L24.13 [Oryza sativa (jap 346.5297 281.0037 247.1082 225.0573 16 8.436835 8.134445 7.948999 7.814149 0.1347472 2.440783 0.18115424 12348 1.3232329 up 8.285641 7.881574 0.213822 0.095353 0.4040673 1.051267
1613098_aVvi.1330 Transcr ibed locus, moderately similar to NP_174746.1 phosphate-responsive protein, putative 1179.903 2096.853 2113.955 2774.176 16 10.20445 11.03401 11.04573 11.43784 0.3076457 1.356976 0.36313963 14063 1.5395992 down 10.61923 11.24179 0.586586 0.277267 -0.622555 0.944621
1613099_aVvi.15070 Transcr ibed locus 4.97469 4.972872 4.779277 4.80733 16 2.314607 2.314079 2.256792 2.265236 0.0062328 12.60723 0.03025465 3416 1.0376565 up 2.314343 2.261014 3.73E-04 0.005971 0.053329 1.023586
1613100_aVvi.6260 Transcr ibed locus, moderately similar to NP_173737.1 expressed protein [Arabidopsis thalian 68.62862 78.59374 113.6322 118.6738 16 6.100739 6.296343 6.828228 6.890858 0.0232965 6.436672 0.04896068 7898 1.5811806 down 6.198541 6.859543 0.138313 0.044286 -0.6610023 0.903638
1613101_aVvi.14394 Transcr ibed locus 1568.305 1575.644 1891.896 1952.589 16 10.61499 10.62173 10.88562 10.93117 0.0062434 12.59649 0.03025465 3424 1.2226709 down 10.61836 10.9084 0.004763 0.032212 -0.290036 0.973412
1613102_sVvi.6790 Transcr ibed locus, strongly similar to XP_467296.1 phosphoribulokinase precursor [Oryza sa 517.6827 526.0864 3.646394 3.332485 16 9.015924 9.039156 1.866471 1.736598 8.33E-05 109.5401 0.01503107 91 149.7078 up 9.02754 1.801534 0.016427 0.091833 7.2260056 5.011028
1613103_aVvi.8694 Transcr ibed locus, weakly similar to NP_195981.1 GDSL-motif lipase/hydrolase family protein 5.155363 5.1963 5.081607 5.068131 16 2.366074 2.377485 2.345285 2.341454 0.0420632 4.720646 0.07260582 9616 1.0198874 up 2.371779 2.34337 0.008068 0.002709 0.0284099 1.012124
1613104_aVvi.8813 Transcr ibed locus, moderately similar to NP_190437.1 bacterial transferase hexapeptide repe 1171.827 1177.857 1417.321 1490.626 16 10.19454 10.20195 10.46895 10.5417 0.0138827 8.398551 0.03775272 6104 1.2372022 down 10.19825 10.50533 0.005236 0.051443 -0.307081 0.970769
1613105_at 3.799296 3.649587 4.421161 3.731466 16 1.925732 1.867733 2.144425 1.899743 0.4238158 0.996975 0.47904888 14686 1.090773 down 1.896733 2.022084 0.041011 0.173017 -0.125351 0.938009
1613106_aVvi.6754 Transcr ibed locus, moderately similar to NP_565730.1 poly (ADP-ribose) glycohydrolase (PA    210.9519 209.3992 170.4297 184.4711 16 7.72077 7.710112 7.413033 7.527251 0.050563 4.276712 0.08319596 10089 1.1853387 up 7.715441 7.470142 0.007537 0.080764 0.245299 1.032837
1613107_aVvi.14437 Transcr ibed locus 9.575457 9.087873 15.93653 14.35153 16 3.259341 3.183943 3.994265 3.843133 0.0143619 8.254241 0.03835535 6215 1.621194 down 3.221642 3.918699 0.053315 0.106867 -0.6970568 0.82212
1613108_at 11.23187 8.56806 44.11871 44.09285 16 3.489527 3.098969 5.463319 5.462473 0.0080111 11.10536 0.03158401 4202 4.4960194 down 3.294248 5.462896 0.276166 5.98E-04 -2.1686484 0.603022
1613109_at 23.32189 23.09658 22.35251 22.45359 16 4.543613 4.529607 4.482365 4.488874 0.022175 6.603146 0.04758705 7735 1.035976 up 4.53661 4.48562 0.009903 0.004603 0.0509905 1.011368
1613110_aVvi.14290 Transcr ibed locus 5.157361 5.182396 5.016622 5.039821 16 2.366633 2.373619 2.326716 2.333373 0.0141828 8.307329 0.03815766 6169 1.0281723 up 2.370126 2.330044 0.00494 0.004707 0.0400819 1.017202
1613111_aVvi.2457 Transcr ibed locus 4.079348 4.150378 5.136441 4.821231 16 2.028339 2.053242 2.360769 2.269402 0.0285305 5.792879 0.05541866 8546 1.2094028 down 2.040791 2.315085 0.01761 0.064607 -0.2742948 0.881518
1613112_at 3.554368 3.602599 3.444771 3.466978 16 1.829593 1.849038 1.784408 1.793679 0.0429673 4.667384 0.07374711 9671 1.0354602 up 1.839316 1.789043 0.01375 0.006555 0.0502723 1.0281
1613113_at 986.48 1008.237 78.76813 74.99703 16 9.946146 9.977619 6.29954 6.228762 1.10E-04 95.47393 0.01640576 110 12.975624 up 9.961883 6.264151 0.022255 0.050048 3.6977324 1.590301
1613114_aVvi.1713 Transcr ibed locus, moderately similar to NP_193744.1 vacuolar sorting receptor, putative [Ar 193.8294 215.151 227.1033 179.3925 16 7.598643 7.749206 7.827205 7.486976 0.9361415 0.090495 0.9454237 16438 1.011737 up 7.673924 7.65709 0.106464 0.240578 0.0168344 1.002199
1613115_aVvi.5736 Transcr ibed locus, moderately similar to XP_471398.1 OSJNBa0013A04.12 [Oryza sativa (jap 8.53795 8.644497 21.35797 13.05381 16 3.09389 3.111782 4.416702 3.706399 0.1142581 2.698594 0.1583268 11980 1.9435773 down 3.102836 4.06155 0.012652 0.502261 -0.9587143 0.763954
1613116_aVvi.12859 Transcr ibed locus, moderately similar to NP_187291.2 DNA-dependent ATPase, putative [Ara  5.160383 5.196843 5.018518 4.953834 16 2.367478 2.377636 2.327261 2.308546 0.0359194 5.133155 0.06483998 9196 1.0386094 up 2.372557 2.317904 0.007182 0.013234 0.0546532 1.023579
1613117_aVvi.4442 Transcr ibed locus 6.108655 6.161035 5.828982 5.827348 16 2.610855 2.623173 2.543244 2.54284 0.0068686 12.00379 0.03077344 3702 1.0526108 up 2.617014 2.543042 0.00871 2.86E-04 0.073972 1.029088
1613118_aVvi.10871 Transcr ibed locus, weakly similar to XP_465161.1 putative nicotianamine aminotransferase A 35.25109 43.28688 48.75993 52.76415 16 5.139596 5.435858 5.607624 5.721486 0.1408327 2.374553 0.18766382 12458 1.298484 down 5.287727 5.664555 0.209489 0.080513 -0.376828 0.933476
1613119_at 15.56382 12.42932 26.76986 19.15346 16 3.960125 3.635676 4.742538 4.259533 0.1369026 2.416858 0.18345766 12388 1.6280392 down 3.7979 4.501036 0.22942 0.341535 -0.7031355 0.843784
1613120_aVvi.11064 Transcr ibed locus 320.5187 350.4264 221.3152 229.2555 16 8.324265 8.452968 7.789959 7.840813 0.0142593 8.284525 0.0382629 6186 1.4878517 up 8.388617 7.815386 0.091007 0.035959 0.573231 1.073346
1613121_aVvi.11006 Transcr ibed locus, weakly similar to NP_566550.1 UDP-glucoronosyl/UDP-glucosyl transfer    2114.155 2149.892 1988.054 2031.291 16 11.04587 11.07005 10.95714 10.98818 0.0493029 4.335369 0.08158343 10032 1.0609051 up 11.05796 10.97266 0.0171 0.021949 0.085296 1.007774
1613122_aVvi.6260 Transcr ibed locus, moderately similar to NP_173737.1 expressed protein [Arabidopsis thalian 142.0263 149.9821 278.7813 273.6588 16 7.150014 7.228646 8.12299 8.096234 0.0020302 22.15967 0.02553182 1315 1.8924844 down 7.18933 8.109612 0.055601 0.018919 -0.9202815 0.88652
1613123_aVvi.9404 Transcr ibed locus, moderately similar to NP_194639.1 ethylene-responsive family protein [Ara 50.73347 51.26247 343.0676 267.855 16 5.664866 5.679831 8.422349 8.065309 0.0047934 14.39179 0.02932456 2707 5.94419 down 5.672349 8.243829 0.010582 0.252466 -2.5714805 0.688072
1613124_s_at 8274.387 8155.621 2850.675 2545.163 13 13.01444 12.99358 11.47709 11.31354 0.0026156 19.51467 0.02668185 1625 3.0497525 up 13.00401 11.39532 0.014747 0.115644 1.608692 1.141171
1613125_at 4.939639 4.992471 4.741662 4.727954 16 2.304406 2.319754 2.245393 2.241216 0.0131106 8.64741 0.03703615 5876 1.0488262 up 2.31208 2.243304 0.010853 0.002953 0.0687757 1.030658
1613126_aVvi.132 GO:000548Unknown mRNA 802.9531 782.5135 839.176 895.5411 16 9.649172 9.611972 9.71283 9.806616 0.1246733 2.560118 0.17007616 12169 1.0936502 down 9.630571 9.759723 0.026304 0.066317 -0.129152 0.986767
1613127_aVvi.15937 Transcr ibed locus 536.3436 591.0636 747.1859 818.4628 16 9.067014 9.20717 9.545323 9.676773 0.0387209 4.933124 0.06832957 9407 1.3889129 down 9.137092 9.611048 0.099105 0.092949 -0.473956 0.950686
1613128_aVvi.14762 Transcr ibed locus 916.2387 961.3166 1297.364 1251.426 16 9.83958 9.908868 10.34137 10.28936 0.0095054 10.18362 0.03339758 4723 1.357676 down 9.874224 10.31536 0.048994 0.036777 -0.441139 0.957235
1613129_aVvi.7098 Transcr ibed locus, moderately similar to NP_193464.2 agenet domain-containing protein [Ara 1070.791 1064.952 1175.93 1021.454 16 10.06446 10.05657 10.19959 9.996408 0.7477464 0.368663 0.779143 15932 1.0263199 down 10.06052 10.098 0.005578 0.143669 -0.037481 0.996288
1613130_aVvi.13898 Transcr ibed locus, strongly similar to NP_176504.1 replication factor C 40 kDa, putative [Ara 5.18994 5.23377 5.032598 5.077361 16 2.375718 2.387851 2.331303 2.344079 0.0376739 5.005314 0.06699466 9335 1.0310348 up 2.381784 2.337691 0.008579 0.009034 0.0440932 1.018862
1613131_aVvi.2788 Transcr ibed locus, moderately similar to NP_196111.1 hypothetical protein [Arabidopsis thalia 210.4006 198.8631 131.9385 134.9403 16 7.716995 7.635632 7.043722 7.076177 0.0050115 14.07273 0.02943507 2821 1.5330062 up 7.676313 7.05995 0.057532 0.022949 0.6163634 1.087304
1613132_s_at 1496.376 1345.504 3749.936 4746.942 16 10.54726 10.39393 11.87265 12.21278 0.0137894 8.427497 0.03764948 6077 2.9734185 down 10.47059 12.04272 0.108417 0.24051 -1.572123 0.869454
1613133_aVvi.1442 Transcr ibed locus, weakly similar to NP_567250.1 proline-rich family protein [Arabidopsis tha 434.7439 428.7089 451.2062 466.9458 16 8.764022 8.743855 8.817643 8.867111 0.0803736 3.311016 0.11902409 11209 1.0632185 down 8.753939 8.842377 0.01426 0.034979 -0.088438 0.989998
1613134_s_at 104.9569 106.4751 77.66142 108.888 16 6.713654 6.734372 6.279127 6.766701 0.4964959 0.824153 0.54791445 15043 1.1495737 up 6.724013 6.522914 0.01465 0.344767 0.201099 1.03083
1613135_aVvi.6990 Transcr ibed locus, moderately similar to XP_450623.1 unknown protein [Oryza sativa (japonic 1032.349 931.2839 879.3597 854.2559 16 10.01172 9.863077 9.78031 9.738524 0.1475973 2.305435 0.1951216 12557 1.1312984 up 9.937396 9.759417 0.105103 0.029547 0.177979 1.018237
1613136_aVvi.5255 Transcr ibed locus, weakly similar to NP_564349.1 expressed protein [Arabidopsis thaliana] 7.636471 7.878522 7.334139 7.178902 16 2.932906 2.977925 2.874628 2.843763 0.071883 3.525641 0.10910596 10937 1.0689694 up 2.955416 2.859195 0.031833 0.021824 0.0962205 1.033653
1613137_aVvi.7013 Transcr ibed locus, strongly similar to NP_051050.1 RNA polymerase beta' chain [Arabidopsi 116.6675 150.9402 172.7343 155.4078 16 6.866259 7.237833 7.432411 7.279915 0.2691439 1.514342 0.32440305 13773 1.2346629 down 7.052046 7.356163 0.262742 0.107831 -0.304117 0.958658
1613138_aVvi.14574 Transcr ibed locus 31.31857 35.55401 83.72124 76.10156 16 4.968947 5.15194 6.387522 6.249855 0.0081792 10.98925 0.03166028 4288 2.3920457 down 5.060443 6.318688 0.129396 0.097345 -1.258245 0.800869
1613139_aVvi.164 Transcr ibed locus 3.346928 3.360778 3.249432 3.267784 16 1.742837 1.748795 1.700188 1.708313 0.0143724 8.25115 0.0383569 6219 1.0292305 up 1.745816 1.70425 0.004213 0.005745 0.041566 1.02439
1613140_aVvi.5882 Transcr ibed locus 1138.036 1110.113 729.9601 591.8334 16 10.15233 10.11649 9.511674 9.209047 0.0366334 5.080042 0.06573506 9250 1.7100633 up 10.13441 9.360361 0.025343 0.213989 0.77405 1.082694
1613141_at 2720.004 2804.952 2866.501 2530.133 16 11.40939 11.45376 11.48508 11.305 0.7315909 0.394047 0.76417965 15893 1.0256511 up 11.43158 11.39504 0.031372 0.127334 0.03654 1.003207
1613142_aVvi.8687 Transcr ibed locus 31.31845 31.42281 30.82442 30.46723 16 4.968941 4.97374 4.946002 4.929186 0.0610487 3.859547 0.09606925 10549 1.0236665 up 4.97134 4.937594 0.003394 0.01189 0.0337456 1.006834
1613143_aVvi.12492 Transcr ibed locus 5.603536 5.626647 5.376152 5.383654 16 2.486337 2.492276 2.426574 2.428586 0.0025692 19.69079 0.0266497 1598 1.043714 up 2.489306 2.42758 0.004199 0.001423 0.0617265 1.025427
1613144_aVvi.8873 Transcr ibed locus, weakly similar to NP_179744.1 dehydrin family protein [Arabidopsis thalian 2.989924 3.007357 2.920298 2.928807 16 1.580109 1.588496 1.546116 1.550313 0.0164686 7.695818 0.04073486 6711 1.0253298 up 1.584302 1.548214 0.00593 0.002968 0.036088 1.023309
1613145_aVvi.10281 Transcr ibed locus, moderately similar to NP_851144.1 vesicle-associated membrane family p 401.3221 369.031 349.2909 322.166 16 8.648617 8.527598 8.448285 8.33166 0.1424326 2.357796 0.18943086 12482 1.1472147 up 8.588108 8.389973 0.085573 0.082466 0.198135 1.023616
1613146_at 5.109023 5.154755 4.978519 4.956864 16 2.353047 2.365904 2.315717 2.309428 0.0224956 6.554293 0.04799341 7780 1.0330452 up 2.359476 2.312572 0.009091 0.004447 0.0469034 1.020282
1613147_aVvi.2268 Transcr ibed locus, moderately similar to NP_564259.1 expressed protein [Arabidopsis thalian 1596.683 1755.452 2352.105 2305.228 16 10.64086 10.77763 11.19974 11.17069 0.0208978 6.808606 0.04594575 7548 1.3908533 down 10.70925 11.18522 0.096707 0.020537 -0.47597 0.957447
1613148_aVvi.10415 Transcr ibed locus, weakly similar to NP_912810.1 putative zinc finger protein [Oryza sativa (j 277.7234 260.9244 375.5627 343.4874 16 8.117505 8.027488 8.55291 8.424113 0.033866 5.294974 0.06224426 9031 1.3342376 down 8.072496 8.488512 0.063652 0.091073 -0.416016 0.950991
1613149_at 8.144534 8.181497 8.212787 7.98301 16 3.025832 3.032365 3.037872 2.996933 0.629418 0.564258 0.6706508 15580 1.0081402 up 3.029099 3.017402 0.004619 0.028948 0.0116963 1.003876
1613150_aVvi.2702 Transcr ibed locus, strongly similar to NP_181478.1 60S ribosomal protein L23A (RPL23aA) 20460.38 20204.09 21679.23 22329.48 16 14.32055 14.30236 14.40403 14.44666 0.0390029 4.91417 0.06869574 9425 1.0821433 down 14.31145 14.42534 0.012859 0.030148 -0.113891 0.992105
1613151_aVvi.8783 Transcr ibed locus, moderately similar to XP_477988.1 unknown protein [Oryza sativa (japonic  947.6116 917.2452 1333.377 1316.306 16 9.888152 9.841164 10.38087 10.36228 0.0024751 20.06308 0.02645279 1552 1.4210093 down 9.864658 10.37157 0.033226 0.013145 -0.506916 0.951124
1613152_aVvi.4460 Transcr ibed locus, moderately similar to NP_564853.1 transferase family protein [Arabidopsis 6.002054 6.022346 5.766506 5.778276 16 2.585456 2.590326 2.527697 2.530639 0.0023381 20.6446 0.02616672 1477 1.0415434 up 2.587891 2.529168 0.003443 0.00208 0.0587229 1.023218
1613153_aVvi.14910 Transcr ibed locus 5.806159 5.799345 5.593081 5.637984 16 2.537584 2.53589 2.483643 2.495179 0.0148388 8.117552 0.03882907 6342 1.0333476 up 2.536737 2.489411 0.001198 0.008157 0.0473256 1.019011
1613154_aVvi.14889 Transcr ibed locus 1467.02 1359.016 1467.662 1534.905 16 10.51867 10.40835 10.5193 10.58393 0.3020744 1.378186 0.35757852 14024 1.0629753 down 10.46351 10.55162 0.078012 0.0457 -0.0881085 0.99165
1613155_aVvi.3463 Transcr ibed locus, moderately similar to XP_469859.1 putative methyltransferase [Oryza sativ 3.988884 4.007113 3.863022 3.881973 16 1.995985 2.002563 1.94973 1.95679 0.0108163 9.537055 0.03488153 5145 1.0324087 up 1.999274 1.95326 0.004651 0.004992 0.0460142 1.023558
1613156_aVvi.10123 Transcr ibed locus, moderately similar to NP_564630.1 expressed protein [Arabidopsis thalian 416.1988 371.9727 401.6541 404.9 16 8.701129 8.539053 8.64981 8.661422 0.7046127 0.437252 0.7395827 15816 1.02493 down 8.620091 8.655616 0.114605 0.008211 -0.0355255 0.995896
1613157_aVvi.2790 Transcr ibed locus 3.586926 3.60327 3.463772 3.486331 16 1.842748 1.849307 1.792344 1.80171 0.0133403 8.571134 0.03723525 5947 1.0345479 up 1.846027 1.797027 0.004638 0.006622 0.0490005 1.027268
1613158_aVvi.7919 Transcr ibed locus 100.3742 105.8354 101.4345 97.51292 16 6.649244 6.725678 6.664404 6.607522 0.3927038 1.081023 0.4479333 14554 1.0363404 up 6.687461 6.635963 0.054047 0.040222 0.051498 1.00776
1613159_at 1431.101 1403.545 1833.069 1650.488 16 10.48291 10.45486 10.84005 10.68868 0.0616529 3.838715 0.09682313 10570 1.227289 down 10.46889 10.76436 0.019835 0.107033 -0.295475 0.972551
1613160_sVvi.6620 Transcr ibed locus, moderately similar to NP_565864.1 expressed protein [Arabidopsis thalian 1019.746 962.9689 464.3724 484.7489 16 9.993995 9.911346 8.859139 8.921094 0.0023542 20.57366 0.02616672 1486 2.0886261 up 9.95267 8.890116 0.058442 0.043809 1.062554 1.119521
1613161_aVvi.1926 Transcr ibed locus, weakly similar to NP_197526.1 exostosin family protein [Arabidopsis thalia 6.061217 6.079243 5.755637 5.823012 16 2.599608 2.603892 2.524976 2.541766 0.015678 7.892259 0.03970794 6554 1.0485379 up 2.601749 2.533371 0.003029 0.011872 0.0683789 1.026991
1613162_aVvi.7881 Transcr ibed locus, moderately similar to XP_483237.1 putative 60S ribosomal protein L31 [Or 11549.8 11216.65 13784.6 12721.93 16 13.49558 13.45335 13.75077 13.63503 0.0711475 3.545949 0.10829657 10906 1.1634694 down 13.47447 13.6929 0.029858 0.08184 -0.218434 0.984048
1613163_sVvi.167 Transcr ibed locus 896.7247 887.1431 743.4789 581.6366 16 9.808521 9.793023 9.538148 9.183974 0.1312592 2.480652 0.1772544 12293 1.3563322 up 9.800772 9.361061 0.010959 0.250439 0.439711 1.046972
1613164_aVvi.12552 Transcr ibed locus 3.610771 3.63023 3.506932 3.52876 16 1.852307 1.860061 1.810209 1.819161 0.0197595 7.00811 0.04472822 7333 1.0291824 up 1.856184 1.814685 0.005483 0.00633 0.0414987 1.022868
1613165_sVvi.207 Transcr ibed locus, moderately similar to NP_200010.1 sorbitol dehydrogenase, putative / L-id 1858.356 1962.16 1650.031 1592.407 16 10.85981 10.93823 10.68828 10.63699 0.0371061 5.045713 0.06634019 9285 1.1780359 up 10.89902 10.66264 0.055448 0.036263 0.236383 1.022169
1613166_aVvi.11247 Transcr ibed locus, weakly similar to NP_172535.1 expressed protein [Arabidopsis thaliana] 4.325301 4.336082 4.180671 4.216867 16 2.112801 2.116392 2.063735 2.076172 0.0203804 6.897237 0.04540467 7451 1.0314282 up 2.114596 2.069953 0.002539 0.008794 0.0446434 1.021567
1613167_sVvi.7930 Transcr ibed locus, strongly similar to XP_475043.1 OSJNBa0042F21.13 [Oryza sativa (japon 37.27276 29.23457 6.421316 5.343276 16 5.22005 4.869604 2.682869 2.417724 0.0076693 11.35303 0.03135112 4057 5.6354456 up 5.044827 2.550297 0.247803 0.187486 2.4945297 1.978133
1613168_aVvi.870 Transcr ibed locus, moderately similar to NP_564337.1 glycyl-tRNA synthetase / glycine--tRN 2266.921 2210.16 3187.719 3130.598 16 11.14652 11.10994 11.63831 11.61222 0.0020367 22.12451 0.02553182 1319 1.4113139 down 11.12823 11.62527 0.025869 0.018445 -0.497039 0.957245
1613169_aVvi.5511 Transcr ibed locus, weakly similar to XP_470616.1 Hypothetical protein [Oryza sativa (japonica 88.31805 78.16145 166.2312 185.6007 16 6.464637 6.288385 7.377047 7.536058 0.0118622 9.099692 0.03574808 5508 2.1140966 down 6.376511 7.456553 0.124629 0.112438 -1.0800415 0.855155
1613170_sVvi.2139 Transcr ibed locus, moderately similar to NP_878119.1 Identified by gene-trapping, microarra 31372.07 31932.93 30704.11 32697.27 16 14.93719 14.96276 14.90614 14.99688 0.9769303 0.032635 0.98063904 16538 1.0010668 down 14.94998 14.95151 0.018077 0.064163 -0.001538 0.999897
1613171_aVvi.7892 Transcr ibed locus, moderately similar to NP_567509.2 expressed protein [Arabidopsis thalian 314.3466 346.3935 580.1241 596.9594 16 8.296212 8.436268 9.180218 9.221489 0.0075646 11.43228 0.03134419 4003 1.7833796 down 8.36624 9.200853 0.099034 0.029183 -0.834613 0.90929
1613172_at 8.1621 8.243433 7.608422 7.724376 12 3.02894 3.043245 2.927597 2.949418 0.0174071 7.480129 0.04192128 6891 1.069981 up 3.036093 2.938508 0.010115 0.01543 0.0975852 1.033209
1613173_aVvi.15652 Transcr ibed locus 4.042829 4.088199 3.929308 3.950277 16 2.015365 2.031466 1.974275 1.981954 0.0366437 5.079286 0.0657401 9253 1.0318984 up 2.023416 1.978115 0.011385 0.00543 0.045301 1.022901
1613174_at 13.65683 13.80559 13.10099 13.03719 9 3.771551 3.78718 3.711603 3.704561 0.0141527 8.316334 0.0381374 6159 1.0506511 up 3.779366 3.708082 0.011052 0.00498 0.0712835 1.019224
1613175_aVvi.13464 Transcr ibed locus, weakly similar to XP_478770.1 putative insulin degrading enzyme [Oryza s 181.1912 174.1102 161.9603 152.3137 16 7.50137 7.443857 7.339497 7.250902 0.078342 3.359305 0.11678495 11136 1.130855 up 7.472613 7.295199 0.040668 0.062646 0.1774139 1.024319
1613176_at 13.0937 17.21944 10.69174 9.736335 16 3.710802 4.105966 3.418425 3.283379 0.1163121 2.669912 0.16083193 12004 1.4716982 up 3.908384 3.350902 0.279424 0.095492 0.5574818 1.166368
1613177_aVvi.9119 Transcr ibed locus, weakly similar to XP_478167.1 putative calmodulin-binding protein [Oryza 1128.471 1054.952 318.9439 310.5841 16 10.14015 10.04296 8.317159 8.27884 8.47E-04 34.33542 0.0221369 632 3.4666905 up 10.09156 8.297999 0.068725 0.027095 1.793559 1.216144
1613178_at 6.223529 6.109844 6.048782 6.232009 16 2.637733 2.611136 2.596645 2.639697 0.8275904 0.247531 0.85064733 16151 1.0043508 up 2.624434 2.618171 0.018807 0.030443 0.0062632 1.002392
1613179_aVvi.15636 Transcr ibed locus 4.096085 4.11493 3.953128 3.962033 16 2.034246 2.040868 1.982995 1.986241 0.0048169 14.35631 0.02932456 2718 1.0373759 up 2.037557 1.984618 0.004683 0.002295 0.0529388 1.026675
1613180_at 6118.197 6286.541 5667.772 5634.957 16 12.57889 12.61805 12.46857 12.46019 0.0215776 6.697002 0.04686435 7643 1.0974029 up 12.59847 12.46438 0.02769 0.005923 0.134094 1.010758
1613181_aVvi.1953 Transcr ibed locus, strongly similar to NP_187204.1 26S proteasome AAA-ATPase subunit (R  655.4233 704.4544 811.1501 790.9697 16 9.356283 9.460362 9.663825 9.627479 0.0499376 4.305555 0.08240369 10060 1.1788079 down 9.408323 9.645652 0.073595 0.025701 -0.237329 0.975395
1613182_aVvi.6514 Transcr ibed locus, moderately similar to NP_187300.2 pyruvate dehydrogenase (lipoamide) k 10.9615 9.907197 9.056407 8.919255 16 3.454373 3.308477 3.178939 3.156923 0.1015446 2.893896 0.14365941 11734 1.159493 up 3.381425 3.167931 0.103164 0.015567 0.2134942 1.067392
1613183_aVvi.14670 Transcr ibed locus 7.512971 7.550838 7.565392 7.23382 16 2.909383 2.916637 2.919415 2.854758 0.5090895 0.796883 0.5594149 15107 1.0181313 up 2.91301 2.887086 0.005129 0.045719 0.0259236 1.008979
1613184_aVvi.14944 Transcr ibed locus 10.3754 10.47865 17.98303 17.20202 16 3.375094 3.389381 4.168564 4.104507 0.0018873 22.986 0.02530472 1237 1.6868103 down 3.382237 4.136535 0.010102 0.045295 -0.7542976 0.81765
1613185_aVvi.15456 Transcr ibed locus 4.66177 4.671677 4.491369 4.50421 16 2.220878 2.22394 2.167155 2.171274 0.0023191 20.7292 0.02616672 1466 1.0375599 up 2.222409 2.169215 0.002165 0.002912 0.0531945 1.024522
1613186_aVvi.11371 Transcr ibed locus, weakly similar to NP_180326.1 zinc finger (AN1-like) family protein [Arabi  613.8083 666.7268 424.9836 459.4322 16 9.261644 9.380952 8.731263 8.843708 0.0227784 6.512072 0.04833414 7823 1.4477509 up 9.321299 8.787485 0.084363 0.079511 0.533814 1.060747
1613187_aVvi.9833 Transcr ibed locus, weakly similar to NP_191231.2 expressed protein [Arabidopsis thaliana] 272.5193 252.4385 195.4047 170.6568 16 8.090215 7.979788 7.610321 7.414954 0.043176 4.655326 0.07402741 9682 1.436307 up 8.035002 7.512638 0.078084 0.138145 0.5223644 1.069531
1613188_aVvi.2964 Transcr ibed locus 399.4081 328.9572 278.058 278.7578 16 8.64172 8.361756 8.119242 8.122869 0.1128076 2.71929 0.15674064 11946 1.3019571 up 8.501738 8.121056 0.197964 0.002565 0.380682 1.046876
1613189_aVvi.6246 Transcr ibed locus, weakly similar to NP_193166.2 heterogeneous nuclear ribonucleoprotein, 625.8304 647.4522 1111.65 1101.077 16 9.289628 9.33863 10.11849 10.1047 0.0010171 31.33184 0.02259248 743 1.7380437 down 9.314129 10.11159 0.034649 0.009749 -0.797464 0.921134
1613190_at 575.137 623.5391 684.2686 632.022 16 9.167762 9.284336 9.418419 9.303831 0.240204 1.652687 0.29435095 13547 1.0981504 down 9.226049 9.361125 0.08243 0.081026 -0.135076 0.985571
1613191_aVvi.1923 Transcr ibed locus 3.776452 3.793578 3.639142 3.671396 16 1.917031 1.923559 1.863599 1.876329 0.0196055 7.036408 0.04458894 7298 1.035503 up 1.920295 1.869963 0.004616 0.009001 0.0503318 1.026916
1613192_at 4.738155 4.764489 4.546946 4.569379 16 2.244325 2.252322 2.184898 2.191998 0.0078801 11.1984 0.03147424 4155 1.0423758 up 2.248323 2.188448 0.005654 0.005021 0.0598754 1.02736
1613193_aVvi.5006 Transcr ibed locus, weakly similar to NP_974432.1 expressed protein [Arabidopsis thaliana] 174.4411 165.0012 183.9465 156.0584 16 7.446596 7.366333 7.523142 7.285943 0.9891474 0.01535 0.99093807 16571 1.0013332 up 7.406465 7.404542 0.056755 0.167726 0.0019222 1.00026
1613194_aVvi.7092 Transcr ibed locus, moderately similar to XP_473535.1 OSJNBa0005N02.9 [Oryza sativa (jap 1530.983 1348.059 1691.074 1590.778 16 10.58024 10.39667 10.72372 10.63552 0.2012844 1.877245 0.25306496 13204 1.141686 down 10.48846 10.67962 0.129806 0.062372 -0.191166 0.9821
1613195_aVvi.15319 Transcr ibed locus 6.460086 6.543752 6.104278 6.128922 16 2.691553 2.710118 2.609821 2.615633 0.0119685 9.058443 0.03583663 5542 1.0629758 up 2.700836 2.612727 0.013127 0.00411 0.0881087 1.033723
1613196_at 5.488646 5.489026 5.201023 5.170145 16 2.45645 2.45655 2.378795 2.370205 0.002733 19.08916 0.02700983 1676 1.0584844 up 2.4565 2.3745 7.06E-05 0.006075 0.082 1.034534
1613197_aVvi.2810 Transcr ibed locus, moderately similar to NP_195300.1 Rho-GTPase-activating protein-relate 31.56615 31.49854 24.48977 31.98027 16 4.980307 4.977213 4.614107 4.99911 0.4655509 0.894255 0.51824296 14913 1.1267372 up 4.97876 4.806609 0.002188 0.272238 0.1721513 1.035816
1613198_aVvi.9505 Transcr ibed locus 115.5035 85.65686 145.3703 139.712 16 6.851793 6.420497 7.183589 7.126312 0.1398608 2.384861 0.18669844 12436 1.4327685 down 6.636145 7.15495 0.304972 0.0405 -0.5188054 0.92749
1613199_aVvi.3926 Transcr ibed locus 4.848157 4.776898 4.635171 4.657016 16 2.277436 2.256074 2.212622 2.219406 0.045477 4.527776 0.07692406 9814 1.0357968 up 2.266755 2.216014 0.015105 0.004797 0.0507409 1.022897
1613200_at 905.2313 878.5062 1112.349 1162.129 16 9.822143 9.778909 10.11939 10.18255 0.0117163 9.157181 0.03559749 5462 1.2749571 down 9.800526 10.15097 0.030571 0.044662 -0.350448 0.965476
1613201_at 6.926972 7.17807 11.94224 10.47917 16 2.792225 2.843596 3.578001 3.389452 0.020865 6.814139 0.04592341 7542 1.5864654 down 2.81791 3.483727 0.036325 0.133324 -0.6658161 0.808878
1613202_s_at 3466.422 3218.958 2294.561 2377.487 16 11.75923 11.65238 11.164 11.21522 0.0129192 8.712488 0.03683402 5822 1.4301767 up 11.70581 11.18961 0.075557 0.036217 0.516194 1.046132
1613203_aVvi.1009 Transcr ibed locus, moderately similar to NP_186921.1 DJ-1 family protein / protease-related 923.2096 977.0839 1459.351 1309.418 16 9.850514 9.932339 10.51111 10.35471 0.0255518 6.135358 0.05183424 8183 1.4554697 down 9.891426 10.43291 0.057859 0.110593 -0.541485 0.948098
1613204_aVvi.7405 GO:001674Glutathione-S-transferase 4.496759 4.497402 4.351135 4.376563 16 2.168886 2.169092 2.121392 2.129798 0.0092577 10.32086 0.03307883 4645 1.0305351 up 2.168989 2.125595 1.46E-04 0.005944 0.0433937 1.020415
1613205_x_at 5.542273 5.586507 5.248843 5.241335 16 2.470478 2.481947 2.392 2.389934 0.0046393 14.63048 0.02926091 2631 1.060868 up 2.476212 2.390967 0.00811 0.00146 0.085245 1.035653
1613206_aVvi.15045 Transcr ibed locus 4.156343 4.179273 4.031385 4.046548 16 2.055315 2.063252 2.011276 2.016692 0.0110634 9.428181 0.03504068 5239 1.0318974 up 2.059283 2.013984 0.005613 0.00383 0.0452996 1.022493
1613207_aVvi.5135 Transcr ibed locus 7.162089 7.307878 6.823431 6.834483 16 2.84038 2.869453 2.770497 2.772832 0.0293393 5.708888 0.05642857 8631 1.0594033 up 2.854917 2.771665 0.020557 0.001651 0.083252 1.030037
1613208_aVvi.9120 Transcr ibed locus, moderately similar to NP_173107.1 arginine/serine-rich protein, putative ( 1009.973 1011.18 1272.437 1327.668 16 9.980102 9.981824 10.31338 10.37468 0.007057 11.84081 0.03089839 3790 1.286156 down 9.980963 10.34403 0.001218 0.043346 -0.363065 0.964901
1613209_aVvi.15527 Transcr ibed locus 6.522687 6.571619 6.228083 6.251385 16 2.705467 2.716249 2.638788 2.644176 0.007462 11.51146 0.03123664 3965 1.0492625 up 2.710858 2.641482 0.007624 0.00381 0.0693757 1.026264
1613210_aVvi.5313 Transcr ibed locus, moderately similar to NP_187485.1 serine/threonine protein kinase (PK1) 464.7968 424.1108 666.3364 658.5589 16 8.860456 8.728297 9.380107 9.363169 0.0130585 8.664964 0.03699276 5859 1.4920139 down 8.794376 9.371637 0.093451 0.011977 -0.577261 0.938403
1613211_at 27.37466 33.63004 51.39741 96.47782 16 4.774769 5.071679 5.683624 6.592125 0.12616 2.541674 0.1717091 12197 2.3208466 down 4.923224 6.137875 0.209947 0.642408 -1.2146511 0.802106
1613212_aVvi.12144 Transcr ibed locus, weakly similar to NP_850005.1 expressed protein [Arabidopsis thaliana] 95.41519 97.51457 123.7806 105.2702 16 6.576148 6.607546 6.951641 6.717953 0.1754818 2.060749 0.2254565 12921 1.1834104 down 6.591847 6.834797 0.022202 0.165243 -0.2429505 0.964454
1613213_at 40.89568 50.06623 47.26754 56.62056 16 5.353877 5.645766 5.562778 5.823254 0.4274239 0.987673 0.48243192 14708 1.1432928 down 5.499821 5.693016 0.206397 0.184184 -0.193195 0.966065
1613214_at 5.113877 5.136612 4.855635 4.866108 16 2.354418 2.360817 2.27966 2.282769 0.0021607 21.47835 0.02580234 1381 1.054386 up 2.357617 2.281214 0.004525 0.002198 0.0764032 1.033492
1613215_aVvi.12254 Transcr ibed locus 6.091968 6.270995 5.818214 5.863636 16 2.606908 2.648694 2.540577 2.551796 0.0636249 3.772738 0.09926702 10640 1.0582023 up 2.627801 2.546186 0.029547 0.007933 0.0816154 1.032054
1613216_aVvi.14900 Transcr ibed locus 23.38621 23.0384 20.03247 14.90522 16 4.547586 4.525969 4.324268 3.897746 0.1843344 1.993913 0.23488517 13028 1.34329 up 4.536778 4.111007 0.015286 0.301597 0.4257708 1.103569
1613217_aVvi.15375 Transcr ibed locus 4.122405 4.145435 3.980064 3.993754 16 2.043486 2.051524 1.992792 1.997746 0.0080687 11.06518 0.03159664 4236 1.036871 up 2.047505 1.995269 0.005683 0.003503 0.0522364 1.02618
1613218_at 7.366005 7.105096 6.808965 6.803732 16 2.880882 2.828854 2.767436 2.766326 0.0774321 3.381521 0.11568817 11111 1.0628862 up 2.854868 2.766881 0.036789 7.84E-04 0.0879872 1.0318
1613219_at 353.3438 302.5896 363.7998 335.9792 16 8.464929 8.241219 8.507001 8.392228 0.5228087 0.767923 0.57239294 15162 1.0692072 down 8.353073 8.449615 0.158187 0.081157 -0.096542 0.988574
1613220_aVvi.7992 Transcr ibed locus, weakly similar to NP_197966.1 early nodulin-related [Arabidopsis thaliana 7608.485 7388.387 7790.637 7856.653 16 12.89339 12.85104 12.92753 12.9397 0.1082733 2.786486 0.15161553 11855 1.0434741 down 12.87222 12.93361 0.029947 0.008608 -0.061395 0.995253
1613221_aVvi.2899 Transcr ibed locus, moderately similar to NP_191084.1 expressed protein [Arabidopsis thalian 4.212894 4.241953 4.091987 4.107565 16 2.074812 2.084729 2.032802 2.038284 0.0160171 7.806247 0.04011997 6627 1.031131 up 2.07977 2.035543 0.007012 0.003876 0.0442275 1.021728
1613222_aVvi.3343 Transcr ibed locus, moderately similar to NP_176604.1 preprotein translocase-related [Arabid 4220.66 4505.204 7283.305 7096.015 16 12.04325 12.13738 12.83038 12.79279 0.0049 14.23322 0.02943507 2758 1.6486334 down 12.09032 12.81159 0.066556 0.026576 -0.72127 0.943702
1613223_aVvi.1420 Transcr ibed locus, weakly similar to NP_564880.1 ATP-dependent Clp protease proteolytic su 1899.053 1934.359 1880.327 1883.563 16 10.89107 10.91764 10.87677 10.87925 0.187086 1.974015 0.23788014 13056 1.0184282 up 10.90435 10.87801 0.018791 0.001754 0.026344 1.002422
1613224_aVvi.12196 Transcr ibed locus, weakly similar to NP_195645.1 cellulose synthase, catalytic subunit (Ath-A 9.197831 8.958776 8.215253 8.447488 16 3.201294 3.163302 3.038305 3.078522 0.0464157 4.478426 0.07806645 9870 1.0896645 up 3.182298 3.058414 0.026864 0.028438 0.123884 1.040506
1613225_at 5.76769 5.770131 5.565737 5.605245 16 2.527994 2.528604 2.476573 2.486777 0.0118064 9.121546 0.03566651 5493 1.0328449 up 2.528299 2.481675 4.32E-04 0.007216 0.0466238 1.018787
1613226_aVvi.15512 Transcr ibed locus 4.786518 4.783924 4.592929 4.655601 16 2.258977 2.258194 2.199415 2.218967 0.0370695 5.048348 0.06631047 9280 1.0348306 up 2.258586 2.209191 5.53E-04 0.013826 0.0493947 1.022359
1613227_at 473.949 472.3232 359.9454 357.5671 16 8.888588 8.883631 8.491634 8.48207 1.82E-04 74.12373 0.0168302 177 1.3188282 up 8.886109 8.486853 0.003505 0.006763 0.399256 1.047044
1613228_aVvi.889 Transcr ibed locus, moderately similar to NP_179097.1 expressed protein [Arabidopsis thalian 389.5635 363.1038 363.8121 281.5423 16 8.605715 8.504238 8.50705 8.137208 0.3485553 1.214296 0.404722 14297 1.1751527 up 8.554976 8.322128 0.071755 0.261518 0.232848 1.027979
1613229_s_at 66.04824 83.28396 58.23932 58.57942 16 6.045448 6.379967 5.863922 5.872322 0.1756368 2.05954 0.22560915 12923 1.269786 up 6.212708 5.868122 0.23654 0.00594 0.3445855 1.058722
1613230_aVvi.7820 Transcr ibed locus, weakly similar to NP_564515.1 expressed protein [Arabidopsis thaliana] 314.8109 320.4026 512.0741 476.7954 16 8.298342 8.323742 9.000209 8.897226 0.006846 12.02383 0.03075144 3695 1.5558201 down 8.311042 8.948717 0.017961 0.07282 -0.637675 0.928741
1613231_aVvi.2222 Transcr ibed locus, strongly similar to XP_475894.1 putative T-complex protein 1 beta subunit      1813.571 1633.489 2260.995 2282.109 16 10.82462 10.67374 11.14274 11.15615 0.0339865 5.28508 0.0623957 9042 1.3197519 down 10.74918 11.14945 0.106685 0.009482 -0.4002665 0.9641
1613232_aVvi.9271 Transcr ibed locus, moderately similar to NP_198343.1 arogenate dehydrogenase [Arabidops 26.29567 28.77589 28.29525 40.18487 16 4.716754 4.846788 4.822488 5.32858 0.3776653 1.124385 0.4333702 14467 1.2258337 down 4.781771 5.075534 0.091949 0.357861 -0.2937633 0.942122
1613233_aVvi.12432 Transcr ibed locus 378.2772 418.9901 147.8577 147.352 16 8.5633 8.710773 7.208066 7.203123 0.0026459 19.40212 0.02672241 1642 2.6971622 up 8.637036 7.205594 0.104279 0.003495 1.431442 1.198657
1613234_aVvi.384 Transcr ibed locus, weakly similar to NP_196554.1 RNA polymerase II 15.9 kDa subunit (RPB 30.43855 29.10836 35.78151 35.87198 16 4.927828 4.863362 5.161142 5.164785 0.0142689 8.281672 0.0382645 6188 1.203611 down 4.895595 5.162964 0.045584 0.002576 -0.2673694 0.948214
1613235_aVvi.8987 Transcr ibed locus, moderately similar to NP_564013.1 expressed protein [Arabidopsis thalian 1326.429 1241.612 1185.9 1171.633 16 10.37333 10.278 10.21177 10.19431 0.1270678 2.530561 0.17264743 12218 1.0887178 up 10.32567 10.20304 0.067411 0.012347 0.12263 1.012019
1613236_at 3.038168 3.050876 2.952397 2.966718 16 1.603202 1.609224 1.561887 1.568868 0.0125045 8.858562 0.03648454 5689 1.0287093 up 1.606213 1.565377 0.004258 0.004936 0.0408353 1.026087
1613237_aVvi.7231 Transcr ibed locus, strongly similar to NP_178826.1 40S ribosomal protein S16 (RPS16A) [A 5976.997 6404.93 9512.851 9072.021 16 12.54521 12.64497 13.21566 13.14721 0.010477 9.692751 0.03451188 5039 1.5014418 down 12.59509 13.18144 0.070541 0.048403 -0.586349 0.955517
1613238_aVvi.5794 Transcr ibed locus, moderately similar to NP_195317.2 expressed protein [Arabidopsis thalian 127.2401 140.6952 272.5022 281.0967 16 6.991409 7.136429 8.090124 8.134923 0.0051971 13.8173 0.029498 2924 2.0685287 down 7.063919 8.112524 0.102544 0.031678 -1.048605 0.870742
1613239_aVvi.14596 Transcr ibed locus 195.4776 184.1032 69.1393 89.35283 16 7.61086 7.524371 6.111434 6.481442 0.0216167 6.690737 0.04687479 7654 2.4135852 up 7.567616 6.296438 0.061157 0.261635 1.2711778 1.201888
1613240_sVvi.5433 Transcr ibed locus, moderately similar to XP_507363.1 PREDICTED OJ1047_A06.117 gene 527.022 625.9484 1836.216 1867.941 16 9.041719 9.2899 10.84252 10.86723 0.0054067 13.54462 0.02956287 3035 3.2244809 down 9.16581 10.85488 0.17549 0.017475 -1.6890665 0.844396
1613241_aVvi.9873 Transcr ibed locus, weakly similar to NP_909810.1 dentin sialophosphoprotein precursor-like     36.84634 33.66918 257.9757 309.2535 16 5.203449 5.073357 8.011091 8.272646 0.0023566 20.56313 0.02616672 1489 8.01924 down 5.138403 8.141869 0.091989 0.184947 -3.003466 0.631109
1613242_aVvi.9020 Transcr ibed locus 129.1795 114.3625 42.12303 39.97168 16 7.013233 6.83747 5.396537 5.320906 0.0037087 16.37496 0.02823081 2179 2.9621196 up 6.925352 5.358722 0.124283 0.053479 1.5666299 1.292351
1613243_at 5.437465 5.47635 5.320849 5.304014 16 2.442934 2.453215 2.411657 2.407085 0.0204799 6.879933 0.04550574 7466 1.0271906 up 2.448074 2.40937 0.007269 0.003233 0.0387039 1.016064
1613244_aVvi.9158 Transcr ibed locus, weakly similar to NP_565170.1 methyltransferase-related [Arabidopsis tha 127.6268 119.4131 59.30589 67.88348 16 6.995788 6.899818 5.890103 6.084988 0.012554 8.84077 0.03651951 5706 1.9456565 up 6.947803 5.987546 0.067861 0.137805 0.960257 1.160376
1613245_sVvi.6976 Transcr ibed locus, strongly similar to NP_191429.1 60S ribosomal protein L11 (RPL11B) [Ar 12082.14 11804.01 12503.26 13978.02 16 13.56059 13.52699 13.61002 13.77087 0.2162026 1.784907 0.26882827 13351 1.1069999 down 13.54379 13.69044 0.023759 0.113743 -0.146655 0.989288
1613246_aVvi.3620 Transcr ibed locus, weakly similar to XP_468929.1 putative polyprotein [Oryza sativa (japonica 11.71125 11.97363 10.97371 10.73724 16 3.549823 3.581789 3.45598 3.424552 0.0304285 5.601045 0.0579056 8723 1.0909164 up 3.565806 3.440266 0.022603 0.022223 0.1255405 1.036492
1613247_aVvi.7896 Transcr ibed locus, moderately similar to NP_197326.1 expressed protein [Arabidopsis thalian 286.6458 308.3673 316.9192 316.9074 16 8.163125 8.268506 8.307971 8.307918 0.2224878 1.748488 0.27551097 13405 1.0659418 down 8.215816 8.307944 0.074516 3.78E-05 -0.092128 0.988911
1613248_at 4.098867 4.12926 3.993671 4.015951 16 2.035225 2.045883 1.997716 2.005741 0.0282744 5.820213 0.0550559 8523 1.0272774 up 2.040554 2.001729 0.007536 0.005675 0.0388258 1.019396
1613249_aVvi.8359 Transcr ibed locus, moderately similar to XP_479783.1 putative RNA-binding protein RBP37 [ 382.1649 380.9595 307.5097 257.9193 16 8.578052 8.573494 8.264488 8.010776 0.0745948 3.453278 0.11242037 11015 1.3548572 up 8.575773 8.137632 0.003223 0.179402 0.438141 1.053841
1613250_aVvi.14999 Transcr ibed locus 3.809746 3.832353 3.70026 3.70655 16 1.929695 1.93823 1.887627 1.890077 0.0095492 10.15987 0.03342509 4742 1.0317625 up 1.933963 1.888852 0.006036 0.001733 0.045111 1.023883
1613251_aVvi.9523 Transcr ibed locus, weakly similar to NP_916937.1 P0019E03.5 [Oryza sativa (japonica cultiva 356.5733 348.7563 191.4311 185.3334 16 8.478055 8.446075 7.580681 7.533979 9.77E-04 31.96843 0.02255868 713 1.8722 up 8.462065 7.55733 0.022613 0.033023 0.904735 1.119716
1613252_aVvi.6770 Transcr ibed locus, moderately similar to XP_463904.1 putative serine/threonine protein kinase 245.2383 216.872 251.3037 242.2832 16 7.938041 7.7607 7.973289 7.92055 0.4022404 1.054491 0.45771042 14589 1.0699545 down 7.84937 7.946919 0.125399 0.037292 -0.0975494 0.987725
1613253_aVvi.3463 Transcr ibed locus, moderately similar to XP_469859.1 putative methyltransferase [Oryza sativ 349.3717 334.5652 516.3031 545.7821 16 8.448619 8.386144 9.012074 9.092181 0.0063428 12.49642 0.03037211 3464 1.552665 down 8.417381 9.052128 0.044177 0.056644 -0.634747 0.929879
1613254_at 435.3118 489.0826 1954.234 1967.074 16 8.765905 8.933934 10.93239 10.94184 0.0016214 24.80408 0.02492374 1078 4.249198 down 8.84992 10.93711 0.118814 0.006681 -2.087191 0.809164
1613255_aVvi.3862 Transcr ibed locus, moderately similar to NP_909886.1 unknown protein [Oryza sativa (japonic 1125.337 1175.001 1541.418 1563.643 16 10.13614 10.19845 10.59004 10.6107 0.0056939 13.19574 0.02983043 3167 1.3501081 down 10.16729 10.60037 0.044056 0.014604 -0.4330745 0.959145
1613256_at 4.430676 4.436184 4.255795 4.279182 16 2.147527 2.149319 2.089429 2.097335 0.0053797 13.5789 0.02956287 3016 1.0388888 up 2.148423 2.093382 0.001268 0.005591 0.0550412 1.026293
1613257_aVvi.10466 Transcr ibed locus, weakly similar to NP_188394.1 ferredoxin-related [Arabidopsis thaliana] 293.9493 337.2333 342.9689 321.4963 16 8.199424 8.397603 8.421934 8.328658 0.5558301 0.701106 0.6026575 15311 1.0546631 down 8.298513 8.375296 0.140134 0.065956 -0.076783 0.990832
1613258_aVvi.2370 Transcr ibed locus, weakly similar to NP_190160.1 hydrolase family protein / HAD-superfamily 16.81773 14.38189 13.85625 14.85095 16 4.071911 3.846181 3.792465 3.892483 0.4446923 0.944302 0.49839887 14812 1.0841557 up 3.959046 3.842474 0.159615 0.070723 0.1165719 1.030338
1613259_aVvi.15311 Transcr ibed locus 9.906259 10.145 9.829908 13.75713 16 3.30834 3.342697 3.297178 3.782107 0.4712862 0.880907 0.5236092 14942 1.1599994 down 3.325518 3.539642 0.024294 0.342896 -0.2141239 0.939507
1613260_aVvi.3073 Transcr ibed locus, moderately similar to NP_193356.2 enoyl-CoA hydratase/isomerase family 387.4223 352.3888 350.5719 306.1439 16 8.597763 8.461024 8.453567 8.258066 0.2828855 1.455119 0.33858156 13870 1.1278524 up 8.529394 8.355816 0.096689 0.13824 0.173578 1.020773
1613261_aVvi.7529 Transcr ibed locus, moderately similar to NP_198698.1 amino acid transporter family protein [A  282.4165 292.9035 78.82774 78.41338 16 8.141681 8.194282 6.300632 6.293028 2.02E-04 70.41339 0.01716659 194 3.6582432 up 8.167981 6.29683 0.037194 0.005377 1.871151 1.297158
1613262_aVvi.3359 Transcr ibed locus, weakly similar to NP_849605.1 transformer serine/arginine-rich ribonucle 994.1425 935.5864 1048.649 1125.065 16 9.957309 9.869727 10.03432 10.13579 0.1247318 2.559386 0.17014194 12170 1.1262573 down 9.913518 10.08505 0.06193 0.071755 -0.171536 0.982991
1613263_aVvi.14908 Transcr ibed locus 3.493236 3.513532 3.405214 3.42047 16 1.804564 1.812922 1.767746 1.774195 0.0189732 7.156169 0.04383667 7182 1.0265279 up 1.808743 1.77097 0.00591 0.00456 0.0377729 1.021329
1613264_at 5.728052 5.76016 5.579054 5.622237 16 2.518045 2.526109 2.480021 2.491144 0.0336558 5.312355 0.06200106 9011 1.0256186 up 2.522077 2.485582 0.005702 0.007866 0.0364942 1.014682
1613265_sVvi.2287 Transcr ibed locus, moderately similar to NP_171993.1 tyrosine specific protein phosphatase 726.1466 663.1081 523.8232 481.8758 16 9.504117 9.3731 9.032936 8.912518 0.0345924 5.236114 0.06320822 9084 1.3811609 up 9.438608 8.972727 0.092643 0.085149 0.465881 1.051922
1613266_aVvi.2811 Transcr ibed locus, weakly similar to NP_917415.1 OSJNBb0024F06.20 [Oryza sativa (japonic  194.4267 182.0853 90.75111 95.46421 16 7.603083 7.50847 6.503843 6.576888 0.0034463 16.99026 0.02794001 2045 2.0214787 up 7.555777 6.540366 0.066901 0.05165 1.0154109 1.155253
1613267_aVvi.7641 Transcr ibed locus, weakly similar to NP_565118.1 expressed protein [Arabidopsis thaliana] 493.7871 477.2542 515.4318 408.885 16 8.947745 8.898614 9.009638 8.675551 0.6802277 0.477287 0.71729803 15743 1.0574471 up 8.92318 8.842594 0.034741 0.236235 0.080586 1.009113
1613268_aVvi.1163 Transcr ibed locus, weakly similar to NP_565560.1 cyclic nucleotide-regulated ion channel / c 6.032878 6.069276 5.810898 5.617995 16 2.592846 2.601524 2.538761 2.490055 0.0788791 3.346366 0.11741463 11152 1.0590549 up 2.597185 2.514408 0.006136 0.03444 0.0827774 1.032921
1613269_aVvi.13505 Transcr ibed locus, weakly similar to NP_194770.1 expressed protein [Arabidopsis thaliana] 2.832367 2.846515 2.754784 2.768702 16 1.502008 1.509196 1.461939 1.46921 0.015922 7.830093 0.04002064 6604 1.0281335 up 1.505602 1.465575 0.005083 0.005141 0.0400276 1.027312
1613270_aVvi.10390 Transcr ibed locus, moderately similar to NP_178476.1 nonsense-mediated mRNA decay NM 1241.12 1304.998 1375.197 1282.75 16 10.27743 10.34983 10.42542 10.32503 0.4245014 0.995201 0.47965506 14692 1.0436182 down 10.31363 10.37522 0.051198 0.070992 -0.061594 0.994063
1613271_aVvi.13896 Transcr ibed locus 4.576263 4.581719 4.660777 4.642758 16 2.19417 2.195889 2.220571 2.214982 0.0161196 7.780762 0.0402569 6645 1.0158918 down 2.19503 2.217776 0.001216 0.003952 -0.0227468 0.989743
1613272_aVvi.13 GO:000597Putative cellulase CEL2 4.016302 4.050334 3.87289 3.894926 16 2.005868 2.018041 1.953411 1.961596 0.0176649 7.423872 0.04222679 6944 1.0384638 up 2.011954 1.957503 0.008608 0.005788 0.054451 1.027817
1613273_aVvi.2918 Transcr ibed locus, moderately similar to XP_469486.1 unknown protein [Oryza sativa] 797.8083 828.304 168.6467 173.8735 16 9.639898 9.694016 7.397861 7.441894 2.41E-04 64.41477 0.0180123 218 4.747213 up 9.666958 7.419877 0.038267 0.031136 2.247081 1.302846
1613274_aVvi.5517 Transcr ibed locus, weakly similar to NP_174978.1 glutamate receptor family protein (GLR3.3 223.3839 219.2722 291.3802 295.0101 16 7.803381 7.776579 8.186759 8.20462 0.0015719 25.19282 0.02483053 1046 1.3247409 down 7.78998 8.19569 0.018952 0.01263 -0.40571 0.950497
1613275_aVvi.10383 Transcr ibed locus 7.519635 7.389123 7.664824 6.670332 16 2.910663 2.885403 2.938253 2.737759 0.6126971 0.594097 0.65541214 15519 1.0424855 up 2.898033 2.838006 0.017861 0.141771 0.0600275 1.021151
1613276_aVvi.15198 Transcr ibed locus 73.64651 66.631 101.9005 109.2834 16 6.202545 6.058122 6.671018 6.77193 0.0214942 6.710416 0.04675045 7632 1.506437 down 6.130333 6.721474 0.102123 0.071356 -0.5911403 0.912052
1613277_at 5.870872 5.894927 5.609122 5.805988 16 2.553575 2.559474 2.487775 2.537542 0.2221146 1.750613 0.2751695 13400 1.0308727 up 2.556524 2.512658 0.004171 0.03519 0.0438663 1.017458
1613278_aVvi.10009 Transcr ibed locus, moderately similar to NP_568378.1 outer membrane OMP85 family protein 439.2618 500.0545 534.056 555.7348 16 8.778937 8.965941 9.060847 9.118253 0.1566213 2.219755 0.20512986 12675 1.1624032 down 8.872439 9.08955 0.132232 0.040592 -0.217111 0.976114
1613279_at 5.614078 5.579186 5.294966 5.296158 16 2.489049 2.480055 2.404621 2.404946 0.0031675 17.72584 0.02773125 1892 1.0568482 up 2.484552 2.404784 0.00636 2.30E-04 0.0797683 1.033171
1613280_aVvi.11827 Transcr ibed locus, moderately similar to NP_568675.1 Lon protease homolog 1, mitochondria 606.2154 632.4417 471.347 410.6753 16 9.243687 9.304789 8.880646 8.681854 0.0417259 4.74095 0.07221039 9592 1.4073563 up 9.274238 8.78125 0.043206 0.140567 0.492988 1.056141
1613281_aVvi.3015 Transcr ibed locus, moderately similar to NP_566709.1 hydroxyproline-rich glycoprotein family  9660.829 9710.006 9061.232 8705.632 16 13.23793 13.24526 13.14549 13.08773 0.0501998 4.293399 0.08277058 10068 1.0904933 up 13.24159 13.11661 0.00518 0.040841 0.124981 1.009528
1613282_aVvi.14734 Transcr ibed locus 408.4582 402.6281 300.6892 259.4023 16 8.674045 8.653304 8.232129 8.019048 0.0373708 5.026764 0.0666413 9309 1.4520447 up 8.663674 8.125588 0.014666 0.150671 0.538086 1.066221
1613283_aVvi.4702 Transcr ibed locus, weakly similar to XP_462736.1 putative heat shock protein [Oryza sativa (ja 4.275619 4.296598 4.100341 4.163624 16 2.096133 2.103195 2.035744 2.05784 0.0449056 4.558554 0.07627614 9773 1.0373279 up 2.099664 2.046792 0.004993 0.015624 0.052872 1.025832
1613284_sVvi.13486 Transcr ibed locus 276.7717 259.0742 331.498 356.8726 16 8.112553 8.017221 8.372856 8.479265 0.0369623 5.056088 0.06618287 9271 1.2844704 down 8.064887 8.426061 0.067409 0.075243 -0.361174 0.957136
1613285_aVvi.1980 Transcr ibed locus, strongly similar to NP_568619.1 ubiquitin-conjugating enzyme 18 (UBC1 3037.712 2786.705 2186.242 2046.313 16 11.56877 11.44434 11.09424 10.99881 0.0278385 5.867582 0.0545082 8478 1.3755736 up 11.50656 11.04652 0.087982 0.067477 0.460033 1.041645
1613286_at 237.7904 287.6213 226.2862 197.862 16 7.893547 8.168027 7.822005 7.628351 0.21044 1.819545 0.26286584 13289 1.23594 up 8.030787 7.725178 0.194087 0.136934 0.3056085 1.03956
1613287_aVvi.513 Transcr ibed locus 287.2432 269.6575 331.626 281.9364 16 8.166129 8.074985 8.373413 8.139226 0.3928931 1.080489 0.44808763 14556 1.0986731 down 8.120557 8.256319 0.064449 0.165595 -0.135762 0.983557
1613288_aVvi.11610 Transcr ibed locus, moderately similar to NP_680138.1 expressed protein [Arabidopsis thalian 3704.88 3479.673 3679.534 3512.079 16 11.85521 11.76474 11.84531 11.77811 0.9782372 0.030785 0.9814487 16546 1.0012032 down 11.80997 11.81171 0.063976 0.047516 -0.001734 0.999853
1613289_aVvi.5302 Transcr ibed locus, moderately similar to NP_172327.1 acyl-[acyl carrier protein] thioesterase 89.39356 100.4222 97.93337 98.59735 16 6.482099 6.649935 6.613729 6.623477 0.59546 0.62558 0.6391974 15465 1.037122 down 6.566017 6.618603 0.118678 0.006893 -0.0525858 0.992055
1613290_at 4.564286 4.584577 4.412892 4.413228 16 2.190389 2.196789 2.141724 2.141834 0.0037936 16.18963 0.02824424 2226 1.0365641 up 2.193589 2.141779 0.004525 7.77E-05 0.0518093 1.02419
1613291_at 6.250708 6.354307 6.086161 6.117185 16 2.64402 2.667735 2.605532 2.612868 0.0639954 3.760672 0.09968583 10657 1.0328832 up 2.655877 2.6092 0.016769 0.005187 0.046677 1.017889
1613292_sVvi.8614 Transcr ibed locus 834.8647 839.7115 868.4102 963.1173 16 9.705399 9.71375 9.762233 9.911568 0.2307567 1.702581 0.28443265 13468 1.0922681 down 9.709574 9.836901 0.005905 0.105596 -0.127327 0.987056
1613293_aVvi.3295 Transcr ibed locus, weakly similar to NP_192893.2 bromo-adjacent homology (BAH) domain-c 245.8404 250.0527 298.1431 218.535 16 7.941578 7.966088 8.219861 7.77172 0.8689317 0.186972 0.8873173 16257 1.0295093 down 7.953834 7.995791 0.017331 0.316883 -0.0419569 0.994753
1613294_at 4.625699 4.663486 4.433054 4.444729 16 2.209671 2.221409 2.148301 2.152096 0.0087926 10.59408 0.03246037 4496 1.0463327 up 2.21554 2.150198 0.0083 0.002683 0.0653418 1.030389
1613295_at 5.31318 5.245148 5.738175 5.296541 16 2.409576 2.390984 2.520592 2.405051 0.3970532 1.068834 0.45233494 14572 1.044304 down 2.40028 2.462821 0.013147 0.0817 -0.0625417 0.974606
1613296_x_at 320.7932 339.3489 864.6897 691.6951 16 8.3255 8.406626 9.756039 9.433992 0.0177716 7.400939 0.04237324 6962 2.3439689 down 8.366062 9.595016 0.057365 0.227721 -1.228954 0.871917
1613297_at 248.9477 234.3781 331.2005 298.9961 16 7.959699 7.872695 8.371561 8.223983 0.0468784 4.454637 0.07864211 9895 1.302763 down 7.916197 8.297771 0.061522 0.104354 -0.381574 0.954015
1613298_sVvi.7992 Transcr ibed locus, weakly similar to NP_197966.1 early nodulin-related [Arabidopsis thaliana 4590.472 4631.155 4484.678 4561.97 16 12.16443 12.17716 12.13079 12.15544 0.1841606 1.995182 0.23468177 13027 1.0193691 up 12.17079 12.14312 0.009001 0.017431 0.027677 1.002279
1613299_s_at 6.691377 6.416782 6.374718 6.408237 16 2.742303 2.68185 2.672362 2.679927 0.3594811 1.179555 0.41537476 14367 1.025219 up 2.712077 2.676145 0.042747 0.00535 0.0359321 1.013427
1613300_aVvi.1022 Transcr ibed locus, moderately similar to XP_474417.1 OSJNBa0088H09.13 [Oryza sativa (ja 714.9228 666.9952 811.7965 792.4324 16 9.481644 9.381533 9.664974 9.630144 0.0552738 4.075042 0.08907547 10301 1.1614854 down 9.431588 9.647559 0.070789 0.024629 -0.215971 0.977614
1613301_aVvi.10503 Transcr ibed locus, weakly similar to XP_469697.1 unknown protein [Oryza sativa (japonica cu 1978.479 2098.983 2030.473 1641.057 16 10.95018 11.03548 10.9876 10.68041 0.4240677 0.996323 0.47926283 14689 1.1163738 up 10.99283 10.83401 0.060315 0.217217 0.1588205 1.014659
1613302_at 119.7938 115.7225 98.6499 96.77061 10 6.904409 6.854526 6.624246 6.596497 0.011063 9.428367 0.03504068 5238 1.2050524 up 6.879468 6.610372 0.035273 0.019621 0.2690959 1.040708
1613303_aVvi.8058 Transcr ibed locus, moderately similar to NP_180245.1 plectin-related [Arabidopsis thaliana] 894.1333 818.7842 798.1522 779.3939 16 9.804346 9.67734 9.64052 9.606209 0.2160288 1.785934 0.2686725 13348 1.0848371 up 9.740843 9.623364 0.089807 0.024262 0.117479 1.012208
1613304_aVvi.5767 Transcr ibed locus, weakly similar to NP_566465.1 expressed protein [Arabidopsis thaliana] 1026.067 878.519 693.2656 799.1537 16 10.00291 9.77893 9.437264 9.642329 0.1468863 2.312492 0.19434218 12547 1.2755522 up 9.890919 9.539797 0.158377 0.145003 0.351122 1.036806
1613305_aVvi.5706 Transcr ibed locus, weakly similar to NP_850253.1 beta-Ig-H3 domain-containing protein / fas 203.535 197.9206 230.0726 293.753 16 7.669133 7.628778 7.845945 8.19846 0.1700717 2.103888 0.21959406 12856 1.2952648 down 7.648955 8.022203 0.028535 0.249265 -0.3732472 0.953473
1613306_aVvi.2895 Transcr ibed locus, moderately similar to NP_188806.1 MATE efflux family protein [Arabidops  6.350954 6.443187 5.962833 5.944223 16 2.666973 2.687774 2.575998 2.571488 0.0103819 9.737754 0.03441097 5007 1.074474 up 2.677374 2.573743 0.014709 0.003189 0.1036307 1.040265
1613307_aVvi.423 Transcr ibed locus, weakly similar to NP_566310.1 expressed protein [Arabidopsis thaliana] 3425.409 3702.124 3949.934 4237.383 16 11.74206 11.85414 11.94761 12.04896 0.1177913 2.649695 0.16243629 12038 1.148847 down 11.7981 11.99829 0.07925 0.071661 -0.200186 0.983315
1613308_aVvi.7749 Transcr ibed locus, strongly similar to NP_568364.1 tonneau 2 (TON2) [Arabidopsis thaliana] 898.822 907.015 1064.611 1052.192 16 9.811892 9.824983 10.05611 10.03918 0.0021721 21.42148 0.02580234 1395 1.1721913 down 9.818438 10.04765 0.009257 0.01197 -0.229208 0.977188
1613309_aVvi.1659 Transcr ibed locus, moderately similar to NP_199496.1 RNA recognition motif (RRM)-contai 466.6798 472.2012 728.7356 632.5148 16 8.866289 8.883258 9.509252 9.304956 0.0351331 5.193474 0.06388596 9129 1.4462636 down 8.874773 9.407104 0.011999 0.144459 -0.532331 0.943412
1613310_aVvi.1530 Transcr ibed locus, moderately similar to XP_469748.1 putative arginine-rich protein [Oryza s 1811.198 1771.224 1940.76 2021.351 16 10.82273 10.79053 10.92241 10.9811 0.0493012 4.335451 0.08158343 10030 1.1058275 down 10.80663 10.95176 0.022767 0.041506 -0.145127 0.986749
1613311_aVvi.10504 Transcr ibed locus, weakly similar to NP_177820.2 RNA recognition motif (RRM)-containing  103.3213 88.24314 131.919 126.6409 16 6.690993 6.463412 7.043508 6.9846 0.0653758 3.716595 0.10140737 10702 1.353647 down 6.577203 7.014054 0.160924 0.041654 -0.4368513 0.937718
1613312_aVvi.2993 Transcr ibed locus, weakly similar to XP_473751.1 OSJNBa0083N12.5 [Oryza sativa (japonica 5.972599 6.03803 5.676622 5.740943 16 2.578359 2.594078 2.505033 2.521288 0.0231215 6.461863 0.04877332 7868 1.0519441 up 2.586218 2.51316 0.011115 0.011494 0.0730582 1.02907
1613313_aVvi.7969 Transcr ibed locus, moderately similar to NP_187789.1 chaperonin, putative [Arabidopsis thali 2059.95 2130.661 3105.964 3095.148 16 11.00839 11.05709 11.60083 11.59579 0.0018676 23.10753 0.02525701 1226 1.479971 down 11.03274 11.59831 0.03443 0.003559 -0.565569 0.951237
1613314_aVvi.14772 Transcr ibed locus 3.679924 3.673353 3.545599 3.566216 16 1.879676 1.877098 1.826029 1.834394 0.0081526 11.0074 0.03164294 4271 1.0339562 up 1.878387 1.830212 0.001823 0.005915 0.0481751 1.026322
1613315_aVvi.13506 Transcr ibed locus, weakly similar to NP_178190.1 60S ribosomal protein L7 (RPL7A) [Arabid 1273.549 1397.232 2047.157 2145.556 16 10.31464 10.44836 10.99941 11.06714 0.0129656 8.696559 0.03688248 5835 1.5710994 down 10.3815 11.03327 0.094553 0.047892 -0.651775 0.940926
1613316_at 4.511791 4.532666 4.323373 4.338201 16 2.1737 2.18036 2.112157 2.117097 0.0043846 15.05235 0.02920871 2488 1.0442035 up 2.17703 2.114627 0.004709 0.003493 0.0624029 1.02951
1613317_aVvi.1365 Transcr ibed locus, moderately similar to NP_194433.1 expressed protein [Arabidopsis thalian 1855.099 1982.433 7.718856 5.731832 16 10.85728 10.95306 2.948387 2.518996 7.24E-04 37.14794 0.02180507 548 288.30984 up 10.90517 2.733692 0.067724 0.303625 8.1714773 3.989173
1613318_aVvi.436 Transcr ibed locus, moderately similar to NP_201531.1 myb family transcr iption factor [Arabid 427.2194 420.0057 353.7004 325.0049 16 8.738833 8.714265 8.466384 8.344317 0.0355765 5.159216 0.0644728 9159 1.249368 up 8.726549 8.405351 0.017373 0.086314 0.321198 1.038214
1613319_aVvi.9173 Transcr ibed locus, weakly similar to NP_567874.1 expressed protein [Arabidopsis thaliana] 1586.694 1536.91 1207.772 1220.24 16 10.63181 10.58582 10.23813 10.25295 0.0043937 15.03653 0.02920871 2494 1.2863398 up 10.60881 10.24554 0.032521 0.010477 0.363271 1.035456
1613320_aVvi.580 Transcr ibed locus, strongly similar to NP_563834.1 protein kinase, putative [Arabidopsis thali 26.79747 20.71121 30.96373 34.46275 16 4.744025 4.37234 4.952508 5.106966 0.1438544 2.343123 0.19106169 12499 1.386602 down 4.558183 5.029737 0.262821 0.109219 -0.4715538 0.906247
1613321_aVvi.7649 Transcr ibed locus, moderately similar to NP_849452.1 2-oxoacid dehydrogenase family prote  1891.044 1833.298 1877.096 1820.797 16 10.88497 10.84023 10.87429 10.83036 0.7742358 0.32774 0.8026497 16013 1.0071481 up 10.8626 10.85232 0.031637 0.031065 0.0102755 1.000947
1613322_sVvi.1477 Transcr ibed locus, weakly similar to NP_194942.1 synaptobrevin family protein [Arabidopsis th 1704.589 1617.033 1436.003 1457.602 16 10.73521 10.65913 10.48784 10.50938 0.0374291 5.022624 0.06670214 9315 1.1475507 up 10.69717 10.49861 0.053794 0.01523 0.198558 1.018913
1613323_aVvi.2054 Transcr ibed locus, weakly similar to NP_564876.1 AAR2 protein family [Arabidopsis thaliana] 101.802 89.00735 141.2973 124.3486 16 6.669623 6.475853 7.14259 6.958246 0.070216 3.572108 0.10730519 10862 1.3925028 down 6.572738 7.050418 0.137016 0.130351 -0.4776803 0.932248
1613324_aVvi.5514 Transcr ibed locus, weakly similar to NP_176009.1 leucine-rich repeat family protein / protein 157.2176 194.6056 135.7357 108.9277 16 7.296619 7.604409 7.084656 6.767227 0.1409961 2.372829 0.18782127 12462 1.4385071 up 7.450514 6.925942 0.21764 0.224456 0.5245725 1.07574
1613325_aVvi.365 Transcr ibed locus, moderately similar to NP_922764.1 hypothetical protein [Oryza sativa (japo 1071.767 908.6287 630.1519 714.1586 16 10.06578 9.827547 9.299556 9.480101 0.0650865 3.725719 0.10103474 10694 1.4710367 up 9.946661 9.389828 0.168453 0.127664 0.556833 1.059302
1613326_at 5.103503 5.123198 4.860715 4.869381 16 2.351488 2.357045 2.281169 2.283738 0.0018121 23.45973 0.02511424 1194 1.0510364 up 2.354266 2.282454 0.003929 0.001817 0.0718127 1.031463
1613327_at 5.230718 5.297545 5.037468 5.02404 16 2.387009 2.405324 2.332699 2.328848 0.0198689 6.988208 0.04483249 7356 1.0463699 up 2.396166 2.330773 0.012951 0.002723 0.0653929 1.028056
1613328_aVvi.15712 Transcr ibed locus 3.88739 3.908195 3.759129 3.783123 16 1.958802 1.966502 1.910398 1.919578 0.0154325 7.956275 0.0394629 6488 1.0335901 up 1.962652 1.914988 0.005445 0.006491 0.0476642 1.02489
1613329_aVvi.5265 Transcr ibed locus 9.705586 9.841739 9.224873 9.468322 16 3.278815 3.298913 3.205529 3.243109 0.093888 3.029128 0.13475654 11566 1.0457551 up 3.288864 3.224319 0.014211 0.026573 0.0645451 1.020018
1613330_aVvi.11038 Transcr ibed locus, weakly similar to NP_921809.1 putative pectate lyase [Oryza sativa (japoni 700.6744 666.34 1808.283 1742.33 16 9.452601 9.380115 10.82041 10.7668 0.0010695 30.55363 0.02259248 782 2.5977216 down 9.416357 10.7936 0.051255 0.037903 -1.377247 0.872402
1613331_aVvi.4452 Transcr ibed locus, weakly similar to NP_180936.1 ribosomal protein S5 family protein [Arabid  7.202389 7.282736 6.697917 6.61424 16 2.848476 2.864481 2.743712 2.725575 0.0097113 10.07348 0.03358614 4799 1.0881172 up 2.856478 2.734644 0.011317 0.012825 0.121834 1.044552
1613332_aVvi.2671 GO:000610NAD-malate dehydrogenase (Mdhg) 29.21157 24.38751 26.35032 26.38272 16 4.868468 4.60807 4.719749 4.721521 0.9046676 0.135437 0.9190045 16342 1.0122979 up 4.738269 4.720635 0.184129 0.001254 0.017634 1.003736
1613333_aVvi.14272 Transcr ibed locus 2577.449 2790.672 6580.093 6603.261 16 11.33173 11.4464 12.68389 12.68896 0.0019511 22.60594 0.02540308 1273 2.457796 down 11.38906 12.68643 0.081083 0.003586 -1.297365 0.897736
1613334_at 3.882177 3.859194 3.737647 3.770302 16 1.956866 1.948299 1.90213 1.91468 0.0283247 5.814815 0.05513501 8528 1.031095 up 1.952583 1.908405 0.006057 0.008874 0.0441773 1.023149
1613335_aVvi.15345 Transcr ibed locus 9.170107 8.064818 19.58805 19.79046 16 3.196939 3.011642 4.291901 4.306733 0.0059948 12.85741 0.03011482 3301 2.289491 down 3.104291 4.299317 0.131024 0.010488 -1.1950269 0.722043
1613336_aVvi.2814 Transcr ibed locus, moderately similar to NP_177683.1 transcr iption initiation factor IIF beta s     1265.745 1206.807 1088.381 1168.179 16 10.30577 10.23698 10.08797 10.19005 0.1644549 2.150695 0.21373735 12773 1.0960921 up 10.27138 10.13901 0.048643 0.07218 0.132369 1.013055
1613337_x_at 927.0471 971.6157 6.930194 7.127445 15 9.856499 9.924242 2.792896 2.833385 3.11E-05 179.3496 0.01323349 38 135.03879 up 9.89037 2.81314 0.047902 0.02863 7.0772296 3.515775
1613338_aVvi.7632 Transcr ibed locus, strongly similar to NP_567427.1 dehydration-responsive protein-related [A 5.513601 5.542391 5.389717 5.423478 16 2.462995 2.470509 2.430209 2.439218 0.0319222 5.462079 0.05976901 8866 1.0224552 up 2.466752 2.434714 0.005313 0.00637 0.0320378 1.013159
1613339_aVvi.9 Polygalacturonase inhibiting protein 19802.74 20886.78 18163.95 17475.9 16 14.27341 14.3503 14.14879 14.09308 0.0566314 4.021518 0.09074365 10360 1.1414936 up 14.31186 14.12093 0.054369 0.039393 0.1909225 1.013521
1613340_aVvi.899 Transcr ibed locus, moderately similar to NP_190343.1 esterase/lipase/thioesterase family pro 9.414823 9.590405 8.736674 8.681716 16 3.234934 3.261592 3.127084 3.11798 0.0123181 8.926624 0.03624828 5639 1.0910603 up 3.248263 3.122532 0.01885 0.006438 0.1257309 1.040266
1613341_at 6.29676 6.353068 5.908863 5.908024 16 2.65461 2.667454 2.562881 2.562676 0.0042459 15.29773 0.02896383 2431 1.0704768 up 2.661032 2.562778 0.009082 1.45E-04 0.0982535 1.038339
1613342_aVvi.11103 Transcr ibed locus 13.951 12.93166 12.23387 11.54205 16 3.802296 3.692836 3.612809 3.528828 0.1245059 2.562214 0.16990359 12165 1.130333 up 3.747566 3.570818 0.0774 0.059383 0.1767478 1.049498
1613343_aVvi.15501 Transcr ibed locus 277.6322 274.6129 200.8309 188.1789 16 8.117031 8.101255 7.649837 7.555961 0.008724 10.63621 0.03235135 4475 1.4203482 up 8.109143 7.602899 0.011155 0.066381 0.5062444 1.066586
1613344_at 89.60107 92.37551 96.81374 98.81006 16 6.485445 6.529439 6.597139 6.626586 0.0586599 3.944938 0.09321126 10447 1.075063 down 6.507442 6.611863 0.031108 0.020822 -0.1044212 0.984207
1613345_aVvi.3049 Transcr ibed locus, moderately similar to NP_193966.2 ubiquitin carboxyl-terminal hydrolase f 506.7614 529.6981 596.259 596.4746 16 8.985163 9.049027 9.219795 9.220317 0.0238715 6.355864 0.04979452 7958 1.1510592 down 9.017095 9.220057 0.045158 3.69E-04 -0.202962 0.977987
1613346_aVvi.4228 Transcr ibed locus 8.656545 9.735395 8.221158 8.467864 16 3.113791 3.28324 3.039342 3.081998 0.2553522 1.577765 0.3100553 13671 1.1002607 up 3.198515 3.06067 0.119818 0.030163 0.1378454 1.045038
1613347_at 838.4468 719.8676 526.9656 552.8388 16 9.711576 9.491588 9.041565 9.110715 0.0449311 4.557169 0.07630269 9775 1.4393746 up 9.601582 9.076139 0.155555 0.048896 0.525443 1.057893
1613348_aVvi.5095 Transcr ibed locus, strongly similar to NP_195572.2 HECT-domain-containing protein / ubiqu 8.135081 8.236486 7.642047 7.857848 16 3.024157 3.042029 2.933959 2.974134 0.0694023 3.595374 0.10630295 10838 1.0563191 up 3.033093 2.954047 0.012637 0.028408 0.0790458 1.026758
1613349_aVvi.2118 Transcr ibed locus, weakly similar to XP_481784.1 unknown protein [Oryza sativa (japonica cu 49.60755 46.29176 43.75827 46.4011 16 5.632488 5.532683 5.451484 5.536087 0.307532 1.357405 0.3630553 14062 1.0634851 up 5.582585 5.493785 0.070572 0.059824 0.0887999 1.016164
1613350_aVvi.15030 Transcr ibed locus 4.23777 4.260663 4.071271 4.083788 16 2.083305 2.091078 2.025479 2.029908 0.0056043 13.3017 0.02977105 3124 1.0421032 up 2.087192 2.027694 0.005496 0.003132 0.0594981 1.029343
1613351_aVvi.5690 Transcr ibed locus, moderately similar to NP_173675.1 C2 domain-containing protein [Arabido  74.7097 91.7013 365.5187 316.0117 16 6.223224 6.51887 8.513802 8.303834 0.0078237 11.23915 0.0314613 4124 4.1061044 down 6.371047 8.408817 0.209054 0.14847 -2.03777 0.757663
1613352_aVvi.11390 Transcr ibed locus 24.66464 28.38231 618.0925 569.2497 16 4.624372 4.82692 9.271679 9.152918 6.84E-04 38.2172 0.02179512 520 22.419037 down 4.725646 9.212298 0.143223 0.083977 -4.486652 0.512971
1613353_aVvi.3146 Transcr ibed locus, strongly similar to XP_480181.1 putative mitogen-activated protein kinase 1575.037 1601.882 1112.096 965.6686 16 10.62117 10.64555 10.11907 9.915384 0.026611 6.007093 0.05307279 8323 1.532764 up 10.63336 10.01723 0.01724 0.144025 0.616136 1.061508
1613354_aVvi.10480 Transcr ibed locus 312.9831 280.4268 198.2807 153.877 16 8.289941 8.13148 7.6314 7.265634 0.0620791 3.824198 0.09735857 10585 1.6960676 up 8.210711 7.448517 0.112049 0.258636 0.762194 1.102328
1613355_aVvi.14450 Transcr ibed locus 166.2452 127.6364 225.7466 225.8495 16 7.377169 6.995896 7.818561 7.819217 0.0801146 3.317075 0.11876617 11198 1.550094 down 7.186533 7.818889 0.269601 4.64E-04 -0.6323557 0.919125
1613356_at 5.535699 5.578456 5.263502 5.254056 16 2.468766 2.479866 2.396023 2.393431 0.0050892 13.96407 0.02943507 2859 1.0567166 up 2.474316 2.394727 0.007849 0.001833 0.0795884 1.033235
1613357_aVvi.270 Transcr ibed locus 43.56885 43.03842 74.82093 85.34036 16 5.445225 5.427553 6.22537 6.415156 0.0114273 9.274312 0.03539468 5359 1.8453244 down 5.436389 6.320263 0.012496 0.134199 -0.8838744 0.860152
1613358_aVvi.2328 Transcr ibed locus, moderately similar to NP_850489.1 vacuolar ATP synthase subunit G 1 (V 5101.928 5123.693 6102.448 5759.725 16 12.31683 12.32297 12.57517 12.49178 0.0362447 5.108763 0.0652725 9217 1.1595621 down 12.3199 12.53348 0.004343 0.058964 -0.21358 0.982959
1613359_aVvi.12262 Transcr ibed locus, moderately similar to NP_200219.1 homogentisate 1,2-dioxygenase / hom 195.1133 170.7831 114.6606 96.36529 16 7.608169 7.416022 6.841226 6.590442 0.0371757 5.040709 0.06639987 9294 1.7365955 up 7.512096 6.715834 0.135868 0.177331 0.7962618 1.118565
1613360_aVvi.14392 Transcr ibed locus 3759.399 4009.562 5002.254 4789.845 16 11.87629 11.96923 12.28836 12.22576 0.0269583 5.966666 0.05342905 8374 1.2607697 down 11.92276 12.25706 0.06572 0.044264 -0.334305 0.972726
1613361_sVvi.7365 Transcr ibed locus, moderately similar to NP_199514.1 ATP synthase delta' chain, mitochondr  1044.778 1131.003 1165.763 1141.591 16 10.02898 10.14339 10.18706 10.15683 0.2842389 1.449482 0.3398829 13883 1.0612468 down 10.08618 10.17194 0.080898 0.021375 -0.08576 0.991569
1613362_aVvi.3604 Transcr ibed locus, weakly similar to NP_196975.1 expressed protein [Arabidopsis thaliana] 219.1113 201.2271 249.1251 237.1996 16 7.77552 7.65268 7.960726 7.889958 0.0965634 2.980143 0.13781022 11632 1.1576846 down 7.7141 7.925342 0.086861 0.050041 -0.211242 0.973346
1613363_aVvi.16044 Transcr ibed locus 4.306122 4.318653 4.163472 4.181998 16 2.106389 2.110581 2.057787 2.064193 0.0064323 12.40836 0.0304118 3510 1.0334692 up 2.108485 2.06099 0.002964 0.004529 0.0474953 1.023045
1613364_aVvi.12828 Transcr ibed locus, weakly similar to XP_479680.1 phosphatidylinositol 3,5-kinase-like [Oryza 283.4909 247.5976 210.5523 193.4756 16 8.147159 7.951854 7.718034 7.596008 0.076344 3.408586 0.11452629 11066 1.3126526 up 8.049506 7.657021 0.138101 0.086286 0.392485 1.051258
1613365_aVvi.14851 Transcr ibed locus 16.41566 15.79841 16.31476 18.35049 16 4.037001 3.981707 4.028106 4.197747 0.3654928 1.160964 0.42132422 14401 1.0744311 down 4.009354 4.112927 0.039099 0.119954 -0.1035729 0.974818
1613366_aVvi.15730 Transcr ibed locus 5.316097 5.405919 5.260006 5.360073 16 2.410368 2.43454 2.395064 2.422253 0.5274025 0.758391 0.57676935 15180 1.0096079 up 2.422454 2.408659 0.017092 0.019225 0.0137951 1.005727
1613367_aVvi.14448 Transcr ibed locus 149.1241 167.5301 247.7336 275.1569 16 7.22037 7.388276 7.952646 8.104111 0.023527 6.403925 0.04928654 7924 1.6518186 down 7.304323 8.028379 0.118728 0.107102 -0.7240555 0.909813
1613368_aVvi.5887 Transcr ibed locus, weakly similar to XP_467465.1 unknown protein [Oryza sativa (japonica cu 401.3706 292.3709 516.2853 595.5385 16 8.648791 8.191656 9.012025 9.218051 0.1092685 2.771401 0.15271857 11877 1.6186765 down 8.420223 9.115038 0.323243 0.145682 -0.694815 0.923773
1613369_at 716.6456 724.0357 830.1101 785.7687 16 9.485116 9.499917 9.697159 9.617961 0.054732 4.096941 0.08843409 10274 1.1212001 down 9.492517 9.65756 0.010466 0.056001 -0.1650435 0.98291
1613370_aVvi.7463 Transcr ibed locus, weakly similar to NP_916757.1 P0456A01.15 [Oryza sativa (japonica cultiv 4.565633 4.591133 4.425977 4.403782 16 2.190815 2.19885 2.145996 2.138743 0.0104757 9.693395 0.03451188 5038 1.0370337 up 2.194833 2.14237 0.005682 0.005129 0.0524629 1.024488
1613371_s_at 855.2605 809.2418 846.8533 953.1445 16 9.74022 9.660427 9.725968 9.896551 0.3599314 1.17815 0.41580823 14370 1.0799295 down 9.700323 9.81126 0.056422 0.12062 -0.110937 0.988693
1613372_aVvi.1243 Transcr ibed locus, moderately similar to NP_194326.1 multidrug resistance P-glycoprotein, p 4.30292 4.28949 4.118789 4.135862 16 2.105316 2.100806 2.04222 2.048188 0.0041529 15.46926 0.0288721 2386 1.0409185 up 2.103061 2.045204 0.003189 0.00422 0.057857 1.028289
1613373_aVvi.14606 Transcr ibed locus 11.71493 17.12946 98.60028 108.8988 16 3.550277 4.098408 6.62352 6.766844 0.0095968 10.1343 0.03347886 4758 7.3149076 down 3.824342 6.695182 0.387587 0.101346 -2.8708397 0.571208
1613374_aVvi.14625 Transcr ibed locus 4.404367 4.413633 4.273209 4.310538 16 2.138935 2.141967 2.09532 2.107868 0.0265016 6.019992 0.05296398 8306 1.0272996 up 2.140451 2.101594 0.002144 0.008873 0.038857 1.018489
1613375_aVvi.4315 Transcr ibed locus, weakly similar to NP_195592.1 calcium-binding EF hand family protein [Ar 2.931266 2.940193 2.846323 2.859424 16 1.551524 1.555911 1.509099 1.515724 0.0091257 10.39629 0.03287868 4607 1.0290446 up 1.553717 1.512412 0.003102 0.004685 0.0413056 1.027311
1613376_aVvi.110 GO:000597Polygalacturonase 144.1825 164.8551 1122.381 1163.345 16 7.171752 7.365055 10.13235 10.18406 0.0011965 28.88342 0.02324235 851 7.411687 down 7.268403 10.15821 0.136686 0.036569 -2.889802 0.71552
1613377_aVvi.11634 Transcr ibed locus 342.7192 368.6809 432.6608 416.8321 16 8.420883 8.526229 8.757092 8.703322 0.0492072 4.339915 0.08148187 10025 1.1947021 down 8.473557 8.730207 0.074491 0.038021 -0.2566505 0.970602
1613378_aVvi.913 Transcr ibed locus, weakly similar to XP_470570.1 Putative protein with similarity to putative pr 88.50147 73.10796 37.47228 31.60272 16 6.467629 6.191957 5.227752 4.981977 0.0219801 6.633347 0.04736598 7702 2.3374393 up 6.329793 5.104864 0.19493 0.173789 1.224929 1.239953
1613379_aVvi.15203 Transcr ibed locus 4.098437 4.111338 4.221852 3.974807 16 2.035074 2.039608 2.077876 1.990885 0.9519936 0.067969 0.9592157 16476 1.0020541 up 2.037341 2.03438 0.003206 0.061512 0.0029605 1.001455
1613380_aVvi.12166 Transcr ibed locus 9.293256 9.38914 9.061446 9.088601 16 3.216184 3.230993 3.179741 3.184058 0.0325641 5.40527 0.06066306 8911 1.029318 up 3.223589 3.1819 0.010471 0.003052 0.0416887 1.013102
1613381_aVvi.14941 Transcr ibed locus 4.462583 4.474274 4.28987 4.314799 16 2.157879 2.161654 2.100934 2.109294 0.0069682 11.91681 0.03083708 3750 1.038609 up 2.159766 2.105114 0.002669 0.005911 0.0546527 1.025962
1613382_aVvi.2584 Transcr ibed locus, moderately similar to NP_911150.1 aldo/keto reductase family-like protein 25.63587 27.37881 4.717825 6.227132 16 4.680092 4.774988 2.238122 2.638568 0.007983 11.12512 0.03158401 4192 4.887833 up 4.72754 2.438345 0.067101 0.283158 2.289195 1.938831
1613383_aVvi.14454 Transcr ibed locus 5.400589 5.421747 5.242786 5.275917 16 2.433117 2.438758 2.390334 2.399422 0.0165464 7.677249 0.04086503 6721 1.0288692 up 2.435937 2.394878 0.003989 0.006426 0.0410595 1.017145
1613384_aVvi.14986 Transcr ibed locus 4.640139 4.652104 4.460369 4.487571 16 2.214168 2.217883 2.157163 2.165935 0.0075583 11.43707 0.03134419 4001 1.0384824 up 2.216026 2.161549 0.002627 0.006203 0.0544767 1.025203
1613385_sVvi.4746 Transcr ibed locus, strongly similar to XP_469841.1 translation initiation factor 5A [Oryza sati 9867.832 9976.843 10372.42 11278.53 16 13.26852 13.28437 13.34047 13.46129 0.1778752 2.042237 0.2280021 12951 1.0900811 down 13.27644 13.40088 0.011208 0.085437 -0.124435 0.990714
1613386_aVvi.6281 Transcr ibed locus, weakly similar to NP_567821.1 expressed protein [Arabidopsis thaliana] 591.7857 541.0351 69.13605 67.88406 16 9.208931 9.079578 6.111366 6.085001 4.69E-04 46.1483 0.01899094 409 8.259595 up 9.144255 6.098184 0.091466 0.018643 3.0460714 1.499505
1613387_aVvi.2213 Transcr ibed locus, strongly similar to NP_195766.1 LMBR1 integral membrane family protein 8480.342 8861.672 10522.26 10692.55 16 13.04991 13.11336 13.36116 13.38432 0.0131961 8.618781 0.03712028 5899 1.2235749 down 13.08164 13.37274 0.04487 0.016378 -0.291103 0.978232
1613388_at 7.161459 6.363681 10.57869 9.713675 16 2.840254 2.669862 3.403089 3.280017 0.0306417 5.580598 0.05815857 8746 1.5015947 down 2.755058 3.341553 0.120485 0.087025 -0.5864954 0.824484
1613389_at 5.630064 5.66538 5.357096 5.360087 16 2.493151 2.502173 2.421451 2.422257 0.0035497 16.7395 0.02809704 2095 1.0539514 up 2.497662 2.421854 0.006379 5.69E-04 0.0758082 1.031302
1613390_aVvi.7182 Transcr ibed locus, moderately similar to NP_175386.2 peptidase M16 family protein / insulina 682.7206 666.7343 271.658 279.424 16 9.415152 9.380968 8.085648 8.126312 4.22E-04 48.6442 0.01871624 368 2.4488084 up 9.39806 8.10598 0.024171 0.028754 1.29208 1.159398
1613391_aVvi.15610 Transcr ibed locus 3.239944 3.252261 3.13902 3.157809 16 1.695969 1.701443 1.650314 1.658924 0.0131263 8.642134 0.03705528 5880 1.0310307 up 1.698706 1.654619 0.003871 0.006088 0.0440872 1.026645
1613392_aVvi.5087 Transcr ibed locus, moderately similar to NP_199230.1 expressed protein [Arabidopsis thalian 267.9717 246.8462 313.8344 316.2587 16 8.065937 7.947468 8.29386 8.304961 0.0389164 4.919962 0.06859436 9418 1.224937 down 8.006702 8.29941 0.08377 0.00785 -0.292708 0.964731
1613393_aVvi.11919 Transcr ibed locus, strongly similar to XP_482014.1 putative actin related protein 2 [Oryza sat 367.1779 309.6425 381.5974 391.544 16 8.520335 8.27446 8.575908 8.61303 0.2538251 1.585056 0.30858257 13655 1.1463686 down 8.397398 8.594469 0.17386 0.02625 -0.197071 0.97707
1613394_aVvi.8090 Transcr ibed locus, strongly similar to NP_051109.1 NADH dehydrogenase subunit 4 [Arabid 5992.668 5529.462 3931.106 4637.267 16 12.54898 12.43292 11.94072 12.17906 0.0829545 3.252143 0.12195264 11292 1.3482281 up 12.49095 12.05989 0.082066 0.168531 0.431064 1.035744
1613395_aVvi.1495 Transcr ibed locus, weakly similar to NP_200743.1 expressed protein [Arabidopsis thaliana] 164.9848 203.7239 187.652 195.3297 16 7.36619 7.670471 7.551916 7.609767 0.7255381 0.403649 0.75885993 15872 1.0442821 down 7.51833 7.580842 0.215159 0.040907 -0.0625115 0.991754
1613396_at 3.671146 3.691619 3.573557 3.589136 16 1.87623 1.884254 1.837361 1.843637 0.0160295 7.803141 0.04013904 6629 1.0279309 up 1.880242 1.840499 0.005673 0.004438 0.0397433 1.021594
1613397_at 38.1732 38.26184 36.25502 35.15429 16 5.254488 5.257834 5.180109 5.135629 0.0478227 4.407133 0.07977488 9949 1.0705056 up 5.256161 5.157869 0.002366 0.031452 0.098292 1.019057
1613398_aVvi.14675 Transcr ibed locus 768.6345 721.7253 46.96424 32.34544 16 9.586154 9.495306 5.553491 5.015491 0.0040832 15.60158 0.02865118 2365 19.109776 up 9.54073 5.284491 0.064239 0.380424 4.2562389 1.805421
1613399_aVvi.3229 Transcr ibed locus, strongly similar to NP_564495.1 expressed protein [Arabidopsis thaliana] 1383.543 1374.817 1718 1879.528 16 10.43415 10.42502 10.74651 10.87616 0.0277733 5.874767 0.05443594 8468 1.302918 down 10.42959 10.81134 0.006454 0.09167 -0.381747 0.96469
1613400_at 15.91536 17.38784 6.128192 6.035923 16 3.992348 4.120007 2.615462 2.593574 0.0019843 22.4156 0.02546124 1292 2.7352245 up 4.056177 2.604518 0.090269 0.015477 1.451659 1.557362
1613401_aVvi.15506 Transcr ibed locus 1698.352 1626.732 1684.886 1683.739 16 10.72992 10.66776 10.71844 10.71745 0.6014192 0.614609 0.64484376 15483 1.01333 down 10.69884 10.71794 0.043953 6.95E-04 -0.019104 0.998218
1613402_at 9.791217 9.927223 8.814194 8.746514 16 3.291488 3.31139 3.139828 3.128708 0.0046174 14.66537 0.02926091 2615 1.1228545 up 3.301439 3.134268 0.014073 0.007863 0.167171 1.053337
1613403_aVvi.14927 Transcr ibed locus 5.138827 5.139171 4.893863 4.902092 16 2.361439 2.361536 2.290974 2.293397 3.06E-04 57.14022 0.01827131 272 1.0492089 up 2.361487 2.292186 6.81E-05 0.001714 0.0693019 1.030234
1613404_at 11.08642 11.43675 9.983075 9.486491 13 3.470721 3.515606 3.319484 3.245875 0.0394765 4.882784 0.06930202 9456 1.1570764 up 3.493164 3.28268 0.031738 0.05205 0.210484 1.06412
1613405_aVvi.7094 Transcr ibed locus, moderately similar to NP_196816.1 peptidyl-prolyl cis- trans isomerase cyc 629.8262 561.4659 400.9586 441.2206 16 9.29881 9.133055 8.647309 8.785357 0.0435823 4.632088 0.07458505 9700 1.413821 up 9.215933 8.716333 0.117207 0.097614 0.4996 1.057318
1613406_aVvi.12048 Transcr ibed locus 5.471522 5.569397 5.169308 5.121162 16 2.451942 2.477521 2.369971 2.356471 0.0196977 7.019418 0.04470166 7313 1.0728962 up 2.464732 2.363221 0.018087 0.009546 0.1015105 1.042954
1613407_aVvi.14737 Transcr ibed locus 4.391414 4.414117 4.230268 4.252905 16 2.134686 2.142125 2.080749 2.088449 0.0097534 10.05142 0.03364337 4812 1.0379999 up 2.138405 2.084599 0.00526 0.005444 0.0538062 1.025811
1613408_aVvi.4494 Transcr ibed locus, weakly similar to NP_914298.1 similar to myo-inositol transporter 2 [Oryza 3.77564 3.774081 3.665432 3.658527 16 1.916721 1.916125 1.873983 1.871263 0.0010089 31.45987 0.02259248 739 1.0308256 up 1.916423 1.872623 4.21E-04 0.001923 0.0438003 1.02339
1613409_aVvi.10691 Transcr ibed locus 15.64112 15.89455 15.36725 15.45744 16 3.967272 3.99046 3.941787 3.950229 0.1168108 2.663056 0.1613925 12015 1.0230368 up 3.978866 3.946008 0.016396 0.005969 0.0328581 1.008327
1613410_sVvi.7741 Transcr ibed locus, weakly similar to XP_483668.1 putative acyl carrier protein III, chloroplast 2197.125 2424.53 4562.848 4718.657 16 11.1014 11.24349 12.15572 12.20416 0.0055046 13.42263 0.02965942 3076 2.0104172 down 11.17245 12.17994 0.100471 0.034254 -1.007495 0.917282
1613411_aVvi.2974 Transcr ibed locus, weakly similar to XP_474698.1 OSJNBb0003A12.6 [Oryza sativa (japonica 4.917072 4.957555 4.718766 4.709697 16 2.2978 2.309629 2.23841 2.235634 0.008196 10.97786 0.03166666 4295 1.0473127 up 2.303714 2.237022 0.008364 0.001962 0.0666923 1.029813
1613412_aVvi.12214 Transcr ibed locus 45.48227 45.0239 40.43266 41.39729 16 5.507232 5.492619 5.337449 5.371464 0.0158091 7.858663 0.03986378 6583 1.10609 up 5.499926 5.354457 0.010333 0.024052 0.1454686 1.027168
1613413_aVvi.211 Transcr ibed locus, weakly similar to NP_195826.1 integral membrane protein, putative [Arabid 224.3737 199.236 184.6666 182.1306 16 7.80976 7.638334 7.528779 7.508829 0.1404601 2.378493 0.18725756 12452 1.1528802 up 7.724047 7.518804 0.121216 0.014107 0.2052427 1.027297
1613414_aVvi.14451 Transcr ibed locus 41.49281 42.45099 73.48671 59.03198 16 5.374789 5.407726 6.199411 5.883425 0.0548303 4.092942 0.08855852 10278 1.5693426 down 5.391258 6.041418 0.02329 0.223436 -0.65016 0.892383
1613415_at 9.020894 9.22829 9.015526 8.589302 16 3.173271 3.206064 3.172412 3.102541 0.3088703 1.352378 0.3643842 14071 1.036838 up 3.189667 3.137476 0.023188 0.049406 0.0521906 1.016635
1613416_aVvi.12635 Transcr ibed locus 4.911243 4.920115 4.707903 4.670564 16 2.296088 2.298692 2.235085 2.223597 0.0074075 11.55426 0.03117425 3942 1.0482984 up 2.29739 2.229341 0.001841 0.008123 0.0680494 1.030524
1613417_aVvi.11645 Transcr ibed locus, moderately similar to NP_187641.2 calcium-binding EF hand family protei 1052.205 1130.385 1059.974 980.8295 16 10.0392 10.1426 10.04981 9.937859 0.3307357 1.273824 0.38689312 14191 1.0695945 up 10.0909 9.993835 0.073113 0.079164 0.097064 1.009712
1613418_at 216.4287 278.4985 199.4949 195.7905 16 7.757748 8.121526 7.640207 7.613167 0.228331 1.715822 0.2819241 13445 1.2422453 up 7.939637 7.626687 0.25723 0.019121 0.31295 1.041034
1613419_aVvi.4768 Transcr ibed locus 4.001954 4.014605 3.885235 3.909252 16 2.000705 2.005258 1.958002 1.966893 0.0148453 8.115737 0.03882907 6345 1.0284945 up 2.002981 1.962447 0.00322 0.006287 0.040534 1.020655
1613420_aVvi.7212 Transcr ibed locus 4.292897 4.256134 4.111022 4.107601 16 2.101952 2.089543 2.039497 2.038296 0.0118083 9.120802 0.03566651 5494 1.0401927 up 2.095748 2.038897 0.008774 8.49E-04 0.0568509 1.027883
1613421_aVvi.10406 Transcr ibed locus, moderately similar to NP_194966.1 mitochondrial substrate carrier family  818.5965 753.6798 762.4894 640.8543 16 9.677009 9.557808 9.574574 9.323853 0.3493526 1.211718 0.40542093 14305 1.1236523 up 9.617409 9.449213 0.084288 0.177287 0.168196 1.0178
1613422_at 125.4938 125.933 122.0868 122.7574 16 6.971472 6.976513 6.931763 6.939666 0.0146645 8.166739 0.03871548 6287 1.0268872 up 6.973992 6.935715 0.003564 0.005589 0.0382776 1.005519
1613423_aVvi.928 Transcr ibed locus, moderately similar to NP_564847.1 expressed protein [Arabidopsis thalian 310.4262 324.6838 423.3573 393.766 16 8.278107 8.342892 8.725732 8.621195 0.0275225 5.90262 0.05406822 8449 1.2860659 down 8.310499 8.673464 0.04581 0.073919 -0.362965 0.958152
1613424_aVvi.14727 Transcr ibed locus 34.13616 45.6294 37.1595 41.51294 16 5.093229 5.511892 5.215659 5.375489 0.9779596 0.031179 0.9813669 16543 1.0048542 up 5.30256 5.295574 0.296039 0.113017 0.0069863 1.001319
1613425_aVvi.1227 Transcr ibed locus, moderately similar to NP_680210.2 aminoacyl-tRNA synthetase family pro 49.2976 45.99469 6.781176 6.233869 16 5.623446 5.523396 2.761535 2.640128 7.49E-04 36.51891 0.0220186 562 7.323782 up 5.573421 2.700832 0.070746 0.085848 2.8725888 2.063594
1613426_aVvi.11082 Transcr ibed locus 11.83632 11.03174 10.77843 10.78257 16 3.565148 3.463588 3.430075 3.430628 0.2398558 1.654481 0.29394594 13546 1.0599648 up 3.514368 3.430352 0.071814 3.91E-04 0.0840163 1.024492
1613427_aVvi.1235 Transcr ibed locus, weakly similar to XP_470554.1 Putative phosphoinositide phosphatase [Or 1080.959 1003.053 725.485 724.6769 16 10.0781 9.970182 9.502802 9.501194 0.0105128 9.675998 0.03454735 5051 1.4360853 up 10.02414 9.501998 0.076306 0.001137 0.522141 1.054951
1613428_aVvi.7580 Transcr ibed locus, moderately similar to NP_193860.1 oxygen-evolving enhancer protein 3, c 471.7351 396.3006 8.709259 8.703588 16 8.881833 8.630451 3.12255 3.12161 4.97E-04 44.82441 0.01945649 423 49.661686 up 8.756142 3.12208 0.177754 6.64E-04 5.6340617 2.804586
1613429_sVvi.7841 Transcr ibed locus, strongly similar to NP_179812.1 inositol-3-phosphate synthase isozyme 2 154.49 156.0363 184.4866 184.6912 16 7.27137 7.285738 7.527372 7.528972 8.38E-04 34.53298 0.0221369 624 1.1888924 down 7.278554 7.528172 0.01016 0.001131 -0.249618 0.966842
1613430_aVvi.7791 Transcr ibed locus, moderately similar to NP_568217.1 BolA-like family protein [Arabidopsis th 5244.375 4987.702 3549.45 3739.077 16 12.35655 12.28416 11.79338 11.86847 0.011164 9.38492 0.0351249 5275 1.4038934 up 12.32036 11.83092 0.051191 0.053094 0.489433 1.041369
1613431_aVvi.11505 Transcr ibed locus, weakly similar to NP_568845.1 expressed protein [Arabidopsis thaliana] 1085.429 1130.326 1911.192 1950.173 16 10.08405 10.14252 10.90026 10.92939 0.0016565 24.53906 0.02493529 1100 1.7429553 down 10.11329 10.91482 0.041347 0.020597 -0.801536 0.926564
1613432_aVvi.3806 Transcr ibed locus, moderately similar to NP_176933.1 expressed protein [Arabidopsis thalian 337.8261 314.4378 420.0054 455.6494 16 8.400137 8.296631 8.714264 8.83178 0.0323593 5.423213 0.06038483 8895 1.3422354 down 8.348384 8.773022 0.07319 0.083097 -0.424638 0.951597
1613433_aVvi.9192 Transcr ibed locus, moderately similar to NP_175583.2 glutamate dehydrogenase, putative [Ar 504.3852 506.8719 410.3252 394.2747 16 8.978382 8.985477 8.680624 8.623057 0.0076309 11.38194 0.03135112 4033 1.2570914 up 8.98193 8.65184 0.005017 0.040706 0.33009 1.038153
1613434_aVvi.3818 Transcr ibed locus 9.241995 9.297533 9.666352 9.048646 16 3.208204 3.216848 3.272972 3.177702 0.8139234 0.26783 0.83872855 16110 1.0089189 down 3.212526 3.225337 0.006112 0.067366 -0.0128103 0.996028
1613435_s_at 364.476 406.0729 1106.379 1007.172 16 8.50968 8.665595 10.11163 9.976094 0.0049939 14.0977 0.02943507 2808 2.7438953 down 8.587637 10.04386 0.110249 0.095839 -1.456225 0.855013
1613436_aVvi.1481 Transcr ibed locus, weakly similar to NP_195505.1 expressed protein [Arabidopsis thaliana] 8.263347 8.063131 7.048935 8.386713 16 3.046726 3.01134 2.817405 3.068106 0.565863 0.681539 0.6118174 15354 1.0616277 up 3.029033 2.942755 0.025022 0.177272 0.086278 1.029319
1613437_at 85.97906 86.94978 93.89343 113.2954 13 6.425914 6.44211 6.552952 6.823946 0.2017133 1.874464 0.25348908 13210 1.1928701 down 6.434012 6.688449 0.011452 0.191621 -0.254437 0.961959
1613438_aVvi.15563 Transcr ibed locus 6.527748 6.569967 6.281507 6.20136 16 2.706585 2.715886 2.651111 2.632585 0.0215927 6.694578 0.04686775 7645 1.0492716 up 2.711236 2.641848 0.006577 0.0131 0.0693882 1.026265
1613439_sVvi.8723 Transcr ibed locus 7.856233 8.626496 9.369933 8.312237 16 2.973838 3.108775 3.228039 3.055237 0.4566792 0.915246 0.5099743 14866 1.0720199 down 3.041306 3.141638 0.095415 0.122189 -0.1003318 0.968064
1613440_aVvi.7151 Transcr ibed locus, moderately similar to NP_188101.2 expressed protein [Arabidopsis thalian 130.3792 155.0022 116.1189 100.3508 16 7.026571 7.276145 6.859459 6.648909 0.1354675 2.432729 0.18193103 12361 1.3169256 up 7.151358 6.754184 0.176475 0.148882 0.3971737 1.058804
1613441_s_at 272.3356 209.4963 498.2285 551.4985 16 8.089242 7.710781 8.960664 9.107213 0.0305643 5.587995 0.05805315 8739 2.1945527 down 7.900012 9.033938 0.267612 0.103626 -1.1339265 0.874481
1613442_at 3.00646 3.020865 2.925035 2.940648 16 1.588066 1.594961 1.548454 1.556134 0.0168773 7.599711 0.04122744 6794 1.0275578 up 1.591514 1.552294 0.004876 0.005431 0.0392196 1.025266
1613443_aVvi.4190 Transcr ibed locus 4.347109 4.363804 4.22764 4.256197 16 2.120056 2.125586 2.079852 2.089565 0.0208288 6.820235 0.04588039 7536 1.0267698 up 2.122821 2.084709 0.00391 0.006868 0.0381126 1.018282
1613444_aVvi.14433 Transcr ibed locus 4.450492 4.471656 4.330823 4.338589 16 2.153965 2.160809 2.114641 2.117226 0.0076976 11.33193 0.03135112 4067 1.02915 up 2.157387 2.115934 0.00484 0.001827 0.0414533 1.019591
1613445_aVvi.14798 Transcr ibed locus 6.99919 4.810842 3.756061 4.186187 16 2.807188 2.266289 1.909221 2.065637 0.1903156 1.951157 0.24136479 13089 1.4633856 up 2.536739 1.987429 0.382473 0.110603 0.5493099 1.276392
1613446_at 2.660976 2.674922 2.591299 2.604336 16 1.411956 1.419497 1.373676 1.380915 0.0179996 7.35264 0.04268484 6998 1.0269961 up 1.415726 1.377296 0.005332 0.005119 0.0384307 1.027903
1613447_sVvi.7029 GO:000976Chlorophyll a/b binding protein (Lhca3) mRNA, partial cds; nuclear gene for chloroplast prod 1664.436 1808.929 4.72165 3.613597 16 10.70082 10.82092 2.239291 1.853436 5.37E-04 43.12882 0.0198392 446 420.0759 up 10.76087 2.046363 0.084925 0.272841 8.7145056 5.258533
1613448_aVvi.402 Transcr ibed locus, moderately similar to NP_567400.1 short-chain dehydrogenase/reductase 135.1813 132.709 45.9364 44.18081 16 7.078752 7.052123 5.521566 5.465348 3.91E-04 50.54114 0.01871624 341 2.9731257 up 7.065437 5.493457 0.01883 0.039752 1.5719803 1.286155
1613449_aVvi.5536 Transcr ibed locus, weakly similar to NP_567836.2 microtubule-associated protein [Arabidops 80.43864 72.57891 75.20495 66.93032 16 6.329817 6.181478 6.232756 6.064588 0.4407237 0.954106 0.4948134 14785 1.0769684 up 6.255648 6.148672 0.104891 0.118913 0.1069761 1.017398
1613450_aVvi.10220 Transcr ibed locus, weakly similar to NP_188870.1 DEAD box RNA helicase, putative (RH9) [ 1510.073 1530.05 1784.585 2009.616 16 10.5604 10.57936 10.80137 10.9727 0.0665621 3.679781 0.10283484 10745 1.2458712 down 10.56988 10.88704 0.013407 0.12115 -0.317155 0.970869
1613451_aVvi.15238 Transcr ibed locus 3.526812 3.544548 3.408738 3.426394 16 1.818365 1.825602 1.769238 1.776691 0.011043 9.437055 0.03503452 5232 1.034561 up 1.821983 1.772964 0.005117 0.00527 0.0490187 1.027648
1613452_aVvi.5599 Transcr ibed locus, strongly similar to NP_197667.1 SNF2 domain-containing protein / helica 103.2277 105.3108 114.2585 116.284 16 6.689685 6.718509 6.836157 6.861509 0.0171349 7.540875 0.04156537 6843 1.1055282 down 6.704097 6.848833 0.020382 0.017927 -0.1447357 0.978867
1613453_aVvi.8642 Transcr ibed locus 6.921438 6.949033 6.652507 6.671157 16 2.791072 2.796812 2.733898 2.737937 0.0036381 16.53392 0.02818367 2141 1.0410392 up 2.793942 2.735918 0.004059 0.002856 0.0580244 1.021208
1613454_aVvi.1910 Transcr ibed locus, weakly similar to NP_566677.1 expressed protein [Arabidopsis thaliana] 6.278746 6.287427 5.918939 5.918633 16 2.650477 2.65247 2.565339 2.565264 1.34E-04 86.39589 0.0168302 129 1.0615495 up 2.651473 2.565301 0.00141 5.28E-05 0.0861716 1.033591
1613455_aVvi.9056 Transcr ibed locus, moderately similar to NP_179230.1 bifunctional dihydrofolate reductase-th 938.2843 959.3182 1102.503 1066.095 16 9.873881 9.905866 10.10657 10.05812 0.0219958 6.630898 0.04737599 7707 1.1427182 down 9.889874 10.08234 0.022616 0.034257 -0.1924695 0.98091
1613456_aVvi.2670 Transcr ibed locus, moderately similar to NP_566962.1 expressed protein [Arabidopsis thalian 698.3029 604.388 639.5128 619.448 16 9.447709 9.239331 9.320829 9.274839 0.7102186 0.428185 0.7445724 15835 1.0321738 up 9.34352 9.297834 0.147345 0.03252 0.045686 1.004914
1613457_sVvi.9743 Transcr ibed locus, strongly similar to NP_973692.1 phosphatidate cytidylyltransferase family 328.2676 360.5494 420.0901 358.9043 16 8.358728 8.494053 8.714555 8.487455 0.317379 1.321029 0.37317955 14118 1.1286631 down 8.426391 8.601006 0.095689 0.160584 -0.174615 0.979698
1613458_aVvi.15086 Transcr ibed locus 3.887557 3.906436 3.758244 3.791876 16 1.958864 1.965853 1.910059 1.922912 0.0244983 6.270999 0.0505808 8040 1.0323079 up 1.962359 1.916485 0.004942 0.009088 0.0458733 1.023936
1613459_aVvi.275 Transcr ibed locus, weakly similar to NP_567830.1 expressed protein [Arabidopsis thaliana] 109.5886 111.7501 126.2501 112.3088 16 6.775954 6.804133 6.980141 6.811327 0.3422113 1.235064 0.39835876 14261 1.0760089 down 6.790044 6.895734 0.019925 0.119369 -0.10569 0.984673
1613460_aVvi.1675 Transcr ibed locus, moderately similar to NP_914445.1 putative heat shock protein [Oryza sati 2148.279 2104.101 2252.427 2327.828 16 11.06897 11.03899 11.13726 11.18477 0.0624672 3.811105 0.09783781 10599 1.0770159 down 11.05398 11.16102 0.021198 0.033591 -0.107039 0.99041
1613461_sVvi.119 GO:000597Class IV chitinase (Chi4D) 29203.73 29408.64 29405.82 28799.25 16 14.83387 14.84395 14.84381 14.81374 0.5883642 0.638769 0.6324237 15444 1.0070462 up 14.83891 14.82878 0.007133 0.021263 0.01013 1.000683
1613462_aVvi.15477 Transcr ibed locus 836.4473 903.9415 1405.555 1511.535 16 9.708131 9.820086 10.45692 10.5618 0.0104272 9.716272 0.03445698 5023 1.6762677 down 9.764109 10.50936 0.079164 0.074158 -0.745252 0.929087
1613463_aVvi.2570 Transcr ibed locus, weakly similar to NP_564717.1 DNAJ heat shock N-terminal domain-conta 1006.653 952.8591 1353.991 1435.84 16 9.97535 9.896119 10.403 10.48768 0.0126995 8.789013 0.03664294 5752 1.4236617 down 9.935735 10.44534 0.056025 0.059876 -0.509606 0.951212
1613464_at 29.676 28.40821 42.34079 62.14454 16 4.891225 4.828236 5.403976 5.957556 0.0984207 2.947261 0.1399315 11676 1.7666734 down 4.859731 5.680766 0.04454 0.39144 -0.8210353 0.855471
1613465_aVvi.10053 Transcr ibed locus, weakly similar to NP_922615.1 hypothetical protein [Oryza sativa (japonica 342.4526 327.9908 540.0214 429.3598 16 8.419761 8.357512 9.076873 8.746043 0.0898899 3.106164 0.13005088 11474 1.4367633 down 8.388636 8.911458 0.044017 0.233932 -0.522822 0.941331
1613466_aVvi.12710 Transcr ibed locus, weakly similar to NP_849822.1 amino acid permease family protein [Arabid  921.2412 925.3633 936.6415 796.0367 16 9.847435 9.853876 9.871353 9.636691 0.4968913 0.823287 0.54827785 15045 1.069275 up 9.850656 9.754023 0.004555 0.165931 0.096633 1.009907
1613467_aVvi.8787 Transcr ibed locus, weakly similar to NP_174150.1 pollen Ole e 1 allergen and extensin family 21.09996 14.3735 69.40431 43.43512 16 4.399168 3.84534 6.116954 5.44079 0.0630769 3.790771 0.09857882 10622 3.152766 down 4.122254 5.778872 0.391616 0.47812 -1.656618 0.713332
1613468_aVvi.466 Transcr ibed locus, strongly similar to NP_187124.1 auxin-responsive protein / indoleacetic ac 1121.709 1081.076 500.5281 408.974 16 10.13148 10.07825 8.967307 8.675865 0.013064 8.663113 0.03699276 5862 2.4339192 up 10.10487 8.821587 0.03764 0.206081 1.283281 1.145471
1613469_aVvi.14919 Transcr ibed locus 4.820113 4.805536 4.636985 4.551627 16 2.269067 2.264697 2.213187 2.186382 0.038602 4.941175 0.0681756 9398 1.0476067 up 2.266882 2.199785 0.00309 0.018954 0.0670972 1.030502
1613470_aVvi.1914 Transcr ibed locus, moderately similar to XP_476081.1 putative zinc finger transcr iption factor 4.494006 4.509347 4.350901 4.373256 16 2.168002 2.172919 2.121314 2.128708 0.0094074 10.23727 0.03329499 4688 1.0320045 up 2.17046 2.125011 0.003476 0.005228 0.0454492 1.021388
1613471_aVvi.10353 Transcr ibed locus, weakly similar to NP_194761.1 allergen V5/Tpx-1-related family protein [A  5.251781 5.262119 5.034623 5.06765 16 2.392807 2.395644 2.331884 2.341317 0.0072264 11.6997 0.03105697 3862 1.0407511 up 2.394225 2.3366 0.002006 0.00667 0.0576251 1.024662
1613472_aVvi.8919 Transcr ibed locus, weakly similar to NP_566815.1 expressed protein [Arabidopsis thaliana] 1790.915 1679.316 1643.695 1627.306 16 10.80648 10.71366 10.68273 10.66827 0.213583 1.8005 0.266209 13319 1.0603724 up 10.76007 10.6755 0.065636 0.010222 0.084571 1.007922
1613473_aVvi.1566 Transcr ibed locus, strongly similar to NP_851271.1 ABC1 family protein [Arabidopsis thalian 734.1979 774.3049 248.5584 246.8999 16 9.520025 9.596758 7.957441 7.947783 5.79E-04 41.5262 0.02042291 470 3.0436018 up 9.558392 7.952612 0.054258 0.00683 1.60578 1.201919
1613474_aVvi.9686 Transcr ibed locus 3.94979 3.974456 3.818613 3.832318 16 1.981776 1.990758 1.933049 1.938217 0.0103099 9.772265 0.03427398 4993 1.0357198 up 1.986267 1.935633 0.006351 0.003655 0.0506336 1.026159
1613475_at 3.983759 4.008752 3.85479 3.857691 16 1.99413 2.003153 1.946652 1.947738 0.007711 11.322 0.03135112 4080 1.0363038 up 1.998642 1.947195 0.00638 7.67E-04 0.0514469 1.026421
1613476_aVvi.660 Transcr ibed locus, moderately similar to NP_201035.1 nucleotide-sensitive chloride conducta      467.0912 413.3558 581.7073 607.7574 16 8.86756 8.69124 9.18415 9.247352 0.043108 4.659244 0.07394146 9678 1.3531772 down 8.7794 9.215751 0.124677 0.04469 -0.436351 0.952652
1613477_aVvi.573 Transcr ibed locus, moderately similar to NP_188898.1 RNA pol II accessory factor Cdc73 fam679.3928 668.0357 737.3872 680.7063 16 9.408102 9.383781 9.526279 9.410889 0.3431384 1.232001 0.39927 14267 1.051641 down 9.395942 9.468584 0.017197 0.081593 -0.072642 0.992328
1613478_aVvi.5484 Transcr ibed locus, weakly similar to NP_179547.1 cytidine deaminase (CDD) / cytidine amino 6.008783 7.947062 8.245931 9.422905 16 2.587073 2.990422 3.043682 3.236172 0.2566662 1.571536 0.31139818 13683 1.2756032 down 2.788747 3.139927 0.285211 0.136111 -0.3511797 0.888157
1613479_at 6.235273 6.369158 5.876594 5.90248 16 2.640453 2.671103 2.55498 2.561321 0.0247462 6.238304 0.05089027 8072 1.070012 up 2.655778 2.558151 0.021673 0.004484 0.0976269 1.038163
1613480_aVvi.10416 Transcr ibed locus 61.51415 63.04379 123.2106 133.0318 16 5.942846 5.978283 6.944983 7.055627 0.0031069 17.89861 0.02771711 1860 2.055858 down 5.960565 7.000305 0.025058 0.078238 -1.0397404 0.851472
1613481_at 7.301045 7.344888 6.958557 6.955287 16 2.868103 2.876741 2.798788 2.79811 0.003412 17.07587 0.02783547 2034 1.0526112 up 2.872422 2.798449 0.006108 4.79E-04 0.0739727 1.026433
1613482_at 9.882311 10.04247 8.863193 8.560258 16 3.304848 3.328043 3.147826 3.097654 0.019755 7.008925 0.0447256 7332 1.1436971 up 3.316445 3.12274 0.016401 0.035477 0.1937051 1.06203
1613483_aVvi.12030 Transcr ibed locus, weakly similar to NP_565279.1 expressed protein [Arabidopsis thaliana] 365.8115 368.6261 529.241 551.0878 16 8.514956 8.526014 9.047781 9.106138 0.002836 18.73788 0.0270467 1732 1.4706712 down 8.520485 9.07696 0.007819 0.041265 -0.556475 0.938694
1613484_aVvi.1949 Transcr ibed locus 7.563248 7.683507 7.313215 7.216913 16 2.919006 2.941765 2.870506 2.851382 0.0428892 4.67192 0.0736419 9667 1.0493106 up 2.930386 2.860944 0.016093 0.013523 0.0694418 1.024272
1613485_at 6.750743 6.613393 6.394407 6.326195 16 2.755046 2.725391 2.676811 2.661338 0.0510669 4.253854 0.08386705 10108 1.0505496 up 2.740219 2.669074 0.02097 0.010941 0.0711443 1.026655
1613486_aVvi.1267 Transcr ibed locus, moderately similar to NP_922730.1 putative Myb-related protein [Oryza sa   487.2258 440.5169 180.4558 176.53 16 8.928447 8.783053 7.495502 7.463769 0.0029109 18.49417 0.02725936 1770 2.595684 up 8.85575 7.479635 0.102809 0.022439 1.3761148 1.183982
1613487_aVvi.15675 Transcr ibed locus 5.243678 5.22575 5.00793 5.061285 16 2.390579 2.385638 2.324215 2.339504 0.0197956 7.001523 0.0447747 7339 1.0397593 up 2.388109 2.331859 0.003494 0.010811 0.0562497 1.024122
1613488_aVvi.9847 Transcr ibed locus, moderately similar to NP_197195.2 AAA-type ATPase family protein [Arab 95.97582 87.0428 169.395 215.9478 16 6.5846 6.443653 7.404248 7.754539 0.0300024 5.642541 0.0573782 8680 2.0925572 down 6.514126 7.579393 0.099664 0.247693 -1.0652671 0.859452
1613489_aVvi.14476 Transcr ibed locus 120.1368 119.8642 182.5122 158.0653 16 6.908535 6.905257 7.511848 7.304377 0.0402755 4.83107 0.07037729 9500 1.415407 down 6.906896 7.408113 0.002318 0.146704 -0.5012169 0.932342
1613490_aVvi.7172 Transcr ibed locus, moderately similar to XP_481490.1 putative endoplasmatic reticulum retrie 1761.188 1656.957 2030.399 2020.603 16 10.78233 10.69432 10.98755 10.98057 0.0307896 5.56654 0.05833921 8761 1.1856937 down 10.73833 10.98406 0.062234 0.004934 -0.245731 0.977628
1613491_at 5.872968 5.898621 5.555133 5.529041 16 2.55409 2.560378 2.473821 2.467029 0.00283 18.75772 0.0270467 1729 1.0620182 up 2.557234 2.470425 0.004446 0.004803 0.0868084 1.035139
1613492_at 6.709026 6.8091 6.249404 6.248231 16 2.746103 2.767464 2.643719 2.643448 0.0087861 10.59801 0.03246037 4491 1.081625 up 2.756784 2.643583 0.015104 1.92E-04 0.1132004 1.042821
1613493_at 167.7527 167.7172 155.2138 196.5212 16 7.390192 7.389887 7.278113 7.618541 0.7646602 0.342439 0.79462254 15975 1.0412291 down 7.390039 7.448327 2.16E-04 0.240719 -0.0582876 0.992174
1613494_sVvi.6846 GO:001597Probable oxygen-evolving enhancer protein 2 (psbP1) 2628.541 2522.626 12.81293 19.57328 16 11.36005 11.30071 3.679528 4.290813 0.0017432 23.91959 0.02497189 1154 162.60274 up 11.33038 3.985171 0.041957 0.432244 7.3452082 2.843135
1613495_at 5.75786 5.818063 5.469816 5.636984 16 2.525533 2.540539 2.451492 2.494924 0.121233 2.604005 0.16618863 12110 1.0423414 up 2.533036 2.473208 0.010611 0.030711 0.0598278 1.02419
1613496_aVvi.3255 Transcr ibed locus, weakly similar to NP_196421.1 expressed protein [Arabidopsis thaliana] 3308.325 3157.966 3819.47 4064.258 16 11.69189 11.62478 11.89916 11.98878 0.0363293 5.102471 0.06536682 9226 1.218945 down 11.65833 11.94397 0.047451 0.06337 -0.285633 0.976086
1613497_x_at 7.067031 7.536812 6.517209 7.726712 16 2.821104 2.913954 2.704254 2.949855 0.7869995 0.308303 0.81416786 16047 1.0284523 up 2.867529 2.827055 0.065655 0.173666 0.0404749 1.014317
1613498_at 136.7798 137.3172 139.8105 132.417 16 7.095711 7.101368 7.127328 7.048944 0.8159816 0.264763 0.84053653 16116 1.0072373 up 7.09854 7.088136 0.004 0.055426 0.010404 1.001468
1613499_at 8.539906 10.2833 8.613812 8.786518 16 3.09422 3.362231 3.106652 3.135292 0.5095782 0.795838 0.5598211 15111 1.077176 up 3.228226 3.120972 0.189513 0.020252 0.107254 1.034366
1613500_aVvi.7217 Transcr ibed locus, moderately similar to NP_568989.1 non-phototropic hypocotyl 3 (NPH3) [A 202.0587 183.7184 264.8622 244.4635 16 7.65863 7.521352 8.049098 7.933476 0.0465456 4.471714 0.07822149 9878 1.3206935 down 7.589992 7.991287 0.09707 0.081757 -0.4012954 0.949783
1613501_aVvi.1336 Transcr ibed locus, moderately similar to NP_922128.1 unknown protein [Oryza sativa (japonic  617.8171 527.5176 79.21476 82.13992 16 9.271036 9.043076 6.307698 6.360011 0.0017114 24.14168 0.02493529 1134 7.07731 up 9.157056 6.333855 0.161192 0.036991 2.8232013 1.445732
1613502_aVvi.14760 Transcr ibed locus 5.528463 5.539157 4.940706 5.29419 16 2.466878 2.469667 2.304717 2.40441 0.1501689 2.280298 0.19813266 12582 1.0820062 up 2.468272 2.354564 0.001971 0.070493 0.1137087 1.048293
1613503_aVvi.4049 Transcr ibed locus 4.559445 4.578713 4.434876 4.370923 16 2.188858 2.194942 2.148894 2.127938 0.0391841 4.902096 0.06893445 9436 1.0377684 up 2.1919 2.138416 0.004302 0.014818 0.0534845 1.025011
1613504_aVvi.10640 Transcr ibed locus 6.228203 6.261895 5.899468 5.891113 16 2.638816 2.646599 2.560585 2.55854 0.0023338 20.66354 0.02616672 1476 1.0593247 up 2.642708 2.559563 0.005504 0.001446 0.0831449 1.032484
1613505_at 14.68871 14.98029 12.35695 11.844 16 3.876636 3.904994 3.627251 3.566085 0.0128806 8.725782 0.03682002 5806 1.2261598 up 3.890815 3.596668 0.020052 0.043251 0.294147 1.081783
1613506_aVvi.7003 Transcr ibed locus, moderately similar to NP_566034.1 expressed protein [Arabidopsis thalian 512.5086 469.2802 575.6235 582.8074 16 9.001432 8.874306 9.168982 9.186875 0.0646428 3.73983 0.10051282 10676 1.1810416 down 8.937869 9.177929 0.089892 0.012653 -0.24006 0.973844
1613507_aVvi.12157 Transcr ibed locus 4.580678 4.587653 4.389444 4.397487 16 2.195561 2.197756 2.134038 2.136679 7.84E-04 35.69885 0.02212453 582 1.0434054 up 2.196659 2.135359 0.001552 0.001867 0.0612998 1.028707
1613508_aVvi.2765 Transcr ibed locus 5.135373 5.173128 4.95003 4.968334 16 2.360469 2.371037 2.307437 2.312762 0.0111147 9.406034 0.0350667 5259 1.0393296 up 2.365753 2.3101 0.007472 0.003765 0.0556534 1.024091
1613509_aVvi.1757 Transcr ibed locus 12.02702 9.708273 30.05769 25.36842 16 3.588207 3.279215 4.909662 4.664962 0.0205464 6.868445 0.04552621 7490 2.555492 down 3.433711 4.787312 0.218491 0.173029 -1.353601 0.717252
1613510_aVvi.3736 Transcr ibed locus, moderately similar to NP_173021.1 pyrophosphate-energized vacuolar me 5.47611 5.5288 5.207492 5.192998 16 2.453152 2.466966 2.380589 2.376568 0.0077056 11.32601 0.03135112 4075 1.0581034 up 2.460059 2.378578 0.009769 0.002843 0.0814808 1.034256
1613511_aVvi.602 Transcr ibed locus, weakly similar to NP_172716.1 oxidoreductase family protein [Arabidopsis 2193.864 2197.481 2292.055 2222.673 16 11.09926 11.10164 11.16243 11.11808 0.2148887 1.792696 0.2675152 13335 1.0279758 down 11.10045 11.14025 0.00168 0.031357 -0.039806 0.996427
1613512_aVvi.3927 Transcr ibed locus 4.801901 4.831356 4.584869 4.589654 16 2.263606 2.272428 2.196881 2.198385 0.0040179 15.72855 0.02864461 2327 1.0499961 up 2.268017 2.197633 0.006238 0.001064 0.070384 1.032027
1613513_aVvi.8992 Transcr ibed locus, weakly similar to NP_564192.2 glutamate:glyoxylate aminotransferase 1 (G 6.611918 6.662329 6.389328 6.374223 16 2.725069 2.736027 2.675664 2.67225 0.0101275 9.861236 0.03399048 4945 1.0400052 up 2.730548 2.673957 0.007748 0.002415 0.0565908 1.021164
1613514_s_at 13.29116 11.80735 11.25491 11.37868 16 3.732395 3.561614 3.492483 3.508261 0.2294094 1.709913 0.28310826 13452 1.1069824 up 3.647004 3.500372 0.120761 0.011156 0.1466322 1.04189
1613515_aVvi.2330 Transcr ibed locus, weakly similar to NP_566916.1 expressed protein [Arabidopsis thaliana] 226.7959 243.1747 299.8004 262.6386 16 7.825251 7.925849 8.227859 8.036935 0.1402845 2.380354 0.18710949 12446 1.194864 down 7.87555 8.132397 0.071134 0.135003 -0.2568467 0.968417
1613516_aVvi.10166 Transcr ibed locus 18.95412 18.9223 19.07963 18.1362 16 4.244439 4.242016 4.253962 4.1808 0.5532576 0.706176 0.6004168 15296 1.0180769 up 4.243228 4.217381 0.001714 0.051733 0.0258465 1.006129
1613517_aVvi.4114 Transcr ibed locus, weakly similar to NP_187436.1 DGCR14-related [Arabidopsis thaliana] 6.616167 6.641872 6.582106 6.425918 16 2.725996 2.73159 2.718549 2.683903 0.2567882 1.570959 0.31150064 13685 1.0192916 up 2.728793 2.701226 0.003956 0.024499 0.0275669 1.010205
1613518_aVvi.12606 Transcr ibed locus, weakly similar to NP_180225.1 expressed protein [Arabidopsis thaliana] 680.9183 660.7257 377.8734 387.6649 16 9.411338 9.367908 8.561759 8.598666 0.0012372 28.40326 0.02331889 878 1.7524947 up 9.389623 8.580213 0.03071 0.026097 0.80941 1.094334
1613519_at 331.6755 313.8298 237.9018 202.9045 16 8.373629 8.293839 7.894222 7.664657 0.0448533 4.561403 0.0762028 9771 1.46845 up 8.333734 7.779439 0.05642 0.162327 0.5542946 1.071251
1613520_aVvi.10672 Transcr ibed locus, moderately similar to NP_563892.1 xyloglucan:xyloglucosyl transferase, p 5.481024 5.553711 5.184037 5.197631 16 2.454445 2.473452 2.374076 2.377854 0.0119116 9.080463 0.03580126 5521 1.0628836 up 2.463949 2.375965 0.01344 0.002672 0.0879837 1.037031
1613521_aVvi.8009 Transcr ibed locus, moderately similar to NP_909265.1 putative metallothionein-like protein [O    4012.94 4526.168 4465.261 3862.884 16 11.97044 12.14407 12.12453 11.91546 0.8096346 0.274232 0.83477545 16101 1.0261651 up 12.05726 12.02 0.122775 0.147832 0.037263 1.0031
1613522_aVvi.1990 Transcr ibed locus 4.860369 4.879225 4.726087 4.682942 16 2.281066 2.286652 2.240646 2.227415 0.0201433 6.938979 0.04519432 7398 1.0351416 up 2.283859 2.234031 0.00395 0.009356 0.0498281 1.022304
1613523_aVvi.8647 Transcr ibed locus 7.493304 7.135394 6.905101 6.905397 16 2.905602 2.834993 2.787663 2.787724 0.1441819 2.339772 0.19140469 12505 1.0589275 up 2.870297 2.787694 0.049928 4.37E-05 0.0826039 1.029632
1613524_aVvi.13530 Transcr ibed locus 5.649201 5.638723 5.376977 5.391435 16 2.498047 2.495369 2.426796 2.430669 0.0011979 28.8667 0.02324235 852 1.0482445 up 2.496708 2.428732 0.001894 0.002739 0.0679753 1.027988
1613525_aVvi.2086 Transcr ibed locus, weakly similar to XP_450548.1 putative pentatricopeptide (PPR) repeat-co 10.49586 11.55531 13.06355 13.19581 16 3.391749 3.530484 3.707475 3.722008 0.068002 3.63635 0.10457299 10795 1.1921992 down 3.461116 3.714742 0.098101 0.010277 -0.2536254 0.931725
1613526_at 6.470566 8.699433 11.85609 9.872292 16 2.693892 3.120921 3.567557 3.303385 0.1701474 2.103271 0.2196569 12859 1.4419929 down 2.907407 3.435471 0.301955 0.186798 -0.528064 0.846291
1613527_aVvi.3102 Transcr ibed locus, moderately similar to NP_177112.1 expansin, putative (EXP1) [Arabidopsi 1813.216 1863.935 12073.07 12399.91 16 10.82434 10.86414 13.55951 13.59804 1.03E-04 98.71926 0.01628633 103 6.6554585 down 10.84424 13.57877 0.028143 0.02725 -2.7345385 0.798617
1613528_aVvi.12508 Transcr ibed locus, moderately similar to NP_569041.1 multi-copper oxidase type I family prote 971.2285 1032.127 4113.292 4440.389 16 9.923667 10.01141 12.00608 12.11647 0.0011321 29.69565 0.02303825 814 4.268525 down 9.967536 12.06127 0.06204 0.07806 -2.093738 0.826408
1613529_aVvi.4001 Transcr ibed locus, weakly similar to NP_564391.1 WWE domain-containing protein / ceo prot 983.1931 933.9101 907.7612 968.8861 16 9.941331 9.86714 9.826169 9.920183 0.655665 0.518682 0.69470614 15668 1.021762 up 9.904236 9.873177 0.052461 0.066478 0.031059 1.003146
1613530_aVvi.10319 Transcr ibed locus, moderately similar to NP_172172.2 transporter-related [Arabidopsis thalia 3.32921 3.346813 3.234507 3.249012 16 1.73518 1.742788 1.693546 1.700001 0.0136817 8.461319 0.03758011 6043 1.0296901 up 1.738984 1.696774 0.00538 0.004564 0.0422104 1.024877
1613531_aVvi.13019 Transcr ibed locus, moderately similar to NP_173828.1 pyruvate dehydrogenase E1 componen 638.9254 657.1999 748.8859 753.9688 16 9.319504 9.360189 9.548602 9.558361 0.0094528 10.21232 0.03330535 4711 1.1596074 down 9.339846 9.553482 0.028768 0.006901 -0.213636 0.977638
1613532_aVvi.8414 Transcr ibed locus, moderately similar to XP_476292.1 Rad1-like protein [Oryza sativa (japoni 22.10577 16.6836 39.17981 40.4262 16 4.466351 4.060359 5.292038 5.337219 0.0357364 5.147017 0.0646573 9175 2.0723581 down 4.263355 5.314629 0.28708 0.031947 -1.0512733 0.802193
1613533_sVvi.7932 Transcr ibed locus 2.562152 2.575115 2.49133 2.877263 16 1.357356 1.364637 1.316916 1.524697 0.6231566 0.575354 0.6648446 15560 1.0423287 down 1.360996 1.420807 0.005148 0.146923 -0.0598104 0.957904
1613534_at 40.409 31.8189 35.88836 40.755 16 5.336605 4.991812 5.165444 5.348905 0.6809648 0.476061 0.71789294 15747 1.0665607 down 5.164208 5.257175 0.243805 0.129727 -0.0929661 0.982316
1613535_aVvi.8541 Transcr ibed locus, weakly similar to NP_187665.2 3-phosphoinositide-dependent protein kina 83.62618 79.15158 64.20176 72.56471 16 6.385883 6.306546 6.004541 6.181196 0.1202781 2.616497 0.16520974 12085 1.191968 up 6.346214 6.092869 0.056099 0.124914 0.2533453 1.041581
1613536_x_at 3.955635 3.977969 3.816201 3.827172 16 1.983909 1.992032 1.932137 1.936279 0.0071132 11.79343 0.03092787 3817 1.0379685 up 1.987971 1.934208 0.005744 0.002928 0.0537627 1.027796
1613537_aVvi.7336 Transcr ibed locus, moderately similar to NP_187112.1 KH domain-containing protein [Arabid 1843.495 1815.563 1921.969 1812.924 16 10.84823 10.8262 10.90837 10.8241 0.5737346 0.666407 0.61881316 15391 1.0203197 down 10.83721 10.86624 0.015575 0.059586 -0.029022 0.997329
1613538_aVvi.5199 Transcr ibed locus, weakly similar to NP_181346.1 phospholipid/glycerol acyltransferase fami 4.241446 4.260331 4.124231 4.135692 16 2.084556 2.090966 2.044125 2.048129 0.0081364 11.01843 0.03164294 4266 1.0292789 up 2.087761 2.046127 0.004532 0.002831 0.0416339 1.020348
1613539_aVvi.10175 Transcr ibed locus, moderately similar to NP_196014.1 signal recognition particle 54 kDa pro 213.6084 191.5195 121.5085 112.7707 16 7.738824 7.581348 6.924913 6.817248 0.0143013 8.272086 0.03829651 6196 1.7278827 up 7.660086 6.87108 0.111353 0.07613 0.7890053 1.11483
1613540_sVvi.7389 Transcr ibed locus, moderately similar to XP_429266.1 PREDICTED: hypothetical protein XP_ 8436.06 8601.688 5596.365 5337.264 16 13.04235 13.0704 12.45027 12.38188 0.0033152 17.32447 0.02783547 1965 1.558653 up 13.05638 12.41608 0.019834 0.048359 0.640299 1.05157
1613541_at 6.240096 6.315525 5.917326 5.97558 16 2.641568 2.658903 2.564945 2.579079 0.0198322 6.994855 0.04481296 7345 1.0557172 up 2.650235 2.572012 0.012257 0.009994 0.0782234 1.030413
1613542_aVvi.9424 Transcr ibed locus, weakly similar to NP_200227.1 quercetin 3-O-methyltransferase 1 / flavon 4.611147 4.646258 4.463926 4.475626 16 2.205126 2.216069 2.158313 2.162089 0.0129365 8.706548 0.03684102 5827 1.0355494 up 2.210598 2.160201 0.007738 0.00267 0.0503965 1.02333
1613543_sVvi.8078 Transcr ibed locus, strongly similar to NP_921899.1 60S ribosomal protein L21 [Oryza sativa 7763.128 7703.339 9629.084 10473.41 16 12.92242 12.91127 13.23318 13.35444 0.025109 6.191343 0.05135626 8116 1.2986101 down 12.91685 13.29381 0.007887 0.085744 -0.376969 0.971643
1613544_at 9.929346 10.08638 9.18132 8.970289 16 3.311699 3.334336 3.198702 3.165155 0.019956 6.972461 0.04494863 7369 1.1027375 up 3.323018 3.181928 0.016007 0.023721 0.1410894 1.044341
1613545_aVvi.170 Transcr ibed locus, weakly similar to NP_199550.1 myb family transcr iption factor [Arabidopsis 473.8137 506.6468 238.1343 287.2852 16 8.888176 8.984837 7.895632 8.16634 0.0242782 6.30042 0.05032583 8008 1.8732201 up 8.936506 8.030986 0.068349 0.19142 0.90552 1.112753
1613546_aVvi.5324 Transcr ibed locus, weakly similar to NP_564062.1 expressed protein [Arabidopsis thaliana] 1443.998 1314.74 1298.289 1255.372 16 10.49585 10.36056 10.3424 10.2939 0.2653048 1.531574 0.320497 13742 1.0792729 up 10.42821 10.31815 0.095666 0.034293 0.110059 1.010667
1613547_aVvi.3941 Transcr ibed locus, strongly similar to NP_568855.1 F-box family protein / LOV kelch protein 1 219.5054 220.5948 184.2624 181.443 16 7.778112 7.785255 7.525618 7.503372 0.0019062 22.8713 0.02532748 1245 1.2034603 up 7.781683 7.514495 0.005051 0.01573 0.2671884 1.035556
1613548_aVvi.7704 Transcr ibed locus, weakly similar to NP_564116.1 AMP-dependent synthetase and ligase fam 721.9691 744.4615 661.2736 580.6167 16 9.495793 9.540053 9.369103 9.181442 0.1281886 2.516992 0.17395677 12233 1.1831647 up 9.517923 9.275272 0.031297 0.132696 0.242651 1.026161
1613549_aVvi.9417 Transcr ibed locus, weakly similar to NP_912533.1 Putative SKP1-like protein [Oryza sativa (ja 148.7352 162.3392 150.7494 151.4856 16 7.216602 7.342868 7.236008 7.243037 0.5898644 0.635969 0.6337645 15451 1.0282654 up 7.279735 7.239523 0.089283 0.00497 0.0402125 1.005555
1613550_aVvi.2202 Transcr ibed locus, moderately similar to NP_174808.1 50S ribosomal protein L21, chloroplas 798.5834 812.6491 508.9364 489.3021 16 9.641299 9.666489 8.991342 8.934582 0.0020133 22.2529 0.02553182 1304 1.6143274 up 9.653894 8.962961 0.017812 0.040135 0.690933 1.077088
1613551_aVvi.12246 Transcr ibed locus, weakly similar to NP_200833.1 zinc finger (C3HC4-type RING finger) fam   422.6817 399.5328 523.7321 469.7467 16 8.723428 8.64217 9.032685 8.875739 0.0916618 3.071432 0.13210942 11518 1.2069901 down 8.682798 8.954212 0.057458 0.110978 -0.271414 0.969689
1613552_aVvi.14974 Transcr ibed locus 251.8736 269.0383 166.245 164.4818 16 7.976556 8.071668 7.377167 7.361785 0.0053717 13.58904 0.02956287 3013 1.5742186 up 8.024112 7.369476 0.067254 0.010877 0.654636 1.088831
1613553_aVvi.11854 Transcr ibed locus 6.582534 6.652062 6.26945 6.303874 16 2.718643 2.733802 2.648339 2.656239 0.0131012 8.650566 0.03702143 5874 1.0525829 up 2.726223 2.652289 0.010719 0.005586 0.0739338 1.027875
1613554_aVvi.11657 Transcr ibed locus 227.3478 213.9731 345.3383 368.0607 16 7.828758 7.741285 8.431867 8.5238 0.0082832 10.91917 0.03179267 4322 1.6164299 down 7.785022 8.477833 0.061852 0.065007 -0.692811 0.91828
1613555_aVvi.3211 Transcr ibed locus, moderately similar to NP_199597.1 expressed protein [Arabidopsis thalian 386.6811 376.4518 259.8659 266.4884 16 8.595 8.556321 8.021624 8.057929 0.0024409 20.20351 0.02637781 1535 1.4498311 up 8.575661 8.039776 0.02735 0.025672 0.535885 1.066654
1613556_aVvi.10074 Transcr ibed locus 18.73484 21.9258 10.99127 9.914761 16 4.227652 4.454557 3.458286 3.309578 0.019498 7.056361 0.04449292 7272 1.9415016 up 4.341105 3.383932 0.160447 0.105152 0.9571729 1.282858
1613557_aVvi.14920 Transcr ibed locus 4.1836 4.196775 4.063205 4.095007 16 2.064745 2.069281 2.022618 2.033866 0.0235992 6.39377 0.04936919 7935 1.0272381 up 2.067013 2.028242 0.003208 0.007953 0.0387708 1.019115
1613558_aVvi.8362 Transcr ibed locus 6.383759 6.4264 5.99142 6.044852 16 2.674406 2.684011 2.582898 2.595707 0.0078347 11.2312 0.0314613 4132 1.0643007 up 2.679208 2.589303 0.006792 0.009057 0.0899058 1.034722
1613559_at 5.481292 5.602227 5.291281 5.336973 16 2.454516 2.486001 2.403617 2.416022 0.0702194 3.572011 0.10730519 10863 1.0427829 up 2.470258 2.409819 0.022263 0.008772 0.0604388 1.02508
1613560_aVvi.3104 Transcr ibed locus, moderately similar to XP_465026.1 putative dipeptidyl peptidase IV [Oryza 980.6325 860.5266 982.6856 982.4674 16 9.937569 9.749076 9.940586 9.940266 0.4111572 1.030315 0.46670526 14625 1.0696236 down 9.843323 9.940426 0.133285 2.27E-04 -0.097103 0.990232
1613561_aVvi.12505 Transcr ibed locus, weakly similar to NP_190394.2 aminoacyl-t-RNA synthetase, putative [Ara  5.331906 6.152931 10.95498 7.926035 16 2.414651 2.621274 3.453515 2.986599 0.1106942 2.750126 0.1543675 11904 1.626865 down 2.517963 3.220057 0.146104 0.330159 -0.7020945 0.781962
1613562_aVvi.10095 Transcr ibed locus, weakly similar to NP_565052.1 expressed protein [Arabidopsis thaliana] 4.041942 4.045645 3.890295 3.91429 16 2.015049 2.01637 1.959879 1.968751 0.007528 11.46034 0.03129107 3993 1.0362657 up 2.015709 1.964315 9.34E-04 0.006273 0.0513941 1.026164
1613563_at 4.64743 4.678615 4.471155 4.472647 16 2.216433 2.226081 2.160648 2.161129 0.0063405 12.49869 0.03037211 3459 1.0427325 up 2.221257 2.160888 0.006822 3.40E-04 0.060369 1.027937
1613564_aVvi.6930 Transcr ibed locus 698.9273 631.7877 759.0325 711.366 16 9.448998 9.303296 9.568018 9.474448 0.2357777 1.67574 0.28963232 13514 1.1057961 down 9.376147 9.521233 0.103027 0.066164 -0.145086 0.984762



1613565_aVvi.8906 Transcr ibed locus 4.91735 4.949935 4.739247 4.763345 16 2.297881 2.30741 2.244658 2.251975 0.0120049 9.044448 0.03586577 5556 1.0383759 up 2.302645 2.248317 0.006738 0.005174 0.0543287 1.024164
1613566_at 6.900913 8.850956 4.800743 4.812916 16 2.786787 3.145834 2.263258 2.266912 0.0597363 3.905845 0.09451467 10492 1.6258856 up 2.966311 2.265085 0.253884 0.002584 0.7012258 1.30958
1613567_aVvi.3016 Transcr ibed locus 246.2956 256.9438 1000.598 1042.172 16 7.944247 8.005309 9.966647 10.02538 4.39E-04 47.71427 0.01871624 385 4.05931 down 7.974778 9.996013 0.043177 0.041529 -2.021235 0.797796
1613568_aVvi.14667 Transcr ibed locus 4.327718 4.360775 4.182287 4.199722 16 2.113607 2.124584 2.064292 2.070294 0.0142721 8.280734 0.0382645 6190 1.0365591 up 2.119095 2.067293 0.007763 0.004244 0.0518023 1.025058
1613569_aVvi.3518 Transcr ibed locus, moderately similar to NP_172998.1 transducin family protein / WD-40 repe 368.3012 416.357 861.2134 856.5839 16 8.524742 8.701677 9.750227 9.742451 0.0060519 12.79606 0.03012973 3332 2.1933396 down 8.61321 9.746339 0.125112 0.005499 -1.133129 0.883738
1613570_at 8.502883 8.638022 7.882553 7.91129 16 3.087952 3.110701 2.978663 2.983913 0.0096393 10.1116 0.03355114 4767 1.0852582 up 3.099327 2.981288 0.016086 0.003712 0.1180384 1.039593
1613571_at 6.893724 7.098231 6.533571 6.580601 16 2.785283 2.82746 2.707872 2.718219 0.0500991 4.298057 0.08262092 10066 1.0668267 up 2.806372 2.713046 0.029823 0.007317 0.0933259 1.034399
1613572_aVvi.14846 Transcr ibed locus 4.34362 4.348792 4.145318 4.158791 16 2.118898 2.120615 2.051483 2.056164 0.0014269 26.44473 0.02409896 982 1.0467615 up 2.119756 2.053824 0.001214 0.00331 0.0659327 1.032102
1613573_aVvi.14220 Transcr ibed locus 5.864076 5.941209 5.51963 5.524696 16 2.551904 2.570757 2.464572 2.465895 0.0095317 10.16933 0.03340762 4735 1.0688778 up 2.56133 2.465233 0.013331 9.36E-04 0.096097 1.038981
1613574_at 5.048823 5.089809 4.898506 4.891795 16 2.335947 2.347611 2.292342 2.290364 0.0134835 8.524548 0.03738996 5986 1.035571 up 2.341779 2.291353 0.008248 0.001398 0.0504265 1.022007
1613575_at 3.283871 3.306218 3.187137 3.199961 16 1.715398 1.725182 1.672261 1.678054 0.015501 7.93826 0.03952657 6509 1.0317775 up 1.72029 1.675158 0.006919 0.004096 0.0451319 1.026942
1613576_sVvi.7810 GO:000550Calmodulin 1014.789 907.8212 930.8524 1018.009 16 9.986964 9.826264 9.862409 9.991535 0.8616871 0.197502 0.88084036 16240 1.0142105 down 9.906614 9.926971 0.113632 0.091306 -0.020357 0.997949
1613577_aVvi.5903 Transcr ibed locus 7.796078 7.953721 7.371445 7.366262 16 2.962749 2.99163 2.881948 2.880933 0.0220245 6.626429 0.04740706 7712 1.06862 up 2.977189 2.88144 0.020422 7.18E-04 0.0957488 1.033229
1613578_sVvi.14977 Transcr ibed locus 278.2446 264.4482 207.8111 215.2212 16 8.12021 8.046842 7.699129 7.749677 0.0150411 8.061543 0.03893836 6412 1.2826462 up 8.083526 7.724402 0.051879 0.035743 0.3591236 1.046492
1613579_aVvi.6053 Transcr ibed locus, weakly similar to NP_188918.1 kinase interacting family protein [Arabidops 9.815496 9.903354 17.64133 12.77643 16 3.295061 3.307917 4.140887 3.675413 0.1211075 2.60564 0.16605765 12107 1.5227307 down 3.301489 3.90815 0.009091 0.32914 -0.606661 0.84477
1613580_aVvi.15716 Transcr ibed locus 3.640023 3.667182 3.530497 3.545983 16 1.863948 1.874672 1.819871 1.826185 0.0176006 7.43779 0.04218348 6926 1.0325999 up 1.86931 1.823028 0.007583 0.004465 0.0462815 1.025387
1613581_aVvi.7068 Transcr ibed locus, moderately similar to NP_566588.1 expressed protein [Arabidopsis thalian 1091.323 1036.328 373.6648 479.0903 16 10.09186 10.01727 8.545601 8.904154 0.0184419 7.26147 0.0432096 7084 2.51348 up 10.05456 8.724877 0.052748 0.253535 1.3296865 1.152402
1613582_at 952.856 1025.444 982.2829 994.5244 16 9.896114 10.00203 9.939995 9.957863 0.9980776 0.002699 0.99831814 16597 1.0001005 up 9.949074 9.948929 0.074896 0.012635 0.000145 1.000015
1613583_aVvi.14785 Transcr ibed locus 4.507314 4.551745 4.355797 4.352271 16 2.172268 2.18642 2.122937 2.121768 0.015168 8.026966 0.03915702 6430 1.0402938 up 2.179344 2.122353 0.010007 8.26E-04 0.0569911 1.026853
1613584_aVvi.15230 Transcr ibed locus 3.945225 3.964603 3.795238 3.79716 16 1.980108 1.987177 1.92419 1.924921 0.003597 16.62861 0.02809704 2120 1.041806 up 1.983642 1.924555 0.004999 5.17E-04 0.0590867 1.030701
1613585_aVvi.14824 Transcr ibed locus 3.335189 3.348061 3.235139 3.262487 16 1.737768 1.743326 1.693828 1.705972 0.025945 6.086842 0.05229953 8235 1.0285751 up 1.740547 1.6999 0.00393 0.008588 0.0406472 1.023912
1613586_aVvi.9013 Transcr ibed locus, weakly similar to NP_174357.1 FAD-binding domain-containing protein [A 13220.24 12374.78 7166.19 7310.635 16 13.69046 13.59512 12.80699 12.83578 0.0036554 16.49459 0.02821112 2150 1.7671219 up 13.64279 12.82139 0.067419 0.020358 0.821402 1.064065
1613587_aVvi.13114 Transcr ibed locus, moderately similar to XP_474188.1 OSJNBa0011F23.4 [Oryza sativa (japo  603.6673 550.3866 489.2287 498.2249 16 9.23761 9.104301 8.934365 8.960653 0.0813258 3.288983 0.12010343 11240 1.1675189 up 9.170956 8.94751 0.094263 0.018588 0.223446 1.024973
1613588_aVvi.12948 Transcr ibed locus, strongly similar to NP_051084.1 photosystem II 47 kDa protein [Arabidops 1046.347 887.8167 660.5615 594.3826 16 10.03115 9.794118 9.367549 9.215248 0.0477656 4.409965 0.07974709 9943 1.5381892 up 9.912632 9.291399 0.167604 0.107693 0.621233 1.066861
1613589_aVvi.14934 Transcr ibed locus 3.924041 3.947664 3.807518 3.796022 16 1.97234 1.980999 1.928851 1.924488 0.0092704 10.31373 0.03309353 4649 1.0352648 up 1.97667 1.92667 0.006123 0.003085 0.0499999 1.025951
1613590_aVvi.15042 Transcr ibed locus 6.482331 6.547582 6.242732 6.257064 16 2.696513 2.710962 2.642178 2.645486 0.0149643 8.08266 0.0388888 6386 1.0423975 up 2.703737 2.643832 0.010217 0.002339 0.0599056 1.022659
1613591_sVvi.6021 Transcr ibed locus, weakly similar to NP_567248.1 expressed protein [Arabidopsis thaliana] 164.2205 159.9019 152.9422 146.0139 16 7.35949 7.321043 7.256842 7.189962 0.0938535 3.029773 0.13471864 11565 1.0843754 up 7.340266 7.223402 0.027187 0.047291 0.116864 1.016179
1613592_at 6.124567 6.186384 5.73767 5.736423 16 2.614608 2.629096 2.520465 2.520151 0.0050533 14.01393 0.02943507 2845 1.072921 up 2.621852 2.520308 0.010245 2.22E-04 0.101544 1.04029
1613593_aVvi.311 Transcr ibed locus, moderately similar to NP_198099.1 seryl-tRNA synthetase / serine--tRNA 815.7152 868.5462 1200.559 1300.445 16 9.671922 9.762459 10.22949 10.34479 0.0161401 7.775699 0.0402884 6650 1.4844723 down 9.71719 10.28714 0.064019 0.081529 -0.56995 0.944596
1613594_aVvi.15646 Transcr ibed locus 10.81704 6.213914 5.941526 6.162165 16 3.435233 2.635502 2.570833 2.623437 0.3882775 1.093587 0.44379914 14524 1.3549435 up 3.035368 2.597135 0.565495 0.037196 0.4382327 1.168737
1613595_aVvi.6795 Transcr ibed locus, strongly similar to NP_567103.1 transketolase, putative [Arabidopsis thalia 8082.303 8375.699 8003.003 7819.178 16 12.98055 13.03199 12.96633 12.9328 0.2059995 1.847104 0.25817192 13246 1.04009 up 13.00627 12.94956 0.036376 0.023705 0.056708 1.004379
1613596_aVvi.11385 Transcr ibed locus, strongly similar to XP_479783.1 putative RNA-binding protein RBP37 [Or 718.3654 732.6732 800.4479 786.4879 16 9.488574 9.517026 9.644664 9.619281 0.0210957 6.775571 0.04620494 7578 1.0936661 down 9.5028 9.631972 0.020119 0.017948 -0.129172 0.986589
1613597_aVvi.14673 Transcr ibed locus 3.508436 3.519577 3.39295 3.385563 16 1.810828 1.815402 1.76254 1.759396 0.0028202 18.79073 0.0270467 1724 1.0368068 up 1.813115 1.760968 0.003234 0.002223 0.0521471 1.029613
1613598_aVvi.2058 Transcr ibed locus, weakly similar to NP_192229.3 expressed protein [Arabidopsis thaliana] 116.6065 85.35754 75.63058 60.26413 16 6.865505 6.415447 6.240898 5.913227 0.1802628 2.024101 0.23049632 12982 1.4777611 up 6.640476 6.077063 0.318239 0.231698 0.5634131 1.092711
1613599_aVvi.198 Transcr ibed locus, strongly similar to NP_909841.1 ribosomal protein L15 [Oryza sativa (japo 10425.59 10190.36 12105.81 12327.32 16 13.34784 13.31492 13.56341 13.58957 0.0072783 11.6575 0.03107765 3885 1.1851851 down 13.33138 13.57649 0.023281 0.018498 -0.245112 0.981946
1613600_aVvi.10162 Transcr ibed locus 6.694298 6.736438 6.535114 6.147985 16 2.742933 2.751986 2.708212 2.620114 0.200696 1.881072 0.25247815 13196 1.0594358 up 2.747459 2.664163 0.006402 0.062295 0.0832964 1.031266
1613601_aVvi.4576 Transcr ibed locus, weakly similar to NP_172637.1 starch synthase, putative [Arabidopsis thali 181.7996 158.9903 98.59956 102.1011 16 7.506206 7.312795 6.623509 6.673854 0.016817 7.613668 0.04117028 6779 1.6944517 up 7.4095 6.648682 0.136762 0.035599 0.7608184 1.114431
1613602_aVvi.12535 Transcr ibed locus, weakly similar to XP_474099.1 OSJNBa0070O11.2 [Oryza sativa (japonica 5.95829 5.988233 5.731976 5.743758 16 2.574898 2.58213 2.519033 2.521995 0.0045086 14.84251 0.02926091 2554 1.0410221 up 2.578514 2.520514 0.005114 0.002095 0.0580005 1.023011
1613603_aVvi.7709 Transcr ibed locus, weakly similar to XP_473498.1 OSJNBa0084K11.20 [Oryza sativa (japonic 2267.359 2892.183 1785.321 1372.054 16 11.1468 11.49794 10.80197 10.42212 0.1109501 2.746348 0.15469372 11906 1.6361729 up 11.32237 10.61205 0.248298 0.268591 0.710326 1.066936
1613604_at 7.175666 7.199249 6.892482 6.914888 16 2.843113 2.847847 2.785024 2.789706 0.0032656 17.45636 0.02783547 1935 1.0411042 up 2.84548 2.787365 0.003347 0.003311 0.0581145 1.020849
1613605_aVvi.9633 Transcr ibed locus, moderately similar to XP_476319.1 putative DNA-binding protein phospha 6.985001 6.986974 5.753148 5.748975 16 2.80426 2.804668 2.524352 2.523305 4.01E-06 499.6217 0.00664543 9 1.2147301 up 2.804464 2.523828 2.88E-04 7.40E-04 0.2806359 1.111195
1613606_aVvi.15707 Transcr ibed locus 4.767955 4.802632 4.591271 4.580056 16 2.253371 2.263825 2.198894 2.195365 0.00796 11.14139 0.03158117 4181 1.0435275 up 2.258598 2.197129 0.007393 0.002495 0.0614687 1.027977
1613607_aVvi.3896 Transcr ibed locus 400.9238 404.8917 338.7902 351.0035 16 8.647184 8.661392 8.404248 8.455341 0.0136657 8.466379 0.03756261 6038 1.1683674 up 8.654288 8.429794 0.010046 0.036128 0.224494 1.026631
1613608_aVvi.15441 Transcr ibed locus 4.107151 4.121259 3.994742 4.028102 16 2.038138 2.043085 1.998102 2.0101 0.0301663 5.626479 0.05759895 8693 1.0256299 up 2.040612 2.004101 0.003498 0.008484 0.0365102 1.018218
1613609_aVvi.9128 Transcr ibed locus 9.394211 9.41476 9.280659 8.987108 16 3.231772 3.234924 3.214227 3.167857 0.2102824 1.82051 0.26272643 13287 1.0297585 up 3.233348 3.191042 0.002229 0.032789 0.0423059 1.013258
1613610_at 7.327147 7.392627 7.084518 7.024807 16 2.873251 2.886087 2.82467 2.812459 0.0203749 6.898201 0.04540455 7449 1.0432647 up 2.879669 2.818564 0.009076 0.008635 0.0611052 1.02168
1613611_aVvi.9180 Transcr ibed locus, weakly similar to NP_180470.1 scarecrow transcr iption factor family prote 207.6823 217.7238 260.4146 218.9781 16 7.698235 7.766356 8.024667 7.774643 0.3256087 1.291667 0.3816815 14162 1.1230015 down 7.732295 7.899655 0.048169 0.176794 -0.16736 0.978814
1613612_aVvi.14832 Transcr ibed locus 5.543643 5.546973 5.215804 5.22772 16 2.470834 2.471701 2.38289 2.386182 3.85E-04 50.9525 0.01871624 336 1.0619617 up 2.471268 2.384536 6.13E-04 0.002328 0.0867317 1.036373
1613613_aVvi.4670 Transcr ibed locus, weakly similar to NP_176490.2 DNA-directed RNA polymerase alpha sub 5.818472 5.87533 5.618951 5.752463 16 2.54064 2.55467 2.490301 2.52418 0.1583296 2.204297 0.20708954 12692 1.0284095 up 2.547655 2.50724 0.00992 0.023956 0.0404147 1.016119
1613614_aVvi.5914 Transcr ibed locus, moderately similar to NP_849712.1 expressed protein [Arabidopsis thalian 6.1012 6.151181 5.892544 5.871663 16 2.609093 2.620863 2.558891 2.553769 0.0117652 9.137801 0.03565072 5477 1.0414897 up 2.614978 2.55633 0.008323 0.003621 0.0586486 1.022943
1613615_aVvi.15591 Transcr ibed locus 4.172969 4.202717 4.035886 4.019861 16 2.061074 2.071322 2.012886 2.007146 0.0107517 9.566155 0.03483154 5122 1.0397112 up 2.066198 2.010016 0.007247 0.004059 0.0561828 1.027951
1613616_aVvi.14452 Transcr ibed locus 5.402661 5.43966 5.117445 5.121785 16 2.43367 2.443517 2.355424 2.356647 0.0035914 16.64163 0.02809704 2113 1.058894 up 2.438593 2.356035 0.006962 8.65E-04 0.0825582 1.035041
1613617_aVvi.3855 Transcr ibed locus, moderately similar to NP_916932.1 B1144G04.32 [Oryza sativa (japonica 36.88479 30.09925 5.758001 5.826268 16 5.204954 4.911655 2.525568 2.542572 0.0033694 17.18387 0.02783547 2002 5.752682 up 5.058305 2.53407 0.207394 0.012024 2.524235 1.996119
1613618_at 1871.294 1675.333 2050.005 2004.719 16 10.86982 10.71023 11.00141 10.96918 0.1385649 2.398761 0.18523675 12418 1.1449404 down 10.79003 10.9853 0.112846 0.022788 -0.195272 0.982224
1613619_aVvi.2307 Transcr ibed locus, weakly similar to NP_195452.1 cytochrome P450 family protein [Arabidops 253.6884 277.173 72.42195 60.90013 16 7.986914 8.114643 6.178355 5.928373 0.0049018 14.23049 0.02943507 2760 3.9928381 up 8.050778 6.053364 0.090318 0.176764 1.997414 1.329968
1613620_aVvi.2265 Transcr ibed locus, moderately similar to NP_190511.1 Got1-like family protein [Arabidopsis th 710.5187 627.9202 603.8617 612.7859 16 9.472729 9.294437 9.238074 9.259239 0.2717103 1.502996 0.32718757 13786 1.0980364 up 9.383583 9.248657 0.126071 0.014966 0.134926 1.014589
1613621_sVvi.15317 Transcr ibed locus 251.7003 300.2252 415.3355 366.9032 16 7.975564 8.229901 8.698133 8.519256 0.0828542 3.254382 0.12183753 11289 1.4200693 down 8.102733 8.608694 0.179844 0.126486 -0.505961 0.941227
1613622_aVvi.9593 Transcr ibed locus, weakly similar to XP_474115.1 OSJNBa0010D21.6 [Oryza sativa (japonica 177.6352 192.2624 144.6642 155.4793 16 7.472774 7.586933 7.176564 7.28058 0.0598542 3.901625 0.09464674 10498 1.2322384 up 7.529853 7.228572 0.080722 0.07355 0.3012813 1.041679
1613623_at 11.99601 12.44422 10.80587 10.59439 16 3.584482 3.637404 3.433743 3.405229 0.0237713 6.36974 0.04962913 7951 1.1419168 up 3.610943 3.419486 0.037422 0.020162 0.1914575 1.05599
1613624_aVvi.5294 Transcr ibed locus 4.222688 4.243799 4.078055 4.09967 16 2.078162 2.085357 2.027881 2.035508 0.0107871 9.550198 0.03485953 5136 1.0353112 up 2.081759 2.031694 0.005087 0.005393 0.0500646 1.024642
1613625_aVvi.6935 Transcr ibed locus 239.0441 218.8247 212.8826 222.0595 16 7.901134 7.773633 7.733914 7.794803 0.4099112 1.033658 0.4654307 14620 1.0519198 up 7.837383 7.764359 0.090157 0.043055 0.0730248 1.009405
1613626_aVvi.14984 Transcr ibed locus 5.161716 5.189282 5.014219 5.007224 16 2.367851 2.375535 2.326025 2.324011 0.0071634 11.75158 0.03100277 3835 1.0328815 up 2.371693 2.325018 0.005433 0.001424 0.0466747 1.020075
1613627_aVvi.7939 Transcr ibed locus, moderately similar to NP_566700.1 4-aminobutyrate aminotransferase / ga 1219.986 1269.702 910.0106 845.1298 16 10.25265 10.31027 9.82974 9.723029 0.0141093 8.329385 0.03811929 6144 1.4191995 up 10.28146 9.776384 0.040748 0.075456 0.505078 1.051663
1613628_aVvi.5955 Transcr ibed locus, weakly similar to NP_565484.1 expressed protein [Arabidopsis thaliana] 1387.378 1478.674 1634.27 1921.486 16 10.43815 10.53009 10.67443 10.90801 0.1342101 2.446829 0.1805344 12341 1.2372202 down 10.48412 10.79122 0.065014 0.165163 -0.307102 0.971541
1613629_aVvi.14413 Transcr ibed locus 4.093361 4.115759 3.966895 3.986723 16 2.033286 2.041159 1.98801 1.995203 0.0133889 8.555238 0.03729125 5959 1.0321236 up 2.037222 1.991607 0.005567 0.005086 0.0456157 1.022904
1613630_sVvi.9086 Transcr ibed locus, strongly similar to XP_470141.1 heat shock protein cognate 70 [Oryza sat 11576.22 11816.34 11914.75 11147.21 16 13.49888 13.5285 13.54046 13.4444 0.7134876 0.42292 0.74773496 15840 1.0148436 up 13.51369 13.49243 0.020943 0.067928 0.021257 1.001575
1613631_aVvi.15777 Transcr ibed locus 2210.76 2195.312 4687.441 4384.377 16 11.11033 11.10021 12.19459 12.09816 0.0021613 21.47508 0.02580234 1382 2.0577981 down 11.10527 12.14637 0.007154 0.068186 -1.0411015 0.914287
1613632_aVvi.4337 Transcr ibed locus 4.7129 4.705117 4.514184 4.499035 16 2.236615 2.234231 2.174465 2.169616 0.0018126 23.45653 0.02511424 1196 1.0449127 up 2.235423 2.172041 0.001686 0.003429 0.0633823 1.029181
1613633_aVvi.15575 Transcr ibed locus 3.894689 3.796415 3.678793 3.646928 16 1.961508 1.924638 1.879233 1.866682 0.0692265 3.600452 0.10609241 10832 1.0498009 up 1.943073 1.872957 0.026072 0.008875 0.0701157 1.037436
1613634_aVvi.15367 Transcr ibed locus 3.477309 3.490266 3.374166 3.390537 16 1.797971 1.803337 1.754531 1.761514 0.0104998 9.682057 0.03453259 5044 1.0299908 up 1.800654 1.758023 0.003794 0.004938 0.0426315 1.02425
1613635_aVvi.866 Transcr ibed locus, moderately similar to XP_467331.1 putative gamma-tocopherol methyltran 483.3356 465.1878 613.4006 573.8469 16 8.916882 8.86167 9.260686 9.164522 0.0281678 5.831698 0.05493405 8511 1.2512144 down 8.889276 9.212605 0.039041 0.067998 -0.3233285 0.964904
1613636_aVvi.8690 Transcr ibed locus 7.908743 6.906871 23.06218 11.2316 16 2.983449 2.788032 4.527457 3.489492 0.1673879 2.125986 0.21683629 12815 2.1775925 down 2.88574 4.008474 0.13818 0.733952 -1.122734 0.71991
1613637_aVvi.7782 Transcr ibed locus 9.105334 7.360027 17.98942 16.4113 16 3.186712 2.879711 4.169077 4.036617 0.023568 6.39815 0.04933421 7930 2.098903 down 3.033212 4.102847 0.217082 0.093663 -1.0696353 0.739294
1613638_aVvi.1344 Transcr ibed locus, weakly similar to NP_563830.1 early-responsive to dehydration stress prot 852.6085 875.4494 1081.743 862.5899 16 9.73574 9.77388 10.07914 9.752531 0.4306644 0.979391 0.48549536 14726 1.118082 down 9.75481 9.915836 0.026969 0.230949 -0.161026 0.983761
1613639_aVvi.15100 Transcr ibed locus 18.14997 15.20568 20.16401 16.64446 16 4.181895 3.926538 4.333711 4.056971 0.5316951 0.749556 0.5806988 15200 1.1027638 down 4.054217 4.195341 0.180565 0.195685 -0.1411236 0.966362
1613640_aVvi.8784 Transcr ibed locus, moderately similar to NP_565250.1 expressed protein [Arabidopsis thalian 3.590774 3.60708 3.491267 3.506848 16 1.844295 1.850831 1.803751 1.810175 0.0125007 8.859957 0.03648191 5687 1.0285417 up 1.847563 1.806963 0.004622 0.004543 0.0406003 1.022469
1613641_aVvi.4541 Transcr ibed locus, weakly similar to XP_468024.1 GCN5-related N-acetyltransferase protein 33.28059 37.86171 36.71355 37.02314 16 5.056609 5.242668 5.198241 5.210355 0.6170239 0.586311 0.6594926 15531 1.0386142 down 5.149638 5.204298 0.131563 0.008566 -0.05466 0.989497
1613642_aVvi.7026 Transcr ibed locus, moderately similar to NP_563815.1 expressed protein [Arabidopsis thalian 248.3252 214.2032 3.273577 3.284041 16 7.956087 7.742836 1.710868 1.715472 3.02E-04 57.5365 0.01827131 266 70.34086 up 7.849461 1.71317 0.150791 0.003256 6.1362911 4.581835
1613643_aVvi.4942 Transcr ibed locus 5.50529 5.395201 5.182343 5.173472 16 2.460819 2.431677 2.373605 2.371133 0.0370167 5.052151 0.06624126 9276 1.0525429 up 2.446248 2.372369 0.020606 0.001748 0.073879 1.031141
1613644_aVvi.7800 Transcr ibed locus, weakly similar to NP_180514.1 DNA-directed RNA polymerase I(A) and II 343.504 348.816 401.3218 425.4195 16 8.424183 8.446322 8.648616 8.732742 0.027794 5.872483 0.05445954 8472 1.1936885 down 8.435253 8.69068 0.015655 0.059486 -0.255427 0.970609
1613645_at 437.5876 429.9414 235.5091 278.4875 16 8.773428 8.747996 7.879639 8.121469 0.02464 6.252254 0.05078498 8054 1.6936756 up 8.760712 8.000554 0.017983 0.170999 0.760158 1.095013
1613646_aVvi.8809 Transcr ibed locus, moderately similar to NP_564562.1 expressed protein [Arabidopsis thalian 223.5124 215.439 272.124 269.105 16 7.804211 7.751136 8.08812 8.072025 0.0083047 10.90482 0.03181278 4331 1.2331935 down 7.777673 8.080072 0.03753 0.011381 -0.3023988 0.962575
1613647_aVvi.10341 Transcr ibed locus, moderately similar to NP_172427.1 germin-like protein (GLP4) (GLP5) [A  143.9143 125.3386 159.9662 122.6913 16 7.169066 6.969687 7.321623 6.93889 0.8043494 0.282145 0.8302542 16083 1.0431019 down 7.069377 7.130257 0.140982 0.270633 -0.0608802 0.991462
1613648_aVvi.10049 Transcr ibed locus, weakly similar to NP_173433.1 C-8,7 sterol isomerase [Arabidopsis thalia 1280.108 1210.529 1908.15 2054.109 16 10.32205 10.24142 10.89796 11.0043 0.0097904 10.03213 0.03370098 4822 1.5904021 down 10.28174 10.95113 0.057013 0.075193 -0.669392 0.938875
1613649_aVvi.7009 Transcr ibed locus, moderately similar to NP_181433.1 GCN5-related N-acetyltransferase (G 67.90724 65.1776 31.30981 39.07649 16 6.085493 6.026304 4.968543 5.288229 0.0293709 5.705673 0.05646323 8635 1.9019946 up 6.055899 5.128386 0.041853 0.226052 0.9275132 1.180859
1613650_aVvi.11015 Transcr ibed locus 5.93466 5.217756 4.97612 4.989426 16 2.569165 2.38343 2.315021 2.318874 0.2283882 1.715508 0.28196934 13446 1.1167839 up 2.476297 2.316948 0.131335 0.002724 0.1593499 1.068776
1613651_aVvi.3208 Transcr ibed locus, weakly similar to NP_915846.1 nodulin-like protein [Oryza sativa (japonica 3.935546 3.958808 3.834427 3.840923 16 1.976564 1.985066 1.939011 1.941453 0.0116707 9.175383 0.03557783 5445 1.0285293 up 1.980815 1.940232 0.006012 0.001727 0.0405829 1.020917
1613652_aVvi.1192 Transcr ibed locus, weakly similar to NP_914178.1 P0475H04.14 [Oryza sativa (japonica cultiv 803.8076 827.0477 1318.432 1263.186 16 9.650706 9.691827 10.36461 10.30285 0.0031211 17.85782 0.02772998 1867 1.5827817 down 9.671267 10.33373 0.029077 0.043668 -0.662462 0.935893
1613653_aVvi.10842 Transcr ibed locus 6.411213 6.413244 6.002225 5.994402 16 2.680597 2.681054 2.585497 2.583616 1.01E-04 99.43561 0.01628633 102 1.0690054 up 2.680826 2.584557 3.23E-04 0.00133 0.0962691 1.037248
1613654_aVvi.15127 Transcr ibed locus 5.019465 5.07612 4.796455 4.815434 16 2.327534 2.343726 2.261969 2.267666 0.0143745 8.250525 0.0383569 6220 1.0503082 up 2.33563 2.264817 0.01145 0.004028 0.0708128 1.031266
1613655_aVvi.9037 Transcr ibed locus, weakly similar to NP_175390.2 ARP protein (REF) [Arabidopsis thaliana] 2198.905 2052.677 1922.201 1736.644 16 11.10257 11.00329 10.90854 10.76209 0.1330646 2.459834 0.17929864 12320 1.1628106 up 11.05293 10.83532 0.0702 0.103561 0.217616 1.020084
1613656_aVvi.8251 Transcr ibed locus 5.265433 5.367239 5.105104 5.121497 16 2.396552 2.42418 2.35194 2.356566 0.0570262 4.006306 0.09123527 10376 1.039661 up 2.410366 2.354253 0.019536 0.00327 0.0561132 1.023835
1613657_at 6.579523 6.622315 6.127079 6.097154 16 2.717983 2.727336 2.615199 2.608136 0.002776 18.94017 0.0270467 1696 1.0799704 up 2.722659 2.611668 0.006613 0.004995 0.1109917 1.042498
1613658_aVvi.8790 Transcr ibed locus, weakly similar to NP_565293.1 nucleoside phosphatase family protein / GD 564.6722 515.8538 637.7128 511.7249 16 9.14127 9.010819 9.316763 8.999225 0.6801371 0.477437 0.7172481 15742 1.0584471 down 9.076044 9.157993 0.092243 0.224533 -0.081949 0.991052
1613659_aVvi.5819 Transcr ibed locus, moderately similar to NP_567864.1 expressed protein [Arabidopsis thalian 9.946641 9.955215 9.638102 9.719036 16 3.31421 3.315453 3.268749 3.280813 0.0221663 6.604485 0.04758705 7732 1.0281494 up 3.314831 3.274781 8.79E-04 0.008531 0.0400498 1.01223
1613660_aVvi.15710 Transcr ibed locus 3.932605 3.921829 3.795926 3.799825 16 1.975485 1.971527 1.924452 1.925933 0.0019079 22.86139 0.02532748 1247 1.0340555 up 1.973506 1.925192 0.002799 0.001047 0.0483135 1.025095
1613661_aVvi.11053 Transcr ibed locus 5.105009 5.047736 4.852951 4.855258 16 2.351913 2.335636 2.278862 2.279548 0.0155444 7.926908 0.03953243 6527 1.045773 up 2.343775 2.279205 0.011509 4.85E-04 0.0645698 1.02833
1613662_at 5.081617 5.105241 4.817244 4.818986 14 2.345288 2.351979 2.268208 2.268729 0.0017479 23.88786 0.02497189 1157 1.0571386 up 2.348633 2.268469 0.004732 3.69E-04 0.0801644 1.035339
1613663_at 3.661475 3.677085 3.531753 3.548576 16 1.872425 1.878563 1.820384 1.82724 0.0078329 11.23247 0.0314613 4129 1.036472 up 1.875494 1.823812 0.00434 0.004848 0.0516811 1.028337
1613664_at 6.275678 6.384301 5.951698 5.926745 16 2.649771 2.674529 2.573301 2.56724 0.0187016 7.209445 0.04348164 7137 1.0657576 up 2.66215 2.570271 0.017506 0.004286 0.0918795 1.035747
1613665_at 1166.209 1194.152 1116.718 1097.751 16 10.18761 10.22177 10.12505 10.10034 0.0487064 4.363906 0.08084614 10001 1.0658461 up 10.20469 10.11269 0.024155 0.017476 0.091999 1.009097
1613666_aVvi.15244 Transcr ibed locus 58.44389 59.7974 556.958 615.1227 16 5.86898 5.902011 9.121425 9.26473 4.94E-04 44.98177 0.01938319 422 9.901046 down 5.885496 9.193077 0.023356 0.101332 -3.307581 0.64021
1613667_aVvi.15954 Transcr ibed locus 2147.68 2149.831 2290.984 2169.647 16 11.06856 11.07001 11.16175 11.08324 0.3080705 1.355379 0.36356747 14066 1.0375725 down 11.06929 11.1225 0.001021 0.055513 -0.053213 0.995216
1613668_aVvi.6985 Transcr ibed locus, moderately similar to NP_196190.1 pleckstrin homology (PH) domain-con 1561.663 1414.753 1720.399 1675.656 16 10.60887 10.46633 10.74853 10.71051 0.1213881 2.601989 0.16633482 12114 1.1422808 down 10.5376 10.72952 0.100786 0.026882 -0.191918 0.982113
1613669_aVvi.15584 Transcr ibed locus 7.77859 7.859402 7.516374 7.595771 16 2.959509 2.97442 2.910037 2.925196 0.0434178 4.641456 0.07433461 9696 1.034797 up 2.966964 2.917617 0.010544 0.010719 0.0493476 1.016914
1613670_aVvi.3769 Transcr ibed locus 4.044184 4.053732 3.882973 3.896352 16 2.015849 2.019251 1.957162 1.962124 0.0026879 19.24929 0.02688248 1659 1.0409545 up 2.01755 1.959643 0.002406 0.003509 0.057907 1.02955
1613671_aVvi.8204 Transcr ibed locus, moderately similar to NP_176287.3 U2 snRNP auxiliary factor large subu 721.0758 682.449 808.17 789.9607 16 9.494007 9.414578 9.658515 9.625637 0.0486045 4.368829 0.08073362 9994 1.1390129 down 9.454292 9.642077 0.056165 0.023248 -0.1877845 0.980524
1613672_aVvi.15379 Transcr ibed locus 1274.328 1323.658 655.1218 539.1461 16 10.31552 10.37032 9.355619 9.074533 0.0157389 7.876606 0.03980149 6564 2.185316 up 10.34292 9.215076 0.038745 0.198758 1.127842 1.122391
1613673_aVvi.1856 Transcr ibed locus, weakly similar to NP_201248.1 octicosapeptide/Phox/Bem1p (PB1) domain 1124.997 1134.102 1300.506 1291.049 16 10.13571 10.14734 10.34486 10.33433 0.0015646 25.25173 0.02483053 1043 1.1471639 down 10.14152 10.33959 0.008223 0.007445 -0.1980715 0.980843
1613674_at 2716.178 2648.721 2719.016 3213.637 15 11.40736 11.37108 11.40887 11.64999 0.3690856 1.150023 0.42490527 14420 1.1020641 down 11.38922 11.52943 0.025655 0.170499 -0.140208 0.987839
1613675_aVvi.12752 Transcr ibed locus, weakly similar to NP_175749.1 leucine-rich repeat family protein / protein 679.6146 710.7855 736.8439 664.7895 16 9.408573 9.47327 9.525215 9.376754 0.9124637 0.124272 0.9260094 16358 1.0069996 down 9.440922 9.450985 0.045748 0.104978 -0.010063 0.998935
1613676_aVvi.15002 Transcr ibed locus 82.8703 92.13329 77.66745 48.52275 16 6.372783 6.525651 6.279238 5.600589 0.280711 1.464247 0.3363912 13853 1.4233625 up 6.449217 5.939914 0.108094 0.479877 0.5093033 1.085743
1613677_aVvi.5149 Transcr ibed locus, moderately similar to NP_565313.1 fasci cl in-like arabinogalactan-protein  2327.743 2400.372 3759.909 3530.983 16 11.18472 11.22904 11.87648 11.78585 0.0064656 12.37603 0.03047314 3521 1.5414516 down 11.20688 11.83117 0.031343 0.064083 -0.624289 0.947234
1613678_aVvi.1465 Transcr ibed locus, moderately similar to NP_191408.1 phosphatidic acid phosphatase family 828.339 862.6276 909.0018 894.8736 16 9.694078 9.752594 9.828139 9.80554 0.0965039 2.981211 0.1377608 11629 1.0669584 down 9.723335 9.816839 0.041377 0.01598 -0.093504 0.990475
1613679_aVvi.340 Transcr ibed locus, moderately similar to NP_200929.1 SNAP25 homologous protein SNAP33 8.736309 14.61924 6.901636 6.853168 16 3.127024 3.869797 2.786938 2.776771 0.1934848 1.929227 0.2447604 13123 1.6432542 up 3.49841 2.781855 0.52522 0.007189 0.7165556 1.257582
1613680_aVvi.3068 Transcr ibed locus, strongly similar to NP_172751.1 flower pigmentation protein (AN11) [Arab 620.8665 656.7652 780.9406 767.9961 16 9.278139 9.359234 9.609069 9.584955 0.0223294 6.579495 0.04777985 7757 1.2127861 down 9.318687 9.597012 0.057343 0.017051 -0.2783255 0.970999
1613681_aVvi.9109 Transcr ibed locus, weakly similar to XP_365816.1 hypothetical protein MG02518.4 [Magnapo 98.95599 95.30759 110.9732 98.51556 16 6.628715 6.574519 6.794067 6.622279 0.3583562 1.183075 0.41439226 14356 1.0766553 down 6.601617 6.708173 0.038322 0.121473 -0.1065563 0.984115
1613682_aVvi.4084 Transcr ibed locus 3.549645 3.562155 3.44322 3.454014 16 1.827675 1.83275 1.783758 1.788274 0.0058551 13.01126 0.03005582 3231 1.0311087 up 1.830213 1.786016 0.003589 0.003193 0.0441965 1.024746
1613683_aVvi.3429 Transcr ibed locus 723.1011 656.6649 753.475 708.835 16 9.498054 9.359014 9.557416 9.469306 0.4110262 1.030666 0.46662048 14623 1.0605608 down 9.428534 9.513361 0.098316 0.062303 -0.084827 0.991083
1613684_aVvi.10978 Transcr ibed locus 5.681991 5.682129 5.449974 5.467429 16 2.506397 2.506432 2.446249 2.450863 0.0015858 25.08191 0.02483053 1058 1.0409192 up 2.506414 2.448556 2.48E-05 0.003262 0.057858 1.023629
1613685_aVvi.5229 Transcr ibed locus, weakly similar to NP_201402.2 heterogeneous nuclear ribonucleoprotein, 1038.276 1081.38 1226.26 1209.318 16 10.01998 10.07866 10.26005 10.23998 0.0230522 6.471918 0.04868597 7858 1.1492534 down 10.04932 10.25001 0.041495 0.014192 -0.200697 0.98042
1613686_sVvi.11652 Transcr ibed locus, moderately similar to XP_469771.1 expressed protein [Oryza sativa (japon 2104.062 1993.536 1677.204 1641.672 16 11.03896 10.96111 10.71184 10.68095 0.0184944 7.250874 0.04326115 7095 1.2342565 up 11.00004 10.6964 0.055046 0.021844 0.303642 1.028387
1613687_aVvi.14640 Transcr ibed locus 4.146842 4.142648 3.983492 3.998786 16 2.052013 2.050553 1.994034 1.999562 0.002742 19.05766 0.02700983 1682 1.0384886 up 2.051283 1.996798 0.001032 0.003909 0.0544855 1.027286
1613688_aVvi.7688 Transcr ibed locus, weakly similar to NP_190714.2 phosphoinositide phosphatase family prote 450.687 423.1925 704.4744 671.7639 16 8.815982 8.72517 9.460403 9.39181 0.0074509 11.52016 0.0312167 3961 1.5751956 down 8.770577 9.426107 0.064214 0.048503 -0.6555305 0.930456
1613689_aVvi.15415 Transcr ibed locus 206.3409 187.042 186.6348 205.4152 16 7.688885 7.547218 7.544074 7.682399 0.9656264 0.04864 0.97071326 16514 1.0033431 up 7.618052 7.613236 0.100174 0.09781 0.0048151 1.000632
1613690_aVvi.12483 Transcr ibed locus, weakly similar to NP_199365.1 hypothetical protein [Arabidopsis thaliana] 21.11056 16.63602 39.53931 26.93588 16 4.399893 4.056238 5.305216 4.751457 0.1334141 2.45585 0.17965287 12328 1.7414283 down 4.228066 5.028337 0.243001 0.391567 -0.800271 0.840848
1613691_sVvi.7928 Transcr ibed locus, strongly similar to NP_917525.1 putative chlorophyll a/b-binding protein 2 5241.636 5105.17 26.65432 37.75364 16 12.3558 12.31774 4.736298 5.238544 0.0011722 29.18225 0.02316751 839 163.07037 up 12.33677 4.987421 0.026912 0.355142 7.349351 2.473577
1613692_at 376.0812 377.3996 346.2307 384.1854 16 8.5549 8.559949 8.43559 8.585659 0.5966613 0.623361 0.6403627 15468 1.0329716 up 8.557425 8.510624 0.00357 0.106115 0.046801 1.005499
1613693_aVvi.7450 Transcr ibed locus, strongly similar to NP_565440.1 RUB1-conjugating enzyme, putative [Ara 7935.269 8254.981 7522.592 7318.981 16 12.95406 13.01105 12.87701 12.83743 0.0688062 3.61267 0.10559448 10817 1.0907615 up 12.98256 12.85722 0.040295 0.027992 0.125335 1.009748
1613694_aVvi.4234 Transcr ibed locus 3.640564 3.649389 3.524423 3.548214 16 1.864162 1.867655 1.817387 1.827093 0.013664 8.466892 0.03756261 6037 1.0307313 up 1.865909 1.82224 0.00247 0.006863 0.0436684 1.023964
1613695_aVvi.14501 Transcr ibed locus 4.272066 4.294973 4.124562 4.145026 16 2.094934 2.102649 2.044241 2.051381 0.0104628 9.699444 0.03450609 5033 1.0359688 up 2.098792 2.047811 0.005455 0.005049 0.0509806 1.024895
1613696_aVvi.2779 Transcr ibed locus, weakly similar to NP_566463.1 URF 4-related [Arabidopsis thaliana] 331.8426 284.4123 380.2169 393.9694 16 8.374355 8.15184 8.570679 8.62194 0.1000863 2.918513 0.14187436 11711 1.259815 down 8.263098 8.59631 0.157342 0.036247 -0.333212 0.961238
1613697_aVvi.1208 Transcr ibed locus, strongly similar to NP_198413.1 glutamine synthetase (GS2) [Arabidopsis 492.4796 526.5509 456.3412 397.0636 16 8.94392 9.040429 8.833969 8.633226 0.145954 2.321817 0.19332446 12533 1.1962976 up 8.992174 8.733598 0.068242 0.141947 0.258576 1.029607
1613698_aVvi.10526 Transcr ibed locus, weakly similar to NP_200968.1 ethylene-responsive element-binding famil 9.27608 9.464561 9.153805 9.268541 16 3.213516 3.242536 3.194372 3.212342 0.2852215 1.445411 0.34088594 13890 1.0172462 up 3.228026 3.203357 0.02052 0.012707 0.024669 1.007701
1613699_sVvi.2455 Transcr ibed locus, moderately similar to XP_453837.1 unnamed protein product [Kluyveromyc 8.325454 8.433979 7.579517 12.94533 16 3.057529 3.076213 2.922106 3.69436 0.5958274 0.624901 0.6395091 15467 1.182108 down 3.066871 3.308233 0.013212 0.546066 -0.2413618 0.927042
1613700_aVvi.8828 Transcr ibed locus, moderately similar to NP_197720.1 c-myc binding protein, putative / prefol 1327.703 1290.109 1350.954 1319.728 16 10.37472 10.33328 10.39976 10.36603 0.3925211 1.081539 0.44775563 14553 1.020232 down 10.354 10.38289 0.029302 0.023856 -0.0288975 0.997217
1613701_at 2.913576 2.930296 2.837091 2.850338 16 1.542791 1.551046 1.504413 1.511133 0.0179883 7.35501 0.04268484 6995 1.0275052 up 1.546919 1.507773 0.005837 0.004752 0.0391457 1.025963
1613702_aVvi.12805 Transcr ibed locus, weakly similar to NP_197747.1 XS domain-containing protein / XS zinc fin  6.46543 6.482771 6.294301 6.307599 16 2.692746 2.696611 2.654046 2.657091 0.0039326 15.89926 0.02848929 2288 1.0274798 up 2.694679 2.655569 0.002732 0.002153 0.0391099 1.014728
1613703_aVvi.7502 Transcr ibed locus, moderately similar to NP_191111.1 immunophilin, putative / FKBP-type pe 528.8679 485.1352 570.7123 557.1112 16 9.046763 8.922243 9.15662 9.121821 0.1390706 2.393315 0.18581471 12424 1.1132044 down 8.984503 9.139221 0.088049 0.024606 -0.154718 0.983071
1613704_at 4.817298 4.930837 4.645788 4.653681 12 2.268224 2.301832 2.215923 2.218372 0.0564429 4.028839 0.09052894 10350 1.0481757 up 2.285029 2.217148 0.023765 0.001732 0.0678807 1.030616
1613705_aVvi.3192 Transcr ibed locus, moderately similar to NP_173447.1 26S proteasome regulatory subunit S3 2710.529 2507.076 2962.242 3047.165 16 11.40436 11.29179 11.53247 11.57325 0.0758556 3.420913 0.11392757 11053 1.1525172 down 11.34807 11.55286 0.079598 0.028835 -0.204788 0.982274
1613706_aVvi.7974 Transcr ibed locus, weakly similar to NP_565504.1 ubiquitin fusion degradation UFD1 family p 867.6378 830.8084 814.6165 822.4067 16 9.760949 9.698372 9.669977 9.683708 0.24095 1.648857 0.29504734 13557 1.0372885 up 9.72966 9.676843 0.044249 0.009709 0.052817 1.005458
1613707_at 3.945835 4.233853 3.841228 3.763594 16 1.980331 2.081971 1.941567 1.912111 0.1874466 1.971437 0.23828392 13059 1.0749815 up 2.031151 1.926839 0.071871 0.020829 0.1043117 1.054136
1613708_aVvi.6645 Transcr ibed locus, moderately similar to NP_180450.2 ankyrin repeat family protein [Arabidop 39.98424 33.51191 157.8773 137.6148 16 5.32136 5.066602 7.30266 7.104491 0.006387 12.45266 0.03040008 3487 4.0266914 down 5.193981 7.203576 0.180141 0.140126 -2.0095949 0.721028
1613709_aVvi.8304 Transcr ibed locus 9.178071 9.248329 11.5868 10.95299 16 3.198191 3.209193 3.534411 3.453254 0.0193438 7.085273 0.04429592 7249 1.222759 down 3.203692 3.493832 0.007779 0.057387 -0.29014 0.916957
1613710_aVvi.12582 Transcr ibed locus, moderately similar to NP_200791.2 expressed protein [Arabidopsis thalian 306.5463 283.6939 371.6797 341.1693 16 8.259961 8.148191 8.537916 8.414344 0.082357 3.265538 0.12123518 11277 1.2075248 down 8.204077 8.47613 0.079033 0.087379 -0.272053 0.967904
1613711_aVvi.12194 Transcr ibed locus 5.375781 5.401964 5.096866 5.10282 16 2.426474 2.433484 2.34961 2.351295 0.0020482 22.06228 0.02556654 1329 1.0566715 up 2.429979 2.350452 0.004957 0.001191 0.0795269 1.033835
1613712_aVvi.317 Transcr ibed locus, weakly similar to NP_850283.1 expressed protein [Arabidopsis thaliana] 1630.264 1525.852 1075.085 1025.426 16 10.67089 10.5754 10.07023 10.00201 0.009845 10.00383 0.03375612 4841 1.5021436 up 10.62314 10.03612 0.067522 0.048244 0.587023 1.058491
1613713_aVvi.3526 Transcr ibed locus, strongly similar to NP_172965.1 hydroxyproline-rich glycoprotein family pr 486.1372 488.2443 366.8413 381.4955 16 8.92522 8.931459 8.519012 8.575522 0.0055186 13.40542 0.02965942 3088 1.3023083 up 8.928339 8.547268 0.004412 0.039959 0.381071 1.044584
1613714_aVvi.11497 Transcr ibed locus 8.189645 8.254368 8.428725 7.922362 16 3.033801 3.045158 3.075314 2.985931 0.8623092 0.196597 0.8814221 16241 1.0061579 up 3.039479 3.030623 0.008031 0.063204 0.0088568 1.002922
1613715_aVvi.4575 Transcr ibed locus, strongly similar to NP_851233.1 1-hydroxy-2-methyl-2-(E)-butenyl 4-dipho 422.6208 389.5545 305.7781 285.0308 16 8.72322 8.605681 8.256341 8.154974 0.0274401 5.911851 0.0539659 8440 1.3743912 up 8.664451 8.205658 0.083112 0.071677 0.458793 1.055912
1613716_aVvi.10096 Transcr ibed locus 5.038671 5.061893 4.886406 4.921012 16 2.333043 2.339677 2.288774 2.298955 0.0198359 6.994194 0.04481296 7347 1.0298939 up 2.33636 2.293864 0.004691 0.007199 0.0424957 1.018526
1613717_aVvi.7356 Transcr ibed locus, moderately similar to NP_193034.1 auxin-responsive protein, putative [Ara  1639.607 1729.932 3168.533 3179.793 16 10.67913 10.7565 11.6296 11.63472 0.0017928 23.58553 0.02511424 1183 1.8847079 down 10.71782 11.63216 0.054705 0.003619 -0.914341 0.921395
1613718_s_at 3338.732 3551.02 4491.853 4305.947 10 11.70508 11.79402 12.1331 12.07211 0.0225361 6.548202 0.04804731 7786 1.2772624 down 11.74955 12.10261 0.062885 0.043121 -0.353055 0.970828
1613719_aVvi.10271 Transcr ibed locus, weakly similar to NP_200857.1 fasci cl in-like arabinogalactan-protein (FLA 5.395853 5.479272 5.138641 5.138074 16 2.431851 2.453984 2.361387 2.361228 0.0178972 7.374231 0.04253444 6984 1.0581986 up 2.442918 2.361307 0.015651 1.12E-04 0.0816105 1.034562
1613720_aVvi.12729 Transcr ibed locus 52.95462 63.76635 37.91682 33.54634 16 5.726685 5.994724 5.244766 5.068083 0.0482193 4.387589 0.08026236 9973 1.6293312 up 5.860704 5.156425 0.189532 0.124934 0.7042799 1.136583
1613721_aVvi.10536 Transcr ibed locus, strongly similar to NP_911994.1 putative 60S ribosomal protein L44 [Oryz 692.8858 658.3931 728.1226 716.4036 16 9.436474 9.362805 9.508038 9.484629 0.1294575 2.501829 0.17533474 12257 1.0693202 down 9.399639 9.496333 0.052091 0.016553 -0.096694 0.989818
1613722_s_at 2132.608 2191.166 2669.805 2617.994 16 11.0584 11.09748 11.38252 11.35425 0.0068246 12.04283 0.03073394 3682 1.2230129 down 11.07794 11.36838 0.027633 0.019992 -0.290439 0.974452
1613723_aVvi.15620 Transcr ibed locus 3.765635 3.817667 3.745427 3.707089 16 1.912893 1.932691 1.90513 1.890287 0.1798232 2.027416 0.23009047 12974 1.0175387 up 1.922792 1.897709 0.013999 0.010496 0.0250835 1.013218
1613724_aVvi.4795 Transcr ibed locus, weakly similar to NP_568878.1 CBL-interacting protein kinase 10 (CIPK10 825.6074 796.1477 1055.561 1089.237 16 9.689312 9.636892 10.0438 10.0891 0.0072963 11.64292 0.03107765 3894 1.3225719 down 9.663102 10.06645 0.037066 0.032037 -0.403346 0.959932
1613725_at 3.211769 3.220233 3.118512 3.128658 16 1.683368 1.687165 1.640858 1.645544 0.0051 13.94916 0.02943507 2868 1.029587 up 1.685267 1.643201 0.002685 0.003314 0.0420657 1.0256
1613726_at 6.166547 6.18787 7.798338 6.10763 16 2.624463 2.629443 2.963167 2.610613 0.4600531 0.907213 0.5130517 14886 1.117238 down 2.626953 2.78689 0.003521 0.249293 -0.1599366 0.942611
1613727_aVvi.8196 Transcr ibed locus, weakly similar to NP_187332.1 drought-responsive family protein [Arabido  108.2705 110.1936 126.7455 134.8293 16 6.758496 6.783896 6.98579 7.07499 0.0305501 5.589353 0.05805115 8736 1.1968094 down 6.771196 7.03039 0.017961 0.063074 -0.2591936 0.963132
1613728_aVvi.11898 Transcr ibed locus, weakly similar to NP_568585.1 expressed protein [Arabidopsis thaliana] 273.4543 228.873 310.6535 305.7968 16 8.095156 7.838404 8.279162 8.25643 0.1445846 2.335665 0.19177061 12516 1.2320116 down 7.96678 8.267796 0.181551 0.016074 -0.3010163 0.963592
1613729_aVvi.9023 Transcr ibed locus, moderately similar to NP_178103.1 30S ribosomal protein S17, chloroplas 1212.108 1233.538 647.0076 684.6337 16 10.2433 10.26859 9.337639 9.419189 0.0023582 20.55606 0.02616672 1491 1.8372272 up 10.25594 9.378414 0.017878 0.057664 0.87753 1.093569
1613730_aVvi.6893 Transcr ibed locus, moderately similar to NP_180214.1 RED family protein [Arabidopsis thalia 719.8695 829.9202 909.8428 921.4805 16 9.491591 9.696829 9.829474 9.84781 0.1410283 2.37249 0.1878492 12463 1.1846267 down 9.59421 9.838642 0.145125 0.012966 -0.244432 0.975156
1613731_aVvi.3471 Transcr ibed locus, moderately similar to NP_201189.1 alpha-glucosidase, putative [Arabidop 1233.014 1338.142 1726.9 1837.821 16 10.26797 10.38602 10.75397 10.84378 0.0238208 6.362869 0.04972005 7953 1.3869165 down 10.32699 10.79888 0.083468 0.063506 -0.471881 0.956303
1613732_aVvi.11396 Transcr ibed locus, weakly similar to NP_200485.1 histone acetyltransferase family protein [Ar  100.4205 111.5261 387.4589 397.8466 16 6.64991 6.801237 8.597899 8.636068 0.0016978 24.23851 0.02493529 1127 3.709976 down 6.725574 8.616983 0.107004 0.026989 -1.8914095 0.780502
1613733_at 81.10421 75.48466 72.91847 72.08433 16 6.341705 6.238112 6.188212 6.171614 0.1709389 2.096848 0.22049005 12870 1.0792248 up 6.289908 6.179913 0.073252 0.011737 0.1099954 1.017799
1613734_at 53.95 56.80672 55.06692 54.86697 16 5.753551 5.82799 5.783114 5.777866 0.8087654 0.275532 0.8341901 16095 1.0071515 up 5.790771 5.78049 0.052636 0.003711 0.0102805 1.001778
1613735_aVvi.6206 Transcr ibed locus, strongly similar to NP_180832.1 26S proteasome regulatory subunit, puta 1370.056 1415.134 1449.078 1538.923 16 10.42002 10.46672 10.50092 10.58771 0.1770688 2.048436 0.2271263 12942 1.0724733 down 10.44337 10.54431 0.033024 0.061367 -0.1009415 0.990427
1613736_aVvi.9673 Transcr ibed locus, weakly similar to XP_473399.1 OSJNBa0079A21.10 [Oryza sativa (japonic 14.12844 22.39221 52.68921 46.90353 16 3.82053 4.484925 5.719436 5.551625 0.0494648 4.327711 0.08178281 10040 2.794912 down 4.152728 5.635531 0.469798 0.11866 -1.4828029 0.736883
1613737_at 1216.133 1235.303 1195.743 1408.116 16 10.24809 10.27065 10.22369 10.45955 0.5592927 0.694317 0.60562074 15331 1.0586711 down 10.25937 10.34162 0.015955 0.166777 -0.082254 0.992046
1613738_aVvi.3099 Transcr ibed locus, weakly similar to NP_201015.1 expressed protein [Arabidopsis thaliana] 1698.823 1641.037 1470.536 1385.482 16 10.73032 10.68039 10.52213 10.43617 0.0450386 4.551339 0.07640825 9785 1.169756 up 10.70536 10.47915 0.035304 0.060778 0.226208 1.021586
1613739_aVvi.546 Transcr ibed locus, weakly similar to NP_192749.2 RNA recognition motif (RRM)-containing 323.0102 298.7859 208.5961 193.5105 16 8.335436 8.222968 7.704568 7.596268 0.0150672 8.054393 0.03897482 6417 1.5462604 up 8.279202 7.650418 0.079527 0.07658 0.6287832 1.082189
1613740_aVvi.13487 Transcr ibed locus, moderately similar to NP_849746.1 zinc finger (C2H2 type) family protein 243.1636 257.7083 102.7011 103.9178 16 7.925783 8.009595 6.682307 6.699299 0.0011195 29.86277 0.0230302 803 2.423153 up 7.967689 6.690804 0.059264 0.012015 1.2768855 1.190842
1613741_aVvi.9745 Transcr ibed locus, moderately similar to XP_463904.1 putative serine/threonine protein kinase 47.13356 38.7142 42.22934 45.48124 16 5.558683 5.274791 5.400174 5.5072 0.8302655 0.243575 0.8530801 16157 1.0259427 down 5.416737 5.453687 0.200742 0.075679 -0.0369501 0.993225
1613742_aVvi.3828 Transcr ibed locus, moderately similar to NP_564001.1 molybdenum cofactor sulfurase (LOS5   4.576677 4.631106 4.370563 4.416543 16 2.1943 2.211357 2.127819 2.142918 0.0273412 5.922986 0.05387747 8424 1.0478704 up 2.202829 2.135368 0.012061 0.010676 0.0674603 1.031592
1613743_aVvi.15111 Transcr ibed locus 6.287173 6.327972 5.927105 5.937977 16 2.652412 2.661743 2.567328 2.569972 0.0029941 18.2344 0.02763074 1798 1.0632107 up 2.657077 2.56865 0.006599 0.001869 0.0884275 1.034426
1613744_at 7.000361 7.096363 6.664799 6.683096 16 2.807429 2.82708 2.736561 2.740517 0.0158273 7.854047 0.03989661 6585 1.0560774 up 2.817255 2.738539 0.013895 0.002797 0.0787155 1.028744
1613745_sVvi.11683 Transcr ibed locus, weakly similar to XP_468279.1 putative heat shock protein dnaJ [Oryza sat 398.3037 422.7999 345.8336 320.2531 16 8.637725 8.723831 8.433934 8.323069 0.0499137 4.306665 0.08237255 10059 1.2330887 up 8.680779 8.378502 0.060886 0.078394 0.3022765 1.036078
1613746_aVvi.8825 Transcr ibed locus, moderately similar to NP_182041.1 scarecrow transcr iption factor family p 145.7489 102.4511 199.5174 207.1945 16 7.187341 6.678792 7.64037 7.694841 0.1028468 2.872334 0.14515711 11761 1.6638663 down 6.933066 7.667606 0.359599 0.038517 -0.7345396 0.904202
1613747_at 4.715035 4.740655 4.527927 4.540538 16 2.237268 2.245086 2.178851 2.182863 0.0052638 13.72871 0.02950386 2954 1.0426973 up 2.241178 2.180857 0.005528 0.002837 0.0603204 1.027659
1613748_aVvi.3506 GO:000635AP1-like protein 5.254713 5.252034 5.009355 5.023598 16 2.393612 2.392876 2.324625 2.328721 9.76E-04 31.98958 0.02255868 712 1.0472249 up 2.393244 2.326673 5.20E-04 0.002897 0.0665712 1.028612
1613749_aVvi.1220 Transcr ibed locus, moderately similar to NP_683545.2 expressed protein [Arabidopsis thalian 206.8843 220.4593 179.1158 149.8548 16 7.69268 7.784369 7.484749 7.227422 0.1073948 2.799966 0.15062676 11836 1.3035439 up 7.738524 7.356085 0.064834 0.181958 0.3824391 1.051989
1613750_aVvi.12437 Transcr ibed locus 80.82328 124.1644 287.2636 233.8399 16 6.336699 6.956108 8.166231 7.869377 0.0573698 3.993188 0.09162603 10394 2.5872166 down 6.646403 8.017804 0.437989 0.209907 -1.3714007 0.828956
1613751_at 11.64458 12.11262 10.68711 10.8667 16 3.541587 3.598439 3.4178 3.441842 0.0452047 4.542375 0.07660937 9795 1.1020519 up 3.570013 3.429821 0.0402 0.017 0.140192 1.040874
1613752_at 7.159564 9.143225 5.860065 6.07326 16 2.839872 3.192703 2.550917 2.602471 0.1325591 2.465623 0.17873356 12312 1.3562219 up 3.016287 2.576694 0.249489 0.036454 0.4395933 1.170604
1613753_aVvi.15334 Transcr ibed locus 3.583131 3.595057 3.465395 3.482571 16 1.841221 1.846015 1.79302 1.800153 0.0082447 10.94493 0.03173645 4312 1.0331368 up 1.843618 1.796586 0.00339 0.005044 0.0470313 1.026178
1613754_aVvi.7789 Transcr ibed locus, moderately similar to NP_916440.1 putative dehydration-responsive protei 6385.965 6432.28 5239.717 4784.753 16 12.64069 12.65111 12.35527 12.22423 0.0324139 5.418416 0.06047141 8898 1.2800052 up 12.6459 12.28975 0.007371 0.092663 0.35615 1.028979
1613755_aVvi.3385 Transcr ibed locus, weakly similar to NP_180964.1 expressed protein [Arabidopsis thaliana] 72.03864 72.84274 289.5469 332.4648 16 6.170699 6.186713 8.177653 8.377058 0.0022638 20.98159 0.02600991 1444 4.283081 down 6.178706 8.277355 0.011324 0.141 -2.098649 0.746459
1613756_at 263.7773 247.0673 576.2692 442.086 16 8.043177 7.94876 9.170599 8.788183 0.0378456 4.993275 0.06724236 9343 1.9771506 down 7.995968 8.979391 0.066763 0.270409 -0.9834227 0.89048
1613757_at 5.751514 5.825224 5.534885 5.499181 16 2.523942 2.542314 2.468553 2.459217 0.0214352 6.719942 0.0466815 7622 1.0491658 up 2.533128 2.463885 0.012991 0.006602 0.0692428 1.028103
1613758_aVvi.2449 Transcr ibed locus, moderately similar to NP_568201.1 expressed protein [Arabidopsis thalian 706.7889 675.9953 696.6537 637.4401 16 9.465136 9.400869 9.444298 9.316146 0.5381889 0.73632 0.58659476 15231 1.0372618 up 9.433002 9.380222 0.045443 0.090617 0.05278 1.005627
1613759_sVvi.10768 Transcr ibed locus, weakly similar to NP_179571.1 zinc finger (CCCH-type) family protein [Ar 1070.844 1161.788 1987.423 1573.393 16 10.06453 10.18213 10.95668 10.61966 0.0651046 3.725146 0.10104396 10696 1.5853953 down 10.12333 10.78817 0.083155 0.238309 -0.664843 0.938373
1613760_at 4.740719 4.767611 4.630927 5.207645 16 2.245106 2.253267 2.211301 2.380631 0.6364589 0.551886 0.6774694 15596 1.0329567 down 2.249186 2.295966 0.00577 0.119735 -0.0467798 0.979625
1613761_aVvi.1461 Transcr ibed locus, strongly similar to NP_193962.1 expressed protein [Arabidopsis thaliana] 1787.843 1701.697 1803.448 1738.466 16 10.80401 10.73276 10.81654 10.7636 0.6733926 0.488692 0.71108407 15721 1.0151476 down 10.76838 10.79007 0.050379 0.037436 -0.02169 0.99799
1613762_aVvi.1954 Transcr ibed locus, moderately similar to XP_478906.1 putative WRKY transcr iption factor 20    365.4649 368.1522 308.3942 299.7378 16 8.513589 8.524159 8.268632 8.227557 0.0060776 12.76873 0.03013007 3347 1.2064588 up 8.518873 8.248095 0.007474 0.029044 0.270778 1.032829
1613763_aVvi.2081 Transcr ibed locus, moderately similar to NP_191473.2 ABC transporter family protein [Arabid 1980.903 2050.869 519.2593 521.8608 16 10.95194 11.00202 9.020311 9.027521 1.68E-04 77.20573 0.0168302 162 3.8719623 up 10.97698 9.023916 0.03541 0.005098 1.953065 1.216432
1613764_aVvi.12850 Transcr ibed locus, moderately similar to NP_198545.1 armadillo/beta-catenin repeat family pr 397.3856 398.2818 363.2517 421.468 16 8.634396 8.637646 8.504826 8.719279 0.8438971 0.223502 0.86471516 16201 1.0167519 up 8.636021 8.612053 0.002298 0.151642 0.023968 1.002783
1613765_aVvi.6720 Transcr ibed locus, strongly similar to NP_566911.1 cell division control protein 2 homolog A 1116.243 1142.497 1754.743 1648.797 16 10.12444 10.15798 10.77704 10.6872 0.0065206 12.32323 0.03048215 3547 1.5062025 down 10.14121 10.73212 0.023716 0.063531 -0.5909155 0.94494
1613766_aVvi.9628 Transcr ibed locus, weakly similar to NP_196472.1 expressed protein [Arabidopsis thaliana] 355.2295 333.5038 468.2505 493.902 16 8.472608 8.381559 8.871137 8.948081 0.0149175 8.095614 0.03885992 6368 1.3971868 down 8.427084 8.909609 0.064381 0.054408 -0.482525 0.945842
1613767_aVvi.1129 Transcr ibed locus, weakly similar to NP_200566.1 calmodulin-binding protein [Arabidopsis th 408.3991 449.7837 553.845 554.1812 16 8.673836 8.813087 9.113338 9.114214 0.0335816 5.318531 0.06189179 9007 1.2926347 down 8.743462 9.113776 0.098466 6.19E-04 -0.370314 0.959368
1613768_aVvi.13749 Transcr ibed locus, moderately similar to NP_917745.1 putative uroporphyrinogen decarboxyla 560.8187 598.5696 562.6226 547.8703 16 9.131391 9.225375 9.136024 9.097691 0.3491676 1.212316 0.40526292 14303 1.0435685 up 9.178383 9.116858 0.066457 0.027105 0.061525 1.006748
1613769_aVvi.3345 Transcr ibed locus, moderately similar to NP_849681.1 serine/threonine protein phosphatase 960.4782 880.5807 1050.131 968.0327 16 9.907609 9.782311 10.03635 9.918912 0.2623382 1.545108 0.31751397 13716 1.0963225 down 9.84496 9.977633 0.088599 0.083043 -0.1326725 0.986703
1613770_sVvi.7525 Transcr ibed locus, weakly similar to NP_564075.1 expressed protein [Arabidopsis thaliana] 172.5694 238.5992 193.0892 208.4939 16 7.431033 7.898446 7.593123 7.703861 0.952222 0.067645 0.95938766 16477 1.0113251 up 7.664739 7.648492 0.330511 0.078303 0.0162467 1.002124
1613771_aVvi.9545 Transcr ibed locus 12.79875 12.2172 14.5296 12.52187 16 3.677931 3.610842 3.860923 3.646378 0.4335228 0.972141 0.48831975 14738 1.0786778 down 3.644386 3.75365 0.047439 0.151707 -0.1092639 0.970891
1613772_sVvi.7467 Transcr ibed locus, weakly similar to NP_564126.1 cysteine endopeptidase, papain-type (XCP  11661.97 11824.87 6608.92 5897.74 16 13.50952 13.52954 12.6902 12.52595 0.008139 11.01672 0.03164294 4267 1.880943 up 13.51953 12.60807 0.014151 0.116145 0.911456 1.072291
1613773_sVvi.7880 Transcr ibed locus, moderately similar to NP_180615.1 photosystem II reaction center W (Psb 1104.78 969.4992 13.84999 18.03916 16 10.10954 9.921096 3.791813 4.17306 0.00124 28.37142 0.02331889 881 65.475494 up 10.01532 3.982437 0.133252 0.269583 6.0328833 2.514872
1613774_sVvi.15435 Transcr ibed locus 519.9975 544.9464 475.836 437.6075 16 9.022361 9.089971 8.894321 8.773494 0.0848516 3.21052 0.12412595 11348 1.1665584 up 9.056166 8.833907 0.047807 0.085437 0.222259 1.02516
1613775_aVvi.4082 Transcr ibed locus, weakly similar to NP_178029.2 pentatricopeptide (PPR) repeat-containing 7.840354 7.952795 7.560267 7.298993 16 2.970919 2.991462 2.918437 2.867698 0.0844303 3.219646 0.12359644 11339 1.0629861 up 2.98119 2.893067 0.014526 0.035878 0.0881228 1.03046
1613776_aVvi.1321 Transcr ibed locus, moderately similar to NP_173414.1 transcr iption factor MONOPTEROS ( 1507.417 1566.017 2426.68 2498.143 16 10.55786 10.61288 11.24477 11.28664 0.0025722 19.67924 0.0266497 1601 1.6025065 down 10.58537 11.2657 0.038906 0.029608 -0.68033 0.939611
1613777_aVvi.10912 Transcr ibed locus, weakly similar to NP_565193.1 expressed protein [Arabidopsis thaliana] 83.51691 78.95564 80.20298 81.44547 16 6.383997 6.30297 6.325584 6.347763 0.8861043 0.162128 0.9023625 16301 1.0047313 up 6.343483 6.336673 0.057294 0.015683 0.0068097 1.001075
1613778_aVvi.12219 Transcr ibed locus 37.18248 38.02346 35.12807 48.42338 16 5.216551 5.248818 5.134553 5.597632 0.623478 0.574782 0.6651008 15562 1.0968814 down 5.232685 5.366092 0.022816 0.327447 -0.1334074 0.975139
1613779_s_at 3.826291 3.841487 3.713348 3.734406 16 1.935947 1.941665 1.892721 1.900879 0.0137724 8.432813 0.03764673 6071 1.0295445 up 1.938806 1.8968 0.004043 0.005769 0.0420061 1.022146
1613780_x_at 6.761833 6.974003 6.248954 6.220819 16 2.757414 2.801987 2.643615 2.637105 0.0251455 6.186674 0.05139933 8121 1.101402 up 2.779701 2.64036 0.031518 0.004603 0.1393412 1.052774
1613781_aVvi.15943 Transcr ibed locus 445.5381 605.0984 267.2127 325.375 16 8.799405 9.241026 8.061845 8.34596 0.0897444 3.109059 0.12992121 11467 1.760901 up 9.020216 8.203902 0.312273 0.2009 0.816314 1.099503
1613782_aVvi.7123 Transcr ibed locus, moderately similar to XP_470335.1 putative ferredoxin [Oryza sativa (japon  3280.231 2969.778 4078.975 4768.385 16 11.67958 11.53614 11.99399 12.21929 0.0647945 3.734991 0.10069437 10682 1.4130156 down 11.60786 12.10664 0.101429 0.159308 -0.498777 0.958801
1613783_aVvi.8567 Transcr ibed locus, weakly similar to NP_179571.1 zinc finger (CCCH-type) family protein [Ar 5003.034 5198.992 4498.788 4446.39 16 12.28859 12.34402 12.13532 12.11842 0.0226047 6.537909 0.04813798 7795 1.1403148 up 12.3163 12.12687 0.039195 0.011951 0.189432 1.015621
1613784_aVvi.4200 Transcr ibed locus, weakly similar to NP_188600.1 expressed protein [Arabidopsis thaliana] 4.015669 4.028949 3.896164 3.912631 16 2.005641 2.010404 1.962054 1.968139 0.0080045 11.10998 0.03158401 4201 1.0302006 up 2.008022 1.965097 0.003368 0.004303 0.0429253 1.021844
1613785_aVvi.7081 Transcr ibed locus, weakly similar to NP_174978.1 glutamate receptor family protein (GLR3.3 73.31584 85.68456 97.5966 101.3478 16 6.196054 6.420963 6.608759 6.663171 0.105458 2.830244 0.14831121 11804 1.2547991 down 6.308508 6.635965 0.159035 0.038475 -0.3274566 0.950654
1613786_aVvi.15840 Transcr ibed locus 41.87266 40.23489 49.57734 48.0529 16 5.387937 5.330375 5.631609 5.586552 0.0207243 6.837964 0.04575005 7519 1.189145 down 5.359156 5.60908 0.040702 0.03186 -0.2499246 0.955443
1613787_aVvi.1176 Transcr ibed locus, moderately similar to NP_974828.1 expressed protein [Arabidopsis thalian 952.832 946.9316 996.2443 1041.577 16 9.896078 9.887116 9.960356 10.02455 0.0896011 3.111917 0.12979302 11460 1.0724101 down 9.891598 9.992455 0.006337 0.045395 -0.100857 0.989907
1613788_aVvi.14700 Transcr ibed locus 4.669264 4.695202 4.504056 4.518136 16 2.223195 2.231187 2.171225 2.175728 0.0072124 11.7112 0.03104278 3856 1.0379344 up 2.227191 2.173476 0.005651 0.003184 0.0537152 1.024714
1613789_aVvi.9216 Transcr ibed locus, moderately similar to NP_565969.1 rhodanese-like domain-containing pro 26.32088 24.89609 18.09185 18.45468 16 4.718136 4.637847 4.177268 4.205915 0.0075916 11.41167 0.03135112 4017 1.4009453 up 4.677992 4.191591 0.056772 0.020257 0.4864007 1.116042
1613790_aVvi.6648 Transcr ibed locus, moderately similar to NP_568688.1 glycosyl transferase family 8 protein [A 123.5435 132.4343 282.3114 318.4359 16 6.948875 7.049133 8.141144 8.314859 0.0065927 12.25499 0.03057452 3575 2.3440409 down 6.999004 8.228002 0.070893 0.122835 -1.228998 0.850632
1613791_at 5.272842 5.401164 5.355478 5.329251 16 2.398581 2.43327 2.421015 2.413933 0.9382643 0.087475 0.94750994 16439 1.001074 down 2.415926 2.417474 0.024529 0.005008 -0.0015485 0.999359
1613792_aVvi.12220 Transcr ibed locus, moderately similar to NP_917311.1 OSJNBb0006H05.27 [Oryza sativa (ja  101.3172 101.0425 127.8205 160.6678 16 6.662736 6.658818 6.997975 7.327937 0.0931151 3.043651 0.13381545 11551 1.4163513 down 6.660777 7.162956 0.00277 0.233318 -0.502179 0.929892
1613793_aVvi.11367 Transcr ibed locus, moderately similar to NP_187329.1 thioredoxin family protein [Arabidopsis 4.630816 4.657986 4.509474 4.467452 16 2.211266 2.219706 2.172959 2.159452 0.0251327 6.188307 0.05138588 8119 1.0347488 up 2.215486 2.166206 0.005968 0.009551 0.0492807 1.02275
1613794_x_at 8.217544 8.352473 7.981062 7.925252 16 3.038707 3.062203 2.996581 2.986457 0.044024 4.607182 0.07512457 9728 1.0416976 up 3.050455 2.991519 0.016614 0.007159 0.0589365 1.019701
1613795_aVvi.6681 Transcr ibed locus, moderately similar to NP_568775.1 UDP-N-acetylglucosamine pyrophosp 505.5378 567.2858 539.9054 590.4708 16 8.981675 9.147932 9.076563 9.205722 0.5437014 0.725201 0.5917872 15252 1.0543382 down 9.064804 9.141142 0.117561 0.091329 -0.076338 0.991649
1613796_aVvi.7341 Transcr ibed locus, moderately similar to NP_173828.1 pyruvate dehydrogenase E1 componen 1268.4 1167.171 1619.763 1590.924 16 10.30879 10.1888 10.66157 10.63565 0.0227678 6.513628 0.04832419 7821 1.3193349 down 10.2488 10.64861 0.084849 0.018327 -0.399811 0.962454
1613797_aVvi.8200 Transcr ibed locus, moderately similar to NP_178786.1 cytochrome c oxidase subunit II, putati  322.2 368.9771 444.1105 387.8492 16 8.331813 8.527388 8.794775 8.599352 0.1926737 1.934793 0.24384576 13117 1.2036898 down 8.4296 8.697063 0.138292 0.138185 -0.267463 0.969247
1613798_x_at 10.08343 9.98595 9.279832 9.566504 16 3.333915 3.3199 3.214099 3.257992 0.0586858 3.943985 0.09322568 10450 1.0650061 up 3.326907 3.236045 0.00991 0.031037 0.0908618 1.028078
1613799_aVvi.10414 Transcr ibed locus, weakly similar to NP_568679.1 ethylene-responsive element-binding facto 5.831013 5.899118 5.579948 5.689949 16 2.543747 2.560499 2.480252 2.508416 0.0718349 3.526958 0.10905298 10935 1.0408695 up 2.552123 2.494334 0.011846 0.019915 0.0577891 1.023168
1613800_aVvi.15893 Transcr ibed locus 29.54623 29.55454 28.60846 28.76223 16 4.884902 4.885308 4.83837 4.846104 0.0080608 11.07066 0.03159664 4232 1.0301602 up 4.885105 4.842237 2.87E-04 0.005469 0.0428685 1.008853
1613801_aVvi.10058 Transcr ibed locus, moderately similar to XP_468432.1 protein phosphatase [Oryza sativa (jap 4377.88 4101.988 4259.552 3840.509 16 12.09602 12.00211 12.05649 11.90708 0.525416 0.762503 0.5749757 15170 1.0477387 up 12.04906 11.98178 0.066404 0.105645 0.067279 1.005615
1613802_aVvi.5823 Transcr ibed locus 6.062771 6.113642 7.404469 6.679266 16 2.599977 2.612032 2.888396 2.73969 0.1081205 2.788819 0.15147851 11847 1.1551164 down 2.606005 2.814043 0.008524 0.105152 -0.2080383 0.926071
1613803_aVvi.9497 Transcr ibed locus, moderately similar to NP_175839.2 sodium proton exchanger, putative (NH 426.0434 439.0824 473.8193 410.6633 16 8.734857 8.778348 8.888193 8.681812 0.8129317 0.269309 0.8378107 16108 1.0198808 down 8.756602 8.785003 0.030753 0.145933 -0.028401 0.996767
1613804_aVvi.12078 Transcr ibed locus, weakly similar to NP_181646.1 basic helix-loop-helix (bHLH) family protei 1612.623 1674.463 2678.749 2882.876 16 10.65519 10.70948 11.38734 11.49329 0.0061106 12.73392 0.03013007 3364 1.6911204 down 10.68234 11.44032 0.038389 0.074918 -0.757979 0.933745
1613805_x_at 9.1063 9.239265 8.62335 8.600293 16 3.186865 3.207778 3.108248 3.104386 0.013379 8.558457 0.03727449 5958 1.0651114 up 3.197321 3.106317 0.014788 0.002731 0.0910044 1.029297
1613806_aVvi.15640 Transcr ibed locus 5.904166 5.979085 5.596144 5.568646 16 2.561733 2.579925 2.484433 2.477326 0.0115818 9.211164 0.03547655 5418 1.0643326 up 2.570829 2.48088 0.012863 0.005025 0.0899492 1.036257
1613807_aVvi.5708 Transcr ibed locus 1253.923 1310.178 1315.534 1322.475 16 10.29223 10.35555 10.36143 10.36902 0.324223 1.296548 0.3802451 14155 1.0290678 down 10.32389 10.36523 0.044769 0.005368 -0.041338 0.996012
1613808_aVvi.12633 Transcr ibed locus, weakly similar to NP_566566.1 protein phosphatase 2C family protein / PP 12.99175 8.787577 8.118152 6.653057 16 3.699523 3.135465 3.021151 2.734017 0.2301179 1.706051 0.28381374 13460 1.4538819 up 3.417494 2.877584 0.398849 0.203034 0.5399101 1.187626
1613809_aVvi.552 Transcr ibed locus, moderately similar to NP_564960.1 appr-1-p processi ng enzyme family pr 672.1694 645.9013 486.8543 450.5315 16 9.392681 9.33517 8.927346 8.815484 0.0159173 7.831275 0.04001593 6602 1.4068912 up 9.363926 8.871415 0.040667 0.079099 0.492511 1.055517
1613810_aVvi.14410 Transcr ibed locus 3.952941 3.987046 3.827948 3.843734 16 1.982926 1.99532 1.936571 1.942509 0.0186685 7.216023 0.0434507 7132 1.0349659 up 1.989123 1.93954 0.008764 0.004198 0.0495832 1.025564
1613811_aVvi.13176 Thaumatin-like protein 50846.66 51245.77 39724.9 38113.86 16 15.63387 15.64514 15.27776 15.21803 0.0059689 12.88554 0.03011482 3287 1.3118594 up 15.63951 15.24789 0.007976 0.042234 0.391613 1.025683
1613812_aVvi.11135 Transcr ibed locus 533.1019 475.4709 376.2087 477.0835 16 9.058268 8.893213 8.555389 8.898098 0.3206678 1.309186 0.3765932 14135 1.1883804 up 8.97574 8.726744 0.116711 0.242332 0.248996 1.028533
1613813_aVvi.944 Transcr ibed locus, weakly similar to NP_914881.1 auxin response factor 2 [Oryza sativa (japo 423.2252 405.4978 374.2089 365.0324 16 8.725282 8.66355 8.5477 8.511881 0.0439156 4.613262 0.07502433 9717 1.1208748 up 8.694416 8.529791 0.043651 0.025328 0.164625 1.0193
1613814_aVvi.15562 Transcr ibed locus 4.69212 4.702354 4.525743 4.529726 16 2.23024 2.233383 2.178155 2.179424 0.0010201 31.28501 0.02259248 747 1.037436 up 2.231812 2.178789 0.002222 8.97E-04 0.0530224 1.024336
1613815_aVvi.1852 Transcr ibed locus, moderately similar to XP_479271.1 putative RAB24 protein [Oryza sativa (j 13.50902 9.774141 6.844693 8.914289 16 3.755851 3.28897 2.774986 3.15612 0.2058742 1.847894 0.25803435 13245 1.4710618 up 3.522411 2.965553 0.330135 0.269502 0.5568578 1.187775
1613816_x_Vvi.8923 GO:000557Pathogenesis-related protein (PR1) 17.44582 13.6929 54.30978 38.76487 16 4.124809 3.775356 5.76314 5.276678 0.0345216 5.241767 0.06311985 9079 2.9686904 down 3.950082 5.519909 0.247101 0.343981 -1.5698267 0.715606
1613817_at 266.0718 262.3512 100.9881 93.37682 16 8.055672 8.035356 6.658042 6.544992 0.001578 25.14348 0.02483053 1050 2.7207341 up 8.045513 6.601517 0.014366 0.079938 1.443996 1.218737
1613818_aVvi.1833 Transcr ibed locus, moderately similar to NP_680194.1 DNAJ heat shock N-terminal domain- 405.2829 433.942 393.8439 376.9627 16 8.662786 8.761358 8.62148 8.558278 0.1721516 2.087086 0.22184744 12882 1.0883883 up 8.712072 8.589879 0.069701 0.04469 0.122193 1.014225
1613819_at 4.589218 4.65345 4.39444 4.406363 16 2.198248 2.218301 2.135679 2.139588 0.0202762 6.915497 0.04531645 7427 1.0501828 up 2.208274 2.137634 0.014179 0.002764 0.0706406 1.033046
1613820_aVvi.12031 Transcr ibed locus, weakly similar to NP_178156.1 zinc finger (C3HC4-type RING finger) fam 106.4466 117.3651 112.9028 100.703 16 6.733986 6.874859 6.818938 6.653964 0.5948815 0.62665 0.638659 15463 1.048242 up 6.804423 6.736451 0.099612 0.116655 0.067972 1.01009
1613821_aVvi.6942 GO:000650Papain-like cysteine proteinase (PCP) 10577.17 11060.58 6088.322 5557.792 16 13.36867 13.43314 12.57183 12.4403 0.0066328 12.21753 0.03064144 3591 1.859404 up 13.4009 12.50606 0.04559 0.093008 0.8948405 1.071553
1613822_at 83.02934 88.92716 82.21621 68.73638 16 6.37555 6.474553 6.361351 6.103002 0.2979331 1.394266 0.35358396 13988 1.1430396 up 6.425051 6.232176 0.070006 0.18268 0.192875 1.030948
1613823_aVvi.14563 Transcr ibed locus 393.29 356.2856 352.688 365.8533 16 8.61945 8.476891 8.462249 8.515121 0.5158824 0.78245 0.56584823 15135 1.0420933 up 8.54817 8.488686 0.100804 0.037387 0.059484 1.007007
1613824_aVvi.7197 Transcr ibed locus, strongly similar to NP_201538.1 expressed protein [Arabidopsis thaliana] 5.739104 5.749251 5.361052 5.244981 16 2.520826 2.523374 2.422516 2.390938 0.0183342 7.283372 0.04310782 7060 1.0832552 up 2.5221 2.406727 0.001802 0.022329 0.1153732 1.047938
1613825_aVvi.8908 Transcr ibed locus, moderately similar to NP_568492.1 expressed protein [Arabidopsis thalian 5.140272 6.073638 4.93504 4.917843 16 2.361845 2.602561 2.303062 2.298026 0.2703502 1.508992 0.32569143 13780 1.1341876 up 2.482203 2.300544 0.170212 0.003561 0.1816592 1.078964
1613826_aVvi.1348 Transcr ibed locus, moderately similar to NP_564691.1 expressed protein [Arabidopsis thalian 562.7036 578.1235 53.91157 40.38347 16 9.136231 9.175234 5.752523 5.335693 0.0033424 17.25364 0.02783547 1982 12.223836 up 9.155733 5.544108 0.027579 0.294743 3.611625 1.651435
1613827_sVvi.13005 Transcr ibed locus 519.5793 520.3541 1144.591 964.9947 16 9.0212 9.02335 10.16062 9.914377 0.0143917 8.24549 0.03837017 6226 2.0212133 down 9.022275 10.0375 0.00152 0.174118 -1.015222 0.898857
1613828_aVvi.14672 Transcr ibed locus 6.677494 6.783461 6.2742 6.265034 16 2.739307 2.762022 2.649432 2.647322 0.0122078 8.967621 0.0360821 5616 1.073474 up 2.750664 2.648377 0.016062 0.001491 0.1022872 1.038623
1613829_aVvi.10277 Transcr ibed locus, weakly similar to XP_479238.1 putative transmembrane protein [Oryza sati 1817.928 2054.837 2528.367 2272.56 16 10.82808 11.00481 11.30399 11.1501 0.1177034 2.650886 0.1623421 12036 1.240226 down 10.91644 11.22705 0.124966 0.108815 -0.310603 0.972334
1613830_at 213.4899 192.2085 203.0208 164.1987 16 7.738024 7.586528 7.665484 7.359299 0.4727584 0.877508 0.52506924 14947 1.1094809 up 7.662276 7.512392 0.107123 0.216505 0.1498847 1.019952
1613831_aVvi.70 Transcr ibed locus, moderately similar to NP_195510.1 mannitol dehydrogenase, putative [Ara 287.1111 243.912 367.3745 451.5079 16 8.165465 7.930217 8.521108 8.818607 0.0817167 3.280047 0.12051701 11256 1.5390242 down 8.047841 8.669857 0.166346 0.210364 -0.622016 0.928255
1613832_aVvi.2288 Transcr ibed locus, weakly similar to NP_201531.1 myb family transcr iption factor [Arabidopsis 523.4234 630.2498 335.6769 399.6339 16 9.031835 9.29978 8.390929 8.642535 0.0716585 3.531806 0.10886484 10927 1.568163 up 9.165808 8.516732 0.189466 0.177912 0.649076 1.076212
1613833_aVvi.9434 Transcr ibed locus, moderately similar to XP_468492.1 putative dTDP-4-dehydrorhamnose red 211.017 212.8306 328.5396 328.3602 16 7.721215 7.733562 8.359923 8.359136 9.57E-05 102.1942 0.0161524 97 1.5498635 down 7.727388 8.35953 0.00873 5.57E-04 -0.6321411 0.924381
1613834_aVvi.7520 Transcr ibed locus, moderately similar to NP_566328.1 expressed protein [Arabidopsis thalian 43.53492 65.99339 1075.294 1258.623 16 5.444101 6.04425 10.07052 10.29763 0.0051815 13.83826 0.02949601 2914 21.70412 down 5.744175 10.18407 0.424369 0.160594 -4.4398971 0.564035
1613835_aVvi.5358 Transcr ibed locus, moderately similar to NP_181956.1 expressed protein [Arabidopsis thalian 231.5179 218.8725 247.1536 256.3402 16 7.85498 7.773947 7.949264 8.001916 0.0793686 3.334682 0.11792351 11173 1.1181597 down 7.814464 7.97559 0.057299 0.037231 -0.1611262 0.979798
1613836_aVvi.4694 Transcr ibed locus 3.977205 3.994613 3.826262 3.840485 16 1.991755 1.998056 1.935935 1.941288 0.0053492 13.61788 0.02952353 3007 1.039791 up 1.994905 1.938612 0.004455 0.003785 0.0562935 1.029038
1613837_aVvi.16018 Transcr ibed locus 359.1174 571.4852 289.3378 238.2905 16 8.488312 9.158572 8.176611 7.896577 0.1626262 2.166409 0.21170531 12751 1.725301 up 8.823442 8.036594 0.473946 0.198014 0.786848 1.097908
1613838_at 26.6833 26.79938 25.98238 26.17033 16 4.737865 4.744128 4.699462 4.70986 0.0267857 5.986659 0.0532598 8348 1.0255053 up 4.740996 4.704661 0.004428 0.007353 0.036335 1.007723
1613839_aVvi.14954 Transcr ibed locus 3.186069 3.198906 3.093384 3.111078 16 1.671778 1.677578 1.629186 1.637415 0.0144803 8.219666 0.03843299 6254 1.029096 up 1.674678 1.6333 0.004102 0.005819 0.0413777 1.025334
1613840_aVvi.3330 Transcr ibed locus, moderately similar to NP_173005.1 ABC transporter family protein [Arabid 5046.55 5375.813 5439.265 5241.065 16 12.30108 12.39227 12.4092 12.35564 0.568709 0.676046 0.61437446 15367 1.0250865 down 12.34667 12.38242 0.064479 0.037867 -0.035746 0.997113
1613841_sVvi.2452 Transcr ibed locus, moderately similar to NP_564615.3 peroxisomal membrane protein-related 2509.684 2231.142 791.8601 713.3532 16 11.29329 11.12357 9.629102 9.478473 0.0046693 14.58312 0.02929417 2645 3.1484487 up 11.20843 9.553787 0.120013 0.106511 1.654641 1.173192
1613842_aVvi.11680 Transcr ibed locus, weakly similar to XP_507264.1 PREDICTED P0104B02.35 gene product [    5.063596 5.035586 4.822918 4.841419 16 2.340162 2.33216 2.269906 2.27543 0.0058124 13.05934 0.03002726 3212 1.0449928 up 2.336161 2.272668 0.005659 0.003906 0.063493 1.027938
1613843_aVvi.11021 Transcr ibed locus, moderately similar to NP_567468.1 photosystem II reaction center PsbP fa 5.790724 6.041556 5.872288 5.279481 16 2.533744 2.59492 2.553923 2.400396 0.4020786 1.054936 0.4575577 14588 1.0622863 up 2.564332 2.47716 0.043258 0.10856 0.0871725 1.035191
1613844_aVvi.8160 Transcr ibed locus, weakly similar to NP_566732.1 dienelactone hydrolase family protein [Arab 4.379187 4.560875 4.284042 4.306159 16 2.130663 2.189311 2.098973 2.106401 0.1921298 1.938544 0.24328686 13110 1.0405165 up 2.159987 2.102687 0.04147 0.005253 0.0572997 1.027251
1613845_aVvi.638 Transcr ibed locus 4946.698 4783.273 4133.282 4305.324 16 12.27225 12.22378 12.01307 12.07191 0.0327117 5.39244 0.06083068 8923 1.1531069 up 12.24802 12.04249 0.034272 0.041603 0.205526 1.017067
1613846_aVvi.1962 Transcr ibed locus, moderately similar to NP_568202.1 calcium-binding EF hand family protei 519.9177 469.8625 726.0842 797.976 16 9.02214 8.876095 9.503993 9.640202 0.0247407 6.239024 0.05089027 8068 1.5400531 down 8.949118 9.572098 0.103269 0.096314 -0.62298 0.934917
1613847_sVvi.7484 Transcr ibed locus, weakly similar to NP_005033.1 proline-rich protein HaeIII subfamily 2; par 9575.93 9943.908 8837.063 9302.206 16 13.2252 13.2796 13.10935 13.18336 0.147234 2.309035 0.19474016 12551 1.0762714 up 13.2524 13.14636 0.038468 0.05233 0.106042 1.008066
1613848_at 3.828758 3.844682 3.730353 3.746771 16 1.936876 1.942864 1.899312 1.905648 0.0133187 8.578212 0.03722824 5937 1.0262557 up 1.93987 1.90248 0.004234 0.00448 0.0373902 1.019653
1613849_at 3.510121 3.528404 3.406009 3.414084 16 1.811521 1.819016 1.768082 1.771499 0.0081015 11.04246 0.03164294 4248 1.032025 up 1.815268 1.76979 0.0053 0.002416 0.0454779 1.025697
1613850_aVvi.14983 Transcr ibed locus 11.73493 11.86885 11.65001 11.18396 16 3.552738 3.569109 3.54226 3.483359 0.2561346 1.574051 0.31079862 13681 1.0339123 up 3.560923 3.512809 0.011576 0.041649 0.0481137 1.013697
1613851_at 116.5376 126.3899 68.81456 69.43425 16 6.864652 6.981737 6.104642 6.117576 0.0052191 13.78786 0.02950386 2933 1.7557472 up 6.923194 6.111109 0.082792 0.009146 0.812085 1.132887
1613852_x_at 21.16434 21.5801 17.09694 15.21176 16 4.403564 4.43163 4.095666 3.927115 0.0415028 4.754511 0.07199238 9569 1.3251967 up 4.417597 4.01139 0.019846 0.119184 0.406207 1.101263
1613853_s_at 52.27948 37.70313 18.60391 57.59634 16 5.708173 5.236612 4.217534 5.847906 0.6559963 0.518116 0.6948798 15672 1.3562968 up 5.472393 5.03272 0.333444 1.152847 0.439673 1.087363
1613854_aVvi.12106 Transcr ibed locus 5.039029 5.062913 4.801054 4.833976 16 2.333146 2.339968 2.263351 2.27321 0.0076205 11.38976 0.03135112 4026 1.048463 up 2.336557 2.268281 0.004824 0.006971 0.068276 1.0301
1613855_aVvi.5554 Transcr ibed locus, moderately similar to NP_175929.2 acyl-activating enzyme 18 (AAE18) [A 654.169 650.2121 665.4138 645.4309 16 9.353519 9.344767 9.378108 9.334119 0.7853396 0.310821 0.8127545 16041 1.0048432 down 9.349143 9.356113 0.006189 0.031105 -0.00697 0.999255
1613856_aVvi.7996 Transcr ibed locus, weakly similar to NP_177974.1 protein kinase family protein [Arabidopsis t 534.6523 553.0895 1229.194 1170.372 16 9.062457 9.111369 10.2635 10.19275 0.0014169 26.53768 0.02409896 974 2.2056618 down 9.086913 10.22813 0.034586 0.050024 -1.141212 0.888424
1613857_at 4.6069 4.625987 4.436397 4.48776 16 2.203796 2.209761 2.149388 2.165996 0.0308215 5.563515 0.05837311 8765 1.0346098 up 2.206779 2.157692 0.004218 0.011743 0.0490868 1.02275
1613858_aVvi.7605 Transcr ibed locus, weakly similar to XP_472644.1 OSJNBa0027P08.9 [Oryza sativa (japonica 32.00594 34.41435 20.53211 19.12476 16 5.000268 5.104939 4.35981 4.25737 0.0095488 10.16011 0.03342509 4741 1.6748284 up 5.052603 4.30859 0.074013 0.072436 0.7440132 1.172681
1613859_aVvi.15051 Transcr ibed locus 5.026666 4.965713 4.739085 4.745884 16 2.329602 2.312001 2.244608 2.246677 0.0136168 8.481885 0.03753936 6018 1.0534768 up 2.320801 2.245643 0.012446 0.001463 0.0751586 1.033469
1613860_sVvi.7235 GO:000641Cultivar Riesling cyc07 17323.82 17869.79 20069.29 20291.85 16 14.08047 14.12524 14.2927 14.30861 0.0141175 8.326923 0.03812385 6146 1.1469523 down 14.10285 14.30066 0.031655 0.011251 -0.197805 0.986168
1613861_aVvi.735 Transcr ibed locus, moderately similar to NP_851058.1 adaptin family protein [Arabidopsis tha 1347.945 1336.487 1415.775 1542.484 16 10.39655 10.38423 10.46738 10.59104 0.1550598 2.234088 0.20350224 12649 1.101004 down 10.39039 10.52921 0.008708 0.087443 -0.1388195 0.986816
1613862_aVvi.9929 Transcr ibed locus, moderately similar to NP_850178.1 glycosyl transferase family 48 protein 15.52567 15.47691 22.72818 14.87414 16 3.956584 3.952046 4.50641 3.894734 0.5052306 0.805167 0.55611205 15082 1.186126 down 3.954315 4.200572 0.003209 0.43252 -0.2462573 0.941375
1613863_aVvi.2482 Transcr ibed locus, strongly similar to NP_196554.1 RNA polymerase II 15.9 kDa subunit (RP 2063.483 1965.866 2087.297 2254.025 16 11.01087 10.94095 11.02742 11.13829 0.2442955 1.631862 0.2983944 13590 1.0769453 down 10.97591 11.08285 0.049439 0.078395 -0.106945 0.99035
1613864_at 6.937389 7.000706 6.980783 6.81163 16 2.794393 2.8075 2.803389 2.768 0.5037729 0.808313 0.554765 15075 1.010628 up 2.800947 2.785695 0.009268 0.025024 0.0152521 1.005475
1613865_aVvi.2691 Transcr ibed locus 4.207098 4.226625 5.250071 7.288257 16 2.072825 2.079506 2.392337 2.865574 0.1445542 2.335974 0.19174562 12515 1.4669195 down 2.076166 2.628955 0.004724 0.334629 -0.5527897 0.78973
1613866_sVvi.13460 Transcr ibed locus, strongly similar to NP_192996.1 expressed protein [Arabidopsis thaliana] 6060.867 6547.681 7187.339 7237.299 16 12.56531 12.67677 12.81124 12.82124 0.0732523 3.488618 0.11077929 10977 1.1448828 down 12.62104 12.81624 0.078814 0.007066 -0.1952 0.984769
1613867_aVvi.12902 Transcr ibed locus, moderately similar to NP_912361.1 fructose-1,6-bisphosphatase [Oryza s   3.427995 3.440784 3.328114 3.344457 16 1.777365 1.782737 1.734705 1.741772 0.0110821 9.420111 0.03504068 5248 1.0294064 up 1.780051 1.738239 0.003799 0.004997 0.0418126 1.024055
1613868_aVvi.8901 Transcr ibed locus 5.120452 5.117342 4.952329 4.965618 16 2.356271 2.355395 2.308107 2.311973 0.0018682 23.10359 0.02525701 1227 1.0322502 up 2.355833 2.310041 6.20E-04 0.002734 0.0457925 1.019823
1613869_aVvi.9923 Transcr ibed locus, moderately similar to NP_199103.1 sterol carrier protein 2 (SCP-2) family 895.7661 858.5572 546.2408 597.3917 16 9.806978 9.74577 9.093393 9.222533 0.0130895 8.654503 0.03699555 5873 1.5351845 up 9.776375 9.157963 0.04328 0.091316 0.618412 1.067527
1613870_at 3.376344 3.398831 3.27271 3.286871 16 1.755462 1.765039 1.710486 1.716715 0.0146641 8.16684 0.03871548 6286 1.0328637 up 1.76025 1.7136 0.006772 0.004405 0.0466499 1.027223
1613871_aVvi.8893 Transcr ibed locus, moderately similar to NP_191010.1 class IV chitinase (CHIV) [Arabidopsi 4108.403 4713.688 4913.597 4806.357 16 12.00436 12.20264 12.26256 12.23073 0.2900603 1.425614 0.3456986 13929 1.1043103 down 12.1035 12.24665 0.140205 0.022511 -0.143146 0.988311
1613872_aVvi.9457 Transcr ibed locus, moderately similar to NP_189850.1 ATPase, plasma membrane-type, puta      5.445565 5.497522 5.24181 5.112027 16 2.445082 2.458782 2.390065 2.353895 0.053826 4.134271 0.08731873 10233 1.0569824 up 2.451932 2.37198 0.009687 0.025576 0.0799513 1.033707
1613873_aVvi.12749 Transcr ibed locus, weakly similar to NP_197941.1 expressed protein [Arabidopsis thaliana] 616.3731 608.2425 434.4236 414.5253 16 9.26766 9.248503 8.762959 8.695316 0.0043873 15.04761 0.02920871 2492 1.4428726 up 9.258081 8.729137 0.013546 0.04783 0.528944 1.060595
1613874_aVvi.1575 Transcr ibed locus, strongly similar to NP_051101.1 ycf2 [Arabidopsis thaliana] 11.69854 11.22505 10.37777 11.46086 16 3.548256 3.48865 3.375425 3.518643 0.4543681 0.920784 0.5078376 14853 1.0507499 up 3.518453 3.447034 0.042148 0.101271 0.0714191 1.020719
1613875_aVvi.7276 Transcr ibed locus 5.217953 5.29496 5.029618 5.504861 16 2.383484 2.40462 2.330449 2.460706 0.9836499 0.023124 0.98638654 16554 1.0010581 down 2.394052 2.395577 0.014945 0.092106 -0.0015256 0.999363
1613876_at 9.779089 9.557998 9.081395 9.00399 16 3.2897 3.256709 3.182914 3.170564 0.0317591 5.476781 0.05953078 8856 1.0691506 up 3.273204 3.176739 0.023328 0.008732 0.0964651 1.030366
1613877_aVvi.2060 Transcr ibed locus, moderately similar to NP_568553.1 ADP-ribosylation factor, putative [Arab  140.0699 144.4613 178.309 161.2329 16 7.130004 7.17454 7.478236 7.333002 0.0793339 3.335507 0.11789304 11171 1.1919692 down 7.152272 7.405619 0.031491 0.102696 -0.253347 0.96579
1613878_at 4.718787 4.774801 4.551826 4.56908 16 2.238416 2.255441 2.186446 2.191904 0.0231293 6.460734 0.04877332 7872 1.0408438 up 2.246928 2.189175 0.012038 0.00386 0.0577535 1.026381
1613879_aVvi.15692 Transcr ibed locus 15.37886 16.6173 9.669484 9.110309 16 3.942876 4.054614 3.273439 3.1875 0.0083115 10.90032 0.03181278 4335 1.7032329 up 3.998745 3.23047 0.079011 0.060768 0.7682757 1.237822
1613880_at 2223.508 2391.901 1069.846 988.9382 16 11.11862 11.22394 10.06319 9.949737 0.0043863 15.0493 0.02920871 2491 2.242052 up 11.17128 10.00646 0.074472 0.080221 1.16482 1.116407
1613881_aVvi.7280 Transcr ibed locus, moderately similar to NP_190458.1 cytochrome b5 domain-containing pro 3103.973 3283.845 4870.873 4734.088 16 11.5999 11.68117 12.24997 12.20887 0.0059259 12.93256 0.03008822 3267 1.5040812 down 11.64054 12.22942 0.057467 0.029058 -0.588883 0.951847
1613882_aVvi.15202 Transcr ibed locus 5.21168 5.230259 5.05612 5.084435 16 2.381749 2.386883 2.338031 2.346088 0.0125382 8.846442 0.03649785 5701 1.029723 up 2.384316 2.342059 0.00363 0.005697 0.0422564 1.018042
1613883_aVvi.8406 Transcr ibed locus, weakly similar to NP_172692.1 disease resistance protein (CC-NBS-LRR 398.2734 345.0884 414.3598 446.8465 16 8.637615 8.430822 8.69474 8.803636 0.2071955 1.839605 0.25943583 13258 1.1606787 down 8.534219 8.749187 0.146225 0.077001 -0.214968 0.97543
1613884_at 70.47811 70.39805 60.53805 62.42765 16 6.139103 6.137464 5.91977 5.964113 0.0125296 8.849536 0.03649785 5698 1.1457891 up 6.138283 5.941942 0.001159 0.031355 0.1963416 1.033043
1613885_aVvi.15110 Transcr ibed locus 4.644316 4.66325 4.454286 4.475715 16 2.215466 2.221336 2.155194 2.162118 0.0057212 13.16391 0.02989742 3176 1.0422814 up 2.218401 2.158656 0.00415 0.004896 0.0597449 1.027677
1613886_aVvi.951 Transcr ibed locus, weakly similar to NP_849735.1 toprim domain-containing protein [Arabido 471.2352 462.7655 423.4564 449.4276 16 8.880303 8.854137 8.726069 8.811945 0.1601556 2.188025 0.20903327 12719 1.0704468 up 8.86722 8.769007 0.018502 0.060723 0.098213 1.0112
1613887_aVvi.12441 Transcr ibed locus, weakly similar to NP_186796.1 homeobox-leucine zipper protein 5 (HAT5) 4.111617 4.141421 4.342959 4.706352 16 2.039706 2.050126 2.118678 2.234609 0.1519322 2.263403 0.20015693 12601 1.0956054 down 2.044916 2.176644 0.007368 0.081975 -0.1317281 0.939481
1613888_at 4.706548 4.683008 4.508315 4.517207 16 2.234669 2.227435 2.172588 2.175431 0.0046093 14.67834 0.02926091 2607 1.040331 up 2.231052 2.17401 0.005115 0.00201 0.0570426 1.026238
1613889_aVvi.8263 Transcr ibed locus, moderately similar to NP_569028.1 expressed protein [Arabidopsis thalian 20.33208 22.88679 21.66952 22.38295 16 4.345686 4.516443 4.437595 4.484328 0.7677065 0.337751 0.79695916 15991 1.0209394 down 4.431065 4.460962 0.120744 0.033045 -0.0298974 0.993298
1613890_at 5.782424 5.850355 5.484657 5.51462 16 2.531674 2.548524 2.455401 2.463262 0.0129907 8.68801 0.03690187 5842 1.0575806 up 2.540099 2.459332 0.011915 0.005558 0.0807676 1.032841
1613891_aVvi.1088 Transcr ibed locus, moderately similar to NP_172724.2 membrane bound O-acyl transferase ( 570.5396 692.4023 1012.374 978.603 16 9.156183 9.435467 9.983526 9.93458 0.0427815 4.678195 0.07351055 9661 1.583622 down 9.295825 9.959053 0.197483 0.03461 -0.663228 0.933405
1613892_aVvi.15117 Transcr ibed locus 8.900187 9.020687 8.210264 8.125532 16 3.153836 3.173237 3.037429 3.022462 0.0083061 10.90395 0.03181278 4333 1.097021 up 3.163537 3.029945 0.013719 0.010583 0.1335911 1.04409
1613893_aVvi.9202 Transcr ibed locus 167.0354 175.8249 225.3251 207.0735 16 7.38401 7.457995 7.815865 7.693999 0.0426725 4.684568 0.07338402 9653 1.2604414 down 7.421003 7.754932 0.052315 0.086172 -0.333929 0.95694
1613894_aVvi.3406 Transcr ibed locus, moderately similar to NP_565358.1 PRLI-interacting factor, putative [Arab 76.96026 73.18223 94.78802 90.89327 16 6.266042 6.193421 6.566633 6.506102 0.0229495 6.486893 0.04855451 7846 1.2368202 down 6.229732 6.536367 0.051351 0.042802 -0.3066358 0.953088
1613895_aVvi.12376 Transcr ibed locus, moderately similar to XP_468503.1 putative plicing factor 3B subunit 2 [Or 674.1625 772.2766 786.8234 781.8481 16 9.396953 9.592974 9.619896 9.610744 0.3447605 1.226665 0.4008483 14278 1.0870042 down 9.494963 9.61532 0.138608 0.006471 -0.120357 0.987483
1613896_aVvi.2380 Transcr ibed locus, weakly similar to NP_201074.1 proton-dependent oligopeptide transport (P 429.4918 507.6381 1940.982 1661.313 16 8.746487 8.987657 10.92257 10.69811 0.0071095 11.79653 0.03092787 3814 3.8457575 down 8.867071 10.81034 0.170533 0.15872 -1.943268 0.82024
1613897_at 4.728771 4.751261 4.589038 4.499575 16 2.241465 2.24831 2.198192 2.169789 0.0530087 4.168746 0.08630758 10195 1.0431144 up 2.244888 2.183991 0.00484 0.020084 0.0608973 1.027884
1613898_x_at 19.44983 24.57538 19.8773 24.24355 8 4.281686 4.619142 4.31305 4.599529 0.9812313 0.026547 0.9842549 16550 1.004081 down 4.450414 4.456289 0.238617 0.202571 -0.0058756 0.998682
1613899_aVvi.397 Transcr ibed locus 433.2601 404.7327 399.9804 349.9028 16 8.759089 8.660826 8.643785 8.45081 0.2718772 1.502263 0.32734594 13787 1.119348 up 8.709957 8.547298 0.069483 0.136454 0.162659 1.01903
1613900_aVvi.3203 Transcr ibed locus, moderately similar to NP_195511.1 mannitol dehydrogenase, putative (ELI 233.6114 199.9753 191.4699 189.0427 16 7.867967 7.643677 7.580974 7.562568 0.2435364 1.635692 0.29757795 13586 1.1360694 up 7.755822 7.571771 0.158597 0.013015 0.184051 1.024308
1613901_aVvi.9441 Transcr ibed locus 1092.241 1096.944 1340.338 1224.135 16 10.09308 10.09928 10.38838 10.25755 0.0742251 3.462919 0.11193427 11008 1.1702279 down 10.09617 10.32296 0.004384 0.092514 -0.22679 0.978031
1613902_at 76.22138 80.21229 27.88636 25.59998 16 6.252124 6.325752 4.801488 4.678071 0.0021445 21.55932 0.02580234 1374 2.9264631 up 6.288938 4.73978 0.052063 0.087269 1.5491581 1.326842
1613903_aVvi.1297 Transcr ibed locus 438.1187 442.0287 184.3187 158.9799 16 8.775178 8.787996 7.526059 7.3127 0.0060989 12.74621 0.03013007 3357 2.5707839 up 8.781588 7.419379 0.009064 0.150867 1.362209 1.183601
1613904_at 95.09362 95.95384 123.1106 82.69193 14 6.571277 6.584269 6.943811 6.369675 0.8091059 0.275022 0.83435243 16098 1.0562639 down 6.577773 6.656743 0.009187 0.405976 -0.0789704 0.988137
1613905_aVvi.2850 Transcr ibed locus, strongly similar to NP_196433.1 serine/threonine protein kinase, putative [ 802.0608 748.5993 996.1422 959.4673 16 9.647568 9.54805 9.960208 9.90609 0.0273632 5.920502 0.0538826 8430 1.2616751 down 9.597809 9.933149 0.07037 0.038267 -0.33534 0.96624
1613906_aVvi.14607 Transcr ibed locus 3.909253 3.923736 3.826816 4.002681 16 1.966893 1.972228 1.936144 2.000967 0.9781552 0.030899 0.9814487 16545 1.0006968 up 1.96956 1.968556 0.003772 0.045836 0.0010048 1.00051
1613907_at 6.926648 7.018099 6.476509 6.361009 16 2.792157 2.81108 2.695216 2.669256 0.0176259 7.432301 0.04220767 6930 1.0862701 up 2.801619 2.682236 0.01338 0.018357 0.1193828 1.044509
1613908_aVvi.6611 Transcr ibed locus, moderately similar to NP_564555.1 5-methylthioribose kinase family [Arab 1060.184 1109.859 848.9373 783.1728 16 10.0501 10.11616 9.729514 9.613187 0.0253853 6.156239 0.0516775 8153 1.3303256 up 10.08313 9.671351 0.046712 0.082256 0.4117795 1.042577
1613909_aVvi.9955 Transcr ibed locus, weakly similar to NP_199419.1 guanylate-binding family protein [Arabidop 192.3103 214.1869 190.9192 208.3328 16 7.587293 7.742726 7.576818 7.702746 0.8244239 0.25222 0.8478125 16143 1.0176402 up 7.66501 7.639782 0.109908 0.089044 0.0252275 1.003302
1613910_aVvi.3997 Transcr ibed locus, weakly similar to NP_568790.1 expressed protein [Arabidopsis thaliana] 5.049973 5.096878 4.866326 4.8678 16 2.336276 2.349614 2.282833 2.28327 0.0121855 8.975967 0.03604833 5611 1.0423886 up 2.342945 2.283052 0.009431 3.09E-04 0.0598931 1.026234
1613911_s_at 1993.091 2161.443 2097.523 2603.152 16 10.96079 11.07778 11.03447 11.34604 0.4122327 1.027438 0.4677342 14631 1.1258166 down 11.01929 11.19026 0.082722 0.220315 -0.170972 0.984721
1613912_at 25.60209 21.58394 28.99423 36.78688 16 4.67819 4.431887 4.857694 5.201119 0.1538956 2.244904 0.20224607 12632 1.3893095 down 4.555039 5.029407 0.174163 0.242838 -0.474368 0.905681
1613913_aVvi.310 Transcr ibed locus, moderately similar to NP_566182.1 zinc finger (C2H2 type) family protein 895.6453 871.3428 865.5629 799.2705 16 9.806784 9.767097 9.757495 9.64254 0.2891033 1.429497 0.3447312 13922 1.0621015 up 9.78694 9.700018 0.028063 0.081285 0.086922 1.008961
1613914_aVvi.287 Transcr ibed locus, moderately similar to NP_851229.1 RNA and export factor-binding protein 3.757116 3.767837 3.634901 3.652951 16 1.909626 1.913737 1.861916 1.869063 0.00787 11.20567 0.0314613 4151 1.0325357 up 1.911681 1.865489 0.002907 0.005053 0.0461916 1.024761
1613915_sVvi.1597 Transcr ibed locus, moderately similar to NP_194992.1 protein kinase (AFC3) (AME3) [Arabi 4365.209 4015.187 2759.407 2649.739 16 12.09184 11.97125 11.43014 11.37163 0.0111037 9.410776 0.0350667 5254 1.5482681 up 12.03154 11.40089 0.085265 0.041371 0.630656 1.055316
1613916_aVvi.2121 Transcr ibed locus, moderately similar to NP_201246.1 oligopeptide transporter OPT family p 1726.272 1789.728 3587.667 3393.633 16 10.75344 10.80553 11.80883 11.72861 0.0023286 20.68674 0.02616672 1474 1.9851359 down 10.77948 11.76872 0.036827 0.056721 -0.989238 0.915943
1613917_sVvi.10413 Transcr ibed locus, moderately similar to XP_470319.1 putative deoxycytidine deaminase [Oryz    562.9819 488.6977 587.1227 738.8617 16 9.136945 8.932798 9.197518 9.529161 0.2336768 1.68688 0.2874557 13495 1.2556787 down 9.034872 9.363339 0.144353 0.234506 -0.328467 0.96492
1613918_aVvi.3275 Transcr ibed locus, moderately similar to NP_171669.1 SEC14 cytosolic factor, putative / phos 430.085 479.6728 292.3636 289.7805 16 8.748478 8.905907 8.19162 8.178817 0.0147983 8.128902 0.03877961 6333 1.5604622 up 8.827192 8.185219 0.111319 0.009053 0.641973 1.078431
1613919_sVvi.6753 Transcr ibed locus, weakly similar to NP_172940.1 expressed protein [Arabidopsis thaliana] 337.919 457.1721 128.5489 152.7954 16 8.400534 8.836594 7.006173 7.255457 0.027333 5.923911 0.05386784 8423 2.8045099 up 8.618564 7.130815 0.308341 0.176271 1.487749 1.208637
1613920_aVvi.3288 Transcr ibed locus, weakly similar to NP_189252.1 cytochrome P450 71B23, putative (CYP71B 16.67484 11.26674 9.187094 9.78402 16 4.0596 3.493999 3.199609 3.290427 0.204494 1.856627 0.2564982 13235 1.4457133 up 3.776799 3.245018 0.399941 0.064219 0.5317814 1.163876
1613921_aVvi.14292 Transcr ibed locus 23.31113 21.70635 23.05272 22.64687 16 4.542947 4.440045 4.526865 4.50124 0.7119381 0.425413 0.7462338 15838 1.0157577 down 4.491496 4.514052 0.072762 0.01812 -0.0225564 0.995003
1613922_sVvi.7194 Transcr ibed locus, weakly similar to NP_194977.1 anion exchange family protein [Arabidopsis 142.9457 93.1884 63.70462 71.9279 16 7.159323 6.542079 5.993326 6.16848 0.1384907 2.399563 0.18515238 12417 1.7050308 up 6.850701 6.080903 0.436458 0.123852 0.769798 1.126593
1613923_at 7.084201 7.020919 6.632417 6.738391 16 2.824605 2.81166 2.729535 2.752404 0.0277935 5.872538 0.05445954 8471 1.0549415 up 2.818132 2.740969 0.009154 0.016171 0.077163 1.028152
1613924_at 4.95175 4.999025 4.663468 4.76085 16 2.307939 2.321647 2.221403 2.251219 0.0410387 4.783064 0.07145517 9534 1.055906 up 2.314793 2.236311 0.009693 0.021083 0.0784814 1.035094
1613925_aVvi.12140 Transcr ibed locus, moderately similar to NP_188550.2 expressed protein [Arabidopsis thalian 326.2896 396.6785 341.2221 300.6343 16 8.350009 8.631826 8.414567 8.231866 0.4231724 0.998643 0.478455 14682 1.1232669 up 8.490917 8.323216 0.199275 0.129189 0.167701 1.020149
1613926_aVvi.585 Transcr ibed locus, weakly similar to NP_195194.1 GATA transcr iption factor 3, putative (GAT 152.3251 155.0559 171.0063 197.0311 16 7.25101 7.276644 7.417905 7.622279 0.1306036 2.488311 0.17659883 12277 1.1943823 down 7.263827 7.520092 0.018126 0.144514 -0.2562647 0.965923
1613927_aVvi.3726 Transcr ibed locus 5.233033 5.254042 5.039269 5.077786 16 2.387647 2.393428 2.333214 2.344199 0.014038 8.350984 0.0380255 6128 1.0365794 up 2.390538 2.338707 0.004087 0.007768 0.0518305 1.022162
1613928_at 28.03305 29.75624 27.70671 27.61681 16 4.809057 4.89512 4.792163 4.787475 0.2853409 1.444917 0.34098482 13891 1.0441071 up 4.852089 4.789819 0.060856 0.003315 0.0622695 1.013
1613929_aVvi.5339 Transcr ibed locus, moderately similar to NP_565823.1 expressed protein [Arabidopsis thalian 891.2123 868.6674 1066.418 1090.087 16 9.799625 9.76266 10.05856 10.09023 0.0068178 12.04892 0.03073394 3678 1.2253969 down 9.781143 10.07439 0.026138 0.022394 -0.293249 0.970892
1613930_aVvi.3216 Transcr ibed locus, strongly similar to NP_197606.1 expressed protein [Arabidopsis thaliana] 797.8115 776.6383 985.3975 892.3607 16 9.639904 9.601099 9.944562 9.801483 0.0764173 3.406745 0.11459482 11070 1.1912866 down 9.620502 9.873022 0.027439 0.101172 -0.2525205 0.974423
1613931_aVvi.7224 Transcr ibed locus, moderately similar to NP_566079.1 expressed protein [Arabidopsis thalian 6675.898 6254.003 5363.216 5734.825 16 12.70475 12.61056 12.38888 12.48553 0.0822877 3.2671 0.12115467 11275 1.165095 up 12.65766 12.43721 0.066597 0.068342 0.220448 1.017725
1613932_aVvi.9051 Transcr ibed locus 942.3607 903.7222 803.492 764.4456 16 9.880136 9.819736 9.65014 9.57827 0.0374384 5.021962 0.0667116 9316 1.1775033 up 9.849936 9.614204 0.042709 0.05082 0.235732 1.024519
1613933_aVvi.10397 Transcr ibed locus, weakly similar to NP_849348.1 DEAD/DEAH box helicase, putative [Arabi 158.6013 170.7717 235.2169 211.8955 16 7.30926 7.415925 7.877848 7.72721 0.0413 4.766927 0.07177465 9552 1.3565439 down 7.362593 7.802528 0.075423 0.106517 -0.4399357 0.943616
1613934_s_at 778.5036 829.9674 672.2117 725.7416 16 9.60456 9.696911 9.392772 9.503312 0.1064665 2.814381 0.14951415 11821 1.1508453 up 9.650736 9.448042 0.065302 0.078164 0.202694 1.021454
1613935_aVvi.559 Transcr ibed locus, weakly similar to NP_200716.1 expressed protein [Arabidopsis thaliana] 8243.923 7324.179 5036.382 5604.936 16 13.00912 12.83845 12.29817 12.45248 0.041291 4.76748 0.07176653 9551 1.4625199 up 12.92378 12.37533 0.120678 0.109113 0.548456 1.044319
1613936_x_at 1443.077 1243.798 3.770907 3.351163 16 10.49493 10.28054 1.914912 1.744662 2.56E-04 62.51905 0.0180123 233 376.87628 up 10.38773 1.829787 0.151601 0.120385 8.5579472 5.677019
1613937_sVvi.7431 Transcr ibed locus, weakly similar to NP_500523.2 DNA-directed RNA polymerase II largest        708.345 669.8403 520.6083 504.2599 16 9.468308 9.387673 9.024055 8.978024 0.0116175 9.196731 0.03549833 5431 1.3443897 up 9.427991 9.00104 0.057018 0.032549 0.4269515 1.047434
1613938_aVvi.4513 Transcr ibed locus, moderately similar to NP_189988.1 thylakoid lumenal P17.1 protein [Arabid 23.01312 23.08059 22.56356 24.46989 16 4.524385 4.528608 4.495923 4.612936 0.6803258 0.477123 0.7173103 15745 1.0195501 down 4.526496 4.554429 0.002987 0.08274 -0.0279326 0.993867
1613939_aVvi.9230 Transcr ibed locus, weakly similar to NP_197018.1 aldose 1-epimerase family protein [Arabido 2993.671 3162.083 4338.149 4026.656 16 11.5477 11.62666 12.08286 11.97537 0.0220231 6.626653 0.04740706 7711 1.3584265 down 11.58718 12.02912 0.055834 0.076012 -0.441937 0.963261
1613940_at 4.856499 4.866723 4.653827 4.677835 16 2.279917 2.282951 2.218418 2.225841 0.0045402 14.79041 0.02926091 2567 1.0419631 up 2.281434 2.222129 0.002145 0.005249 0.0593043 1.026688
1613941_aVvi.2697 Transcr ibed locus, weakly similar to XP_469411.1 putative lipoxygenase [Oryza sativa (japonic 39.6843 39.2989 158.9948 179.7257 16 5.310496 5.296417 7.312836 7.489653 0.0017826 23.65349 0.02507989 1179 4.280524 down 5.303457 7.401244 0.009955 0.125028 -2.097787 0.716563
1613942_aVvi.11275 Transcr ibed locus, weakly similar to NP_565552.1 protein kinase family protein [Arabidopsis t 5.74288 5.771315 5.6468 5.506819 16 2.521775 2.5289 2.497433 2.461219 0.1301843 2.493237 0.17613234 12270 1.0324063 up 2.525337 2.479326 0.005039 0.025607 0.046011 1.018558
1613943_aVvi.9882 Transcr ibed locus, weakly similar to XP_479284.1 pyrrolidone carboxyl peptidase-like protein 614.5984 592.3144 536.1625 555.6569 16 9.2635 9.210219 9.066526 9.118051 0.0598697 3.901074 0.0946535 10500 1.1054021 up 9.23686 9.092289 0.037675 0.036433 0.144571 1.0159
1613944_aVvi.9911 Transcr ibed locus 5.200869 4.988917 4.818046 4.816956 16 2.378753 2.318727 2.268448 2.268122 0.1155386 2.68063 0.15991423 11994 1.0573514 up 2.34874 2.268285 0.042445 2.31E-04 0.0804548 1.035469
1613945_aVvi.9897 Transcr ibed locus, moderately similar to NP_177929.1 glycosyl hydrolase family 3 protein [Ar 66.20744 80.69759 871.3733 911.9424 16 6.048922 6.334453 9.767147 9.832799 0.0016442 24.63145 0.02493529 1089 12.195567 down 6.191688 9.799973 0.201901 0.046423 -3.6082854 0.631807
1613946_s_at 126.3843 101.4857 11.66184 11.54562 16 6.981674 6.665133 3.543724 3.529274 0.0023154 20.74602 0.02616672 1463 9.76016 up 6.823403 3.536499 0.223828 0.010218 3.2869049 1.929424
1613947_aVvi.13235 Transcr ibed locus, moderately similar to NP_566206.1 phosphoesterase family protein [Arabid  1598.702 1361.152 1176.529 1127.142 16 10.64269 10.41061 10.20032 10.13845 0.0968522 2.974972 0.13813794 11637 1.2809913 up 10.52665 10.16939 0.1641 0.043747 0.3572605 1.035131
1613948_aVvi.4631 Transcr ibed locus, moderately similar to NP_566349.1 armadillo/beta-catenin repeat family pr 676.7894 645.2394 505.5375 576.5344 16 9.402563 9.333691 8.981674 9.171263 0.1016673 2.891848 0.14378402 11738 1.2240466 up 9.368127 9.076468 0.0487 0.134059 0.291659 1.032134
1613949_at 6.197829 6.3074 5.89274 5.890164 16 2.631763 2.657045 2.558939 2.558308 0.0210467 6.783709 0.04614597 7571 1.061262 up 2.644404 2.558623 0.017877 4.46E-04 0.0857809 1.033526
1613950_aVvi.11582 Transcr ibed locus, weakly similar to NP_175481.1 expressed protein [Arabidopsis thaliana] 26.11685 17.98423 29.03496 29.6111 16 4.706909 4.16866 4.859719 4.888066 0.2470233 1.618227 0.30135068 13608 1.3529496 down 4.437785 4.873893 0.3806 0.020044 -0.4361083 0.910522
1613951_aVvi.2046 Transcr ibed locus, moderately similar to NP_187286.1 dehydroquinate dehydratase, putative / 756.2214 731.5209 960.3486 963.393 16 9.562665 9.514755 9.907414 9.911981 0.0041809 15.41707 0.0288901 2397 1.293238 down 9.53871 9.909698 0.033877 0.003229 -0.370988 0.962563
1613952_at 4.236145 3.753246 5.004074 4.150741 9 2.082752 1.908139 2.323103 2.053369 0.3530058 1.199992 0.4090029 14328 1.1429725 down 1.995445 2.188236 0.12347 0.190731 -0.1927906 0.911897
1613953_at 539.7088 533.2447 504.2958 578.6247 16 9.076037 9.058654 8.978127 9.176484 0.9294387 0.100038 0.94008374 16413 1.0069271 down 9.067346 9.077305 0.012292 0.14026 -0.009959 0.998903
1613954_aVvi.1915 Transcr ibed locus 127.5269 125.638 10.2718 11.76247 16 6.994658 6.973129 3.360617 3.556119 7.77E-04 35.84958 0.02212453 578 11.515663 up 6.983893 3.458368 0.015223 0.138241 3.5255256 2.019419
1613955_aVvi.885 Transcr ibed locus 4.981876 4.972501 4.73682 4.748444 16 2.316689 2.313972 2.243919 2.247455 0.0010235 31.23413 0.02259248 749 1.0494573 up 2.315331 2.245687 0.001921 0.0025 0.0696435 1.031012
1613956_aVvi.15151 Transcr ibed locus 5.031053 5.044014 4.826399 4.796165 16 2.33086 2.334572 2.270947 2.261881 0.0054135 13.53608 0.02956287 3037 1.0470296 up 2.332717 2.266414 0.002625 0.006411 0.0663023 1.029254
1613957_aVvi.2713 Transcr ibed locus 7.710931 7.737008 7.267954 7.263991 16 2.946905 2.951776 2.861549 2.860762 7.82E-04 35.74693 0.02212453 579 1.0630316 up 2.94934 2.861156 0.003444 5.57E-04 0.0881843 1.030821
1613958_aVvi.5067 Transcr ibed locus, weakly similar to NP_200156.1 expressed protein [Arabidopsis thaliana] 6.162712 6.192864 5.896152 5.889878 16 2.623565 2.630607 2.559774 2.558238 0.0027899 18.89283 0.0270467 1706 1.0483209 up 2.627086 2.559006 0.004979 0.001086 0.0680805 1.026604
1613959_aVvi.6783 Transcr ibed locus, weakly similar to NP_200119.1 ribosomal protein L9 family protein [Arabid 240.3095 248.4199 441.2312 426.7847 16 7.90875 7.956637 8.785391 8.737365 0.0016703 24.43737 0.02493529 1106 1.7760644 down 7.932694 8.761377 0.033861 0.03396 -0.8286835 0.905416
1613960_at 6.220634 6.271807 5.881928 5.855901 16 2.637062 2.648881 2.556289 2.549891 0.0055435 13.37505 0.02968837 3096 1.0642827 up 2.642972 2.55309 0.008358 0.004524 0.0898815 1.035205
1613961_aVvi.11334 Transcr ibed locus, weakly similar to XP_473642.1 OSJNBa0064M23.15 [Oryza sativa (japoni 433.5953 408.5965 369.6522 360.2615 16 8.760205 8.674533 8.530025 8.492901 0.0477537 4.410555 0.07973525 9942 1.1534104 up 8.717369 8.511463 0.06058 0.02625 0.205906 1.024192
1613962_aVvi.6121 Transcr ibed locus, weakly similar to NP_196090.1 hypothetical protein [Arabidopsis thaliana] 3.94377 3.961055 3.809542 3.829317 16 1.979575 1.985885 1.929618 1.937087 0.0096607 10.10021 0.03355114 4775 1.0348185 up 1.98273 1.933352 0.004461 0.005282 0.0493778 1.02554
1613963_aVvi.15717 Transcr ibed locus 5.791764 5.823044 5.630806 5.611582 16 2.534003 2.541774 2.493341 2.488408 0.0094478 10.21507 0.03330535 4707 1.0331241 up 2.537888 2.490875 0.005495 0.003489 0.0470135 1.018874
1613964_aVvi.1940 Transcr ibed locus 20.03265 18.9429 46.89227 47.65852 16 4.324282 4.243586 5.551278 5.574662 0.001077 30.44747 0.02260369 790 2.4267685 down 4.283934 5.56297 0.057061 0.016535 -1.2790364 0.77008
1613965_aVvi.9585 Transcr ibed locus, moderately similar to NP_187125.1 expressed protein (SWP1) [Arabidops 6.115424 6.910434 5.954115 6.030061 16 2.612453 2.788776 2.573887 2.592173 0.3158409 1.32662 0.37159592 14110 1.0849171 up 2.700615 2.58303 0.12468 0.01293 0.1175848 1.045522
1613966_at 4.872019 4.896774 4.682725 4.695908 16 2.28452 2.291832 2.227348 2.231404 0.005017 14.06499 0.02943507 2825 1.0415984 up 2.288176 2.229376 0.00517 0.002868 0.0587993 1.026375
1613967_aVvi.12115 Transcr ibed locus 16.39798 17.1192 16.25811 16.38102 16 4.035446 4.097544 4.023088 4.033954 0.3515201 1.204743 0.4075375 14319 1.0266713 up 4.066495 4.028521 0.04391 0.007683 0.0379744 1.009426
1613968_at 6.255454 6.345547 6.080241 6.047116 16 2.645115 2.665745 2.604129 2.596247 0.0377091 5.002843 0.06703697 9337 1.0390333 up 2.65543 2.600188 0.014588 0.005573 0.0552418 1.021245
1613969_aVvi.12892 Transcr ibed locus, weakly similar to XP_462736.1 putative heat shock protein [Oryza sativa (ja 4.887619 4.945067 4.695353 4.738193 16 2.289132 2.30599 2.231234 2.244337 0.0304478 5.59918 0.0579297 8725 1.0423036 up 2.297561 2.237785 0.01192 0.009265 0.0597757 1.026712
1613970_aVvi.8939 Transcr ibed locus, moderately similar to XP_474401.1 OSJNBa0032F06.22 [Oryza sativa (jap 1258.275 1236.809 1137.403 1069.279 16 10.29723 10.27241 10.15153 10.06242 0.0614589 3.845371 0.09660494 10561 1.1311922 up 10.28482 10.10698 0.017553 0.063007 0.177844 1.017596
1613971_at 9.034426 8.487299 7.744754 7.848195 16 3.175433 3.085306 2.953219 2.972361 0.0679605 3.637583 0.10452851 10793 1.1231723 up 3.130369 2.96279 0.06373 0.013535 0.1675792 1.056561
1613972_aVvi.783 Transcr ibed locus, weakly similar to NP_194549.1 expressed protein [Arabidopsis thaliana] 440.6872 461.6411 880.2985 919.5455 16 8.783611 8.850628 9.781849 9.844777 0.0021222 21.67279 0.02580234 1360 1.9947293 down 8.81712 9.813313 0.047388 0.044497 -0.996193 0.898486
1613973_at 113.1648 109.3892 102.6507 94.3773 16 6.822281 6.773327 6.6816 6.560369 0.1138158 2.704866 0.15784554 11970 1.1303893 up 6.797804 6.620984 0.034616 0.085723 0.17682 1.026706
1613974_aVvi.1984 Transcr ibed locus, moderately similar to XP_472623.1 OSJNBa0064D20.9 [Oryza sativa (jap 1549.25 1542.762 2278.048 2200.11 16 10.59735 10.5913 11.15358 11.10336 0.0022347 21.11829 0.02589414 1429 1.4480832 down 10.59433 11.12847 0.004281 0.035513 -0.534144 0.952002
1613975_aVvi.1138 Transcr ibed locus, weakly similar to NP_566992.1 expressed protein [Arabidopsis thaliana] 4.389579 4.487939 4.314077 4.529139 16 2.134083 2.166053 2.109052 2.179237 0.8920153 0.153611 0.90770686 16314 1.0041143 up 2.150068 2.144144 0.022607 0.049628 0.0059235 1.002763
1613976_aVvi.643 Transcr ibed locus, weakly similar to NP_196080.1 RNA recognition motif (RRM)-containing 1284.761 1254.458 1441.254 1554.708 16 10.32728 10.29285 10.49311 10.60243 0.0535015 4.147868 0.08691116 10219 1.1791126 down 10.31007 10.54777 0.024349 0.0773 -0.237702 0.977464
1613977_aVvi.9369 Transcr ibed locus, moderately similar to NP_850935.1 Got1-like family protein [Arabidopsis th 18.48918 18.58292 17.92224 17.98944 16 4.208609 4.215906 4.163679 4.169078 0.0096446 10.1088 0.03355114 4770 1.0323116 up 4.212257 4.166379 0.005159 0.003818 0.0458784 1.011012
1613978_aVvi.1060 Transcr ibed locus, weakly similar to NP_565922.1 expressed protein [Arabidopsis thaliana] 135.7035 116.4934 140.9635 154.2445 16 7.084314 6.864105 7.139178 7.269075 0.2139057 1.798566 0.26655123 13322 1.1727672 down 6.97421 7.204126 0.155712 0.091851 -0.2299164 0.968085
1613979_aVvi.4989 Transcr ibed locus, moderately similar to NP_563842.1 expressed protein [Arabidopsis thalian 885.0439 828.9388 1052.309 1173.563 16 9.789605 9.695122 10.03934 10.19668 0.0548133 4.093634 0.08853962 10277 1.2974226 down 9.742363 10.11801 0.06681 0.111255 -0.375648 0.962873
1613980_aVvi.5269 Transcr ibed locus, moderately similar to NP_565330.1 subtilase family protein [Arabidopsis th 1649.218 1926.668 5007.766 4755.646 16 10.68757 10.91189 12.28995 12.21543 0.006552 12.29338 0.03054478 3560 2.73769 down 10.79973 12.25269 0.158622 0.052698 -1.452959 0.881417
1613981_aVvi.14757 Transcr ibed locus 4.247371 4.267479 4.10491 4.109364 16 2.08657 2.093384 2.037351 2.038915 0.0045152 14.83156 0.02926091 2557 1.0365893 up 2.089977 2.038133 0.004818 0.001106 0.0518443 1.025437
1613982_aVvi.15688 Transcr ibed locus 409.6856 490.5234 80.97995 77.47455 16 8.678373 8.938178 6.339493 6.275651 0.0028491 18.69448 0.0270467 1745 5.6596127 up 8.808275 6.307572 0.18371 0.045144 2.500703 1.39646
1613983_aVvi.1570 Transcr ibed locus, moderately similar to XP_477386.1 putative GDP dissociation inhibitor [Or 397.3787 308.8296 455.2788 429.2482 16 8.634371 8.270667 8.830606 8.745668 0.2141337 1.797201 0.26675525 13326 1.2619187 down 8.452518 8.788137 0.257177 0.06006 -0.335619 0.96181
1613984_at 443.0599 521.8132 650.8477 557.4534 16 8.791358 9.02739 9.346176 9.122707 0.1834776 2.00019 0.2339192 13021 1.2527231 down 8.909374 9.234442 0.1669 0.158016 -0.325068 0.964798
1613985_aVvi.13465 Transcr ibed locus, moderately similar to NP_564354.1 early-responsive to dehydration stress 5.538701 5.454966 5.713209 5.434066 16 2.469548 2.44757 2.514301 2.442032 0.6553856 0.51916 0.6944988 15666 1.0136839 down 2.458559 2.478167 0.01554 0.051102 -0.0196078 0.992088
1613986_aVvi.15331 Transcr ibed locus 7.630256 7.6988 7.335488 7.161727 16 2.931732 2.944634 2.874893 2.840308 0.0486633 4.365984 0.08080434 9996 1.0574448 up 2.938183 2.8576 0.009123 0.024456 0.0805824 1.028199
1613987_sVvi.615 Transcr ibed locus, moderately similar to NP_179262.1 hesB-like domain-containing protein [A  1116.531 1056.528 818.5115 799.4539 16 10.12481 10.04511 9.676859 9.642871 0.0102254 9.813161 0.03416428 4968 1.3426623 up 10.08496 9.659864 0.056351 0.024033 0.425097 1.044007
1613988_aVvi.6815 Transcr ibed locus, weakly similar to NP_564013.1 expressed protein [Arabidopsis thaliana] 6320.48 5695.049 6000.738 5548.483 16 12.62582 12.47549 12.55092 12.43788 0.6104406 0.598175 0.6532117 15513 1.0397635 up 12.55066 12.4944 0.106296 0.079935 0.056255 1.004502
1613989_aVvi.11548 Transcr ibed locus, weakly similar to NP_194915.2 glutathione peroxidase, putative [Arabidops 8.411482 8.347342 7.989799 7.38736 16 3.07236 3.061317 2.998159 2.885059 0.1583624 2.204002 0.20709987 12694 1.0906811 up 3.066838 2.941609 0.007809 0.079974 0.1252293 1.042572
1613990_aVvi.15550 Transcr ibed locus 4.267009 4.273837 4.14702 4.174605 16 2.093225 2.095532 2.052075 2.06164 0.0167595 7.627061 0.04112314 6765 1.0263486 up 2.094379 2.056858 0.001631 0.006763 0.0375209 1.018242
1613991_aVvi.472 Transcr ibed locus, moderately similar to NP_176940.1 photosystem II core complex proteins p 330.8598 306.4164 5.519003 4.760801 16 8.370076 8.25935 2.464408 2.251204 4.06E-04 49.59097 0.01871624 354 62.116573 up 8.314713 2.357806 0.078295 0.150758 5.956907 3.526462
1613992_at 834.8702 823.9134 547.6715 548.1373 16 9.705408 9.686349 9.097167 9.098393 2.55E-04 62.63268 0.0180123 231 1.5137204 up 9.695879 9.09778 0.013477 8.67E-04 0.598099 1.065741
1613993_aVvi.4029 Transcr ibed locus, moderately similar to XP_468648.1 putative zinc transporter [Oryza sativa 809.2456 742.8167 1325.148 1392.794 16 9.660434 9.536862 10.37194 10.44377 0.0077096 11.323 0.03135112 4079 1.7522445 down 9.598648 10.40785 0.087378 0.050791 -0.809204 0.922251
1613994_aVvi.13724 Transcr ibed locus, moderately similar to NP_565714.1 expressed protein [Arabidopsis thalian 133.1387 121.734 132.8115 125.6978 16 7.056787 6.927589 7.053236 6.973816 0.8048426 0.281405 0.83066 16085 1.0149006 down 6.992188 7.013526 0.091357 0.056158 -0.0213385 0.996958
1613995_aVvi.3796 Transcr ibed locus 4.034832 4.055395 3.890324 3.89818 16 2.012509 2.019842 1.95989 1.962801 0.0051371 13.89838 0.02943507 2894 1.0387367 up 2.016176 1.961345 0.005186 0.002058 0.0548301 1.027955
1613996_aVvi.1869 Transcr ibed locus, weakly similar to NP_188119.1 RNA recognition motif (RRM)-containing 2116.662 2271.181 2928.415 2741.551 16 11.04758 11.14923 11.5159 11.42078 0.033631 5.314416 0.06197602 9008 1.2922981 down 11.0984 11.46834 0.071879 0.067266 -0.369939 0.967743
1613997_aVvi.5341 Transcr ibed locus, moderately similar to NP_191292.1 calcium-transporting ATPase, plasma       295.2229 287.4575 268.9497 308.1169 16 8.205661 8.167205 8.071193 8.267334 0.8794047 0.171802 0.8961927 16290 1.0119717 up 8.186433 8.169264 0.027192 0.138693 0.017169 1.002102
1613998_aVvi.9817 Transcr ibed locus, moderately similar to NP_568930.1 phytochelatin synthetase, putative / CO 19.16875 18.52886 37.3628 48.11466 16 4.260684 4.211702 5.223531 5.588405 0.0238782 6.354933 0.04979607 7960 2.2497654 down 4.236193 5.405968 0.034635 0.258005 -1.1697747 0.783614
1613999_x_at 12170.91 13532.61 19985.6 18922.76 16 13.57115 13.72415 14.28667 14.20784 0.0199848 6.967278 0.04498826 7374 1.5152982 down 13.64765 14.24725 0.108189 0.055746 -0.599601 0.957915
1614000_aVvi.14238 Transcr ibed locus 3.256753 3.269339 3.162819 3.178928 16 1.703435 1.708999 1.661211 1.66854 0.0121611 8.985132 0.03602742 5602 1.02907 up 1.706217 1.664876 0.003935 0.005182 0.0413411 1.024831
1614001_sVvi.2593 Transcr ibed locus, moderately similar to NP_188868.2 expressed protein [Arabidopsis thalian 1749.338 1765.57 1840.796 1844.175 16 10.77259 10.78592 10.84611 10.84876 0.0097794 10.03783 0.03367025 4821 1.0483941 down 10.77926 10.84744 0.009422 0.001871 -0.068181 0.993715
1614002_aVvi.2041 Transcr ibed locus, moderately similar to NP_565365.1 zinc finger (C3HC4-type RING finger    454.2423 459.912 606.395 588.6298 16 8.827318 8.845214 9.244114 9.201217 0.003598 16.62633 0.02809704 2121 1.3071278 down 8.836266 9.222666 0.012654 0.030333 -0.3864 0.958103
1614003_aVvi.14777 Transcr ibed locus 3.86553 3.876805 3.748759 3.804499 16 1.950666 1.954868 1.906413 1.927706 0.0812632 3.29042 0.12004024 11238 1.0250593 up 1.952767 1.91706 0.002971 0.015057 0.0357073 1.018626
1614004_aVvi.3276 Transcr ibed locus, moderately similar to NP_195032.2 peptidyl-prolyl cis- trans isomerase cyc 130.6388 131.3386 130.2576 145.7096 16 7.02944 7.037147 7.025224 7.186952 0.4634509 0.899186 0.5163554 14900 1.0517516 down 7.033294 7.106088 0.00545 0.114359 -0.072794 0.989756
1614005_aVvi.15366 Transcr ibed locus 35.20027 33.4687 28.51303 36.52728 16 5.137515 5.064741 4.83355 5.190902 0.6740748 0.48755 0.71171397 15723 1.0635601 up 5.101128 5.012226 0.051459 0.252687 0.0889016 1.017737
1614006_aVvi.6327 Transcr ibed locus 48.3545 38.9841 46.58027 43.69757 16 5.595578 5.284814 5.541647 5.449481 0.7651877 0.341626 0.7949306 15979 1.0391241 down 5.440196 5.495564 0.219744 0.065171 -0.055368 0.989925
1614007_aVvi.9710 Transcr ibed locus 5.634972 5.831166 5.404741 5.429032 16 2.494408 2.543784 2.434226 2.440695 0.0817764 3.278686 0.12057573 11258 1.0582173 up 2.519096 2.43746 0.034914 0.004575 0.081636 1.033492
1614008_aVvi.7984 Transcr ibed locus, weakly similar to NP_191310.1 endo-polygalacturonase (ADPG1) [Arabid 6.241345 6.424388 5.932789 5.883106 16 2.641857 2.683559 2.568711 2.556578 0.0440107 4.607927 0.07512457 9722 1.0718207 up 2.662708 2.562644 0.029488 0.008579 0.1000636 1.039047
1614009_aVvi.6708 Transcr ibed locus, moderately similar to NP_172853.1 protein kinase family protein / ankyrin r 1120.781 996.2786 1019.69 1049.727 16 10.13029 9.960405 9.993915 10.0358 0.7607145 0.348526 0.79096776 15966 1.0213596 up 10.04535 10.01486 0.120126 0.029616 0.030491 1.003045
1614010_aVvi.12366 Transcr ibed locus 1351.918 1300.211 1603.446 1522.204 16 10.40079 10.34453 10.64696 10.57195 0.0370387 5.050568 0.06626966 9278 1.1783692 down 10.37266 10.60945 0.039783 0.053043 -0.236791 0.977681
1614011_x_at 31.37932 28.21171 21.93815 18.902 8 4.971742 4.818222 4.45537 4.240467 0.053623 4.142763 0.08704893 10226 1.461109 up 4.894982 4.347919 0.108555 0.15196 0.5470638 1.125822
1614012_aVvi.11643 Transcr ibed locus 1328.545 1419.301 1511.716 1545.899 16 10.37563 10.47096 10.56197 10.59423 0.0914114 3.076281 0.13184017 11510 1.1132698 down 10.4233 10.5781 0.067411 0.022811 -0.154803 0.985366
1614013_aVvi.15568 Transcr ibed locus 3.699523 3.72988 3.620343 3.669302 16 1.887339 1.899129 1.856126 1.875505 0.1368479 2.417459 0.18344271 12384 1.0191869 up 1.893234 1.865816 0.008337 0.013703 0.0274186 1.014695
1614014_at 516.3038 514.4148 213.9964 219.4848 16 9.012076 9.006788 7.741443 7.777978 2.18E-04 67.70716 0.01744732 204 2.3779552 up 9.009432 7.75971 0.003739 0.025834 1.2497217 1.161053
1614015_aVvi.14813 Transcr ibed locus 177.6695 178.6442 172.2188 173.8407 16 7.473052 7.480946 7.428099 7.441622 0.0328282 5.382375 0.06094305 8942 1.029639 up 7.476999 7.43486 0.005582 0.009562 0.042139 1.005668
1614016_aVvi.15461 Transcr ibed locus 217.4327 158.5303 330.2091 320.7336 16 7.764425 7.308615 8.367236 8.325232 0.0714391 3.537862 0.10865071 10915 1.7528632 down 7.53652 8.346233 0.322307 0.029702 -0.809713 0.902985
1614017_sVvi.10966 Transcr ibed locus, weakly similar to NP_849444.1 Rieske [2Fe-2S] domain-containing protein 4.090206 4.136243 3.979839 4.26878 16 2.032173 2.048321 1.99271 2.093824 0.9583306 0.05898 0.9644971 16494 1.0020952 down 2.040247 2.043267 0.011418 0.071498 -0.0030196 0.998522
1614018_aVvi.8881 Transcr ibed locus, moderately similar to NP_564180.1 gigantea protein (GI) [Arabidopsis tha 3042.061 2677.032 1537.92 1525.443 16 11.57083 11.38642 10.58676 10.57501 0.010427 9.716355 0.03445698 5022 1.8631418 up 11.47863 10.58089 0.130401 0.00831 0.897737 1.084845
1614019_at 6.107752 6.120052 5.891186 6.125892 13 2.610642 2.613544 2.558558 2.61492 0.4637477 0.898487 0.51658213 14903 1.0177292 up 2.612093 2.586739 0.002052 0.039854 0.0253537 1.009801
1614020_at 9.538463 10.47399 65.64484 52.62186 16 3.253757 3.38874 6.03661 5.71759 0.0045609 14.7566 0.02926091 2578 5.880146 down 3.321248 5.8771 0.095447 0.225581 -2.555852 0.565117
1614021_at 9.470735 9.823979 8.809042 8.829321 16 3.243476 3.296308 3.138985 3.142303 0.0394697 4.883234 0.06929734 9455 1.0937235 up 3.269892 3.140644 0.037357 0.002346 0.1292481 1.041153
1614022_aVvi.10183 Transcr ibed locus, weakly similar to XP_467965.1 remorin protein-like [Oryza sativa (japonica 280.2835 267.5507 439.5753 428.382 16 8.130743 8.063668 8.779966 8.742754 0.0033181 17.31692 0.02783547 1969 1.5846388 down 8.097206 8.76136 0.047429 0.026313 -0.664154 0.924195
1614023_aVvi.11577 Transcr ibed locus, weakly similar to NP_190973.1 fructose-1,6-bisphosphatase, putative / D-f 8.572861 8.58248 7.843619 7.908626 16 3.099777 3.101395 2.971519 2.983427 0.0023735 20.48931 0.02619858 1501 1.0890821 up 3.100586 2.977473 0.001144 0.00842 0.1231127 1.041348
1614024_aVvi.9731 Transcr ibed locus 219.7621 215.4974 589.234 588.947 16 7.779799 7.751527 9.202697 9.201994 9.69E-05 101.6009 0.0161524 98 2.7069755 down 7.765663 9.202345 0.019991 4.97E-04 -1.436682 0.843879
1614025_x_Vvi.6732 GO:000681Cultivar Pinot Noir plasma membrane aquaporin (PIP1b) 17790.73 18392.13 15014.53 13402.78 16 14.11884 14.1668 13.87407 13.71025 0.0544503 4.10845 0.08810763 10259 1.2751458 up 14.14282 13.79216 0.033915 0.115842 0.350662 1.025425
1614026_aVvi.998 Transcr ibed locus 256.6183 235.3882 195.0315 185.1245 16 8.00348 7.878898 7.607564 7.532352 0.0363363 5.101957 0.06537221 9227 1.2934561 up 7.941189 7.569958 0.088093 0.053183 0.3712313 1.04904
1614027_sVvi.5862 Transcr ibed locus, strongly similar to NP_564145.1 ATP-NAD kinase family protein [Arabido  35.88219 33.967 21.18841 16.89619 16 5.165196 5.086062 4.405203 4.078626 0.0342979 5.259759 0.0628006 9066 1.8451195 up 5.125629 4.241915 0.055956 0.230925 0.8837143 1.208329
1614028_aVvi.6027 Transcr ibed locus, moderately similar to NP_188931.1 calcium-transporting ATPase, plasma 84.24281 104.9707 326.5506 351.2643 16 6.396481 6.713843 8.351163 8.456413 0.0080795 11.0577 0.03160581 4243 3.601568 down 6.555162 8.403788 0.224409 0.074423 -1.8486256 0.780025
1614029_aVvi.12839 Transcr ibed locus, weakly similar to NP_198644.1 serine/threonine protein kinase (PR5K) [Ar 5.306461 5.682604 41.0618 35.30774 16 2.40775 2.506552 5.359725 5.141913 0.0018274 23.36097 0.02511424 1207 6.9339027 down 2.457151 5.250819 0.069864 0.154017 -2.7936675 0.467956
1614030_aVvi.6147 Transcr ibed locus 7.956826 7.607683 7.219249 7.209391 16 2.992193 2.927457 2.851849 2.849877 0.0781158 3.364793 0.11652094 11129 1.0784521 up 2.959825 2.850863 0.045775 0.001394 0.108962 1.038221
1614031_aVvi.1333 Transcr ibed locus, strongly similar to NP_191513.1 60S ribosomal protein L38 (RPL38B) [Ar 12999.18 12575.38 13111.49 14526.82 16 13.66613 13.61831 13.67854 13.82643 0.2917357 1.418855 0.34737122 13942 1.0794256 down 13.64222 13.75249 0.033814 0.104572 -0.110264 0.991982
1614032_aVvi.15361 Transcr ibed locus 4.332613 4.352211 4.177389 4.184106 16 2.115237 2.121748 2.062601 2.06492 0.0039629 15.83794 0.02848929 2308 1.0386665 up 2.118493 2.06376 0.004604 0.001639 0.0547325 1.026521
1614033_at 5.621462 5.651619 5.338339 5.351235 16 2.490945 2.498664 2.416391 2.419872 0.0030352 18.10985 0.02766159 1819 1.0545837 up 2.494805 2.418131 0.005458 0.002461 0.0766735 1.031708
1614034_at 4.300434 4.356741 3.929449 3.912218 16 2.104482 2.12325 1.974327 1.967987 0.0047825 14.40815 0.02932456 2700 1.1039761 up 2.113866 1.971157 0.013271 0.004483 0.1427091 1.072399
1614035_aVvi.13448 Transcr ibed locus, weakly similar to NP_180503.1 glutathione S-transferase, putative [Arabid 14.95187 12.09305 14.2878 13.18447 16 3.902254 3.596106 3.836712 3.720768 0.8733317 0.180591 0.89087886 16274 1.0207008 down 3.74918 3.77874 0.21648 0.081985 -0.0295602 0.992177
1614036_s_at 255.6492 302.7361 227.835 223.6218 16 7.998022 8.241917 7.831846 7.804917 0.1332116 2.458157 0.17942384 12325 1.2325003 up 8.119969 7.818381 0.17246 0.019042 0.3015877 1.038574
1614037_aVvi.3957 Transcr ibed locus, moderately similar to NP_187956.1 chaperonin, putative [Arabidopsis thali 15.64473 15.79579 14.62359 14.67126 16 3.967605 3.981468 3.870226 3.874921 0.0051123 13.93226 0.02943507 2878 1.0732328 up 3.974536 3.872573 0.009803 0.00332 0.101963 1.02633
1614038_aVvi.3186 Transcr ibed locus, moderately similar to NP_191096.1 3-oxo-5-alpha-steroid 4-dehydrogenas 662.7203 774.0787 1033.797 1104.448 16 9.372256 9.596336 10.01374 10.10911 0.0417476 4.739636 0.07222729 9595 1.4918748 down 9.484297 10.06142 0.158449 0.067439 -0.577126 0.94264
1614039_aVvi.11439 Transcr ibed locus, weakly similar to NP_187488.1 protein kinase family protein [Arabidopsis t 68.56392 72.21921 73.64281 73.38666 16 6.099378 6.174311 6.202472 6.197446 0.2348222 1.68079 0.28860816 13507 1.0447187 down 6.136844 6.199959 0.052986 0.003554 -0.063115 0.98982
1614040_aVvi.7943 Transcr ibed locus, strongly similar to NP_051049.1 RNA polymerase beta'' chain [Arabidops 141.2427 140.1099 142.2926 160.3839 16 7.142032 7.130416 7.152717 7.325385 0.3566789 1.188346 0.41262513 14350 1.0738758 down 7.136224 7.239051 0.008214 0.122095 -0.102827 0.985796
1614041_aVvi.15642 Transcr ibed locus 3.676454 3.691902 3.561324 3.579808 16 1.878315 1.884364 1.832414 1.839882 0.0111193 9.404051 0.0350667 5262 1.0318203 up 1.88134 1.836148 0.004277 0.005281 0.0451918 1.024612
1614042_aVvi.9787 Transcr ibed locus, weakly similar to XP_450604.1 voltage-dependent anion channel [Oryza sa   1451.868 1497.979 1729.558 1854.546 16 10.5037 10.5488 10.75619 10.85685 0.0366116 5.081639 0.06573506 9245 1.2144226 down 10.52625 10.80652 0.031895 0.07118 -0.280271 0.974065
1614043_aVvi.4833 Transcr ibed locus, moderately similar to NP_196856.1 peptidase M1 family protein [Arabidop 220.4893 199.4636 383.4456 436.2336 16 7.784565 7.639982 8.582878 8.768957 0.0146226 8.178696 0.03865814 6278 1.9502296 down 7.712274 8.675918 0.102236 0.131578 -0.9636444 0.888929
1614044_at 15.51356 12.76306 8.38454 8.343519 16 3.955457 3.673903 3.067732 3.060656 0.0334523 5.329334 0.06173581 8995 1.6823599 up 3.81468 3.064194 0.199089 0.005003 0.7504863 1.244921
1614045_aVvi.14250 Transcr ibed locus 3302.571 3745.917 2371.11 2199.572 16 11.68938 11.8711 11.21135 11.10301 0.0276373 5.889824 0.05422928 8460 1.5401406 up 11.78024 11.15718 0.128502 0.076607 0.623062 1.055844
1614046_at 7.308157 7.323566 6.64664 6.585705 16 2.869508 2.872546 2.732625 2.719338 0.0022004 21.28273 0.02587843 1410 1.1057653 up 2.871027 2.725982 0.002149 0.009396 0.1450453 1.053208
1614047_sVvi.6745 Transcr ibed locus, weakly similar to XP_483144.1 putative alkaline alpha-galactosidase seed      1038.002 1046.284 174.5927 156.2033 16 10.01959 10.03106 7.44785 7.287281 9.16E-04 33.02029 0.022458 676 6.3105273 up 10.02533 7.367565 0.008106 0.113539 2.657761 1.360738
1614048_aVvi.3462 Transcr ibed locus, moderately similar to NP_176007.1 nucleolar protein Nop56, putative [Ara 1551.157 1612.492 3430.036 3719.825 16 10.59913 10.65508 11.74401 11.86102 0.00303 18.12542 0.02766159 1813 2.258574 down 10.6271 11.80251 0.039561 0.082739 -1.175412 0.90041
1614049_aVvi.10299 Transcr ibed locus 591.3676 572.332 1163.339 1255.03 16 9.207912 9.160708 10.18406 10.29351 0.0031792 17.69318 0.02774722 1900 2.0769565 down 9.18431 10.23878 0.033378 0.077393 -1.054471 0.897012
1614050_aVvi.651 Transcr ibed locus, moderately similar to NP_908816.1 putative protein disulfide isomerase [O 5673.818 5991.539 7522.691 6783.072 16 12.4701 12.54871 12.87703 12.72772 0.0738611 3.472477 0.11149683 10997 1.2251596 down 12.50941 12.80238 0.055584 0.105578 -0.29297 0.977116
1614051_at 12.9988 13.712 12.07485 12.90165 16 3.700306 3.777367 3.593934 3.689484 0.2543608 1.582491 0.30905288 13663 1.0696417 up 3.738837 3.641709 0.05449 0.067565 0.0971276 1.026671
1614052_aVvi.4345 Transcr ibed locus 5.726831 5.762106 5.492839 5.515401 16 2.517737 2.526596 2.457552 2.463466 0.0073788 11.57696 0.03114798 3931 1.0436645 up 2.522167 2.460509 0.006265 0.004182 0.0616579 1.025059
1614053_at 188.2757 210.2048 251.1482 245.4442 16 7.556703 7.715652 7.972395 7.939251 0.0588675 3.937317 0.09346069 10456 1.2480242 down 7.636177 7.955823 0.112394 0.023436 -0.319646 0.959822
1614054_at 58.88353 58.47004 91.72543 102.6259 11 5.879792 5.869626 6.51925 6.681251 0.0122828 8.939677 0.03620883 5630 1.6535207 down 5.874709 6.60025 0.007189 0.114552 -0.7255412 0.890074
1614055_aVvi.524 Transcr ibed locus, weakly similar to XP_464202.1 putative LvsC [Oryza sativa (japonica cultiv 102.8482 101.0201 103.2326 103.6687 16 6.684373 6.658499 6.689755 6.695837 0.2492524 1.607228 0.30364606 13627 1.0149153 down 6.671436 6.692796 0.018296 0.004301 -0.0213595 0.996809
1614056_aVvi.6603 Transcr ibed locus 26.98228 22.6698 40.49432 32.04395 16 4.75394 4.5027 5.339648 5.00198 0.1232634 2.577896 0.16847111 12146 1.4564885 down 4.62832 5.170814 0.177654 0.238767 -0.5424943 0.895085
1614057_sVvi.4958 Transcr ibed locus, strongly similar to NP_197516.1 ribosomal protein L7Ae/L30e/S12e/Gadd    2426.861 2445.369 3964.247 4020.361 16 11.24488 11.25584 11.95283 11.97311 2.61E-04 61.83038 0.0180123 240 1.6387708 down 11.25036 11.96297 0.00775 0.014339 -0.712614 0.940432
1614058_aVvi.3635 Transcr ibed locus, weakly similar to NP_190214.1 protein kinase, putative [Arabidopsis thalian 11.56338 13.79677 33.24976 21.70044 16 3.531492 3.786259 5.055272 4.439652 0.0822573 3.267786 0.12112064 11274 2.1266565 down 3.658875 4.747462 0.180147 0.435309 -1.0885871 0.770701
1614059_at 4.195676 4.306351 4.323153 4.561793 16 2.068903 2.106466 2.112084 2.189601 0.2801946 1.466427 0.33582512 13850 1.04475 down 2.087685 2.150842 0.026561 0.054813 -0.0631578 0.970636
1614060_aVvi.6937 Transcr ibed locus, weakly similar to NP_566492.1 expressed protein [Arabidopsis thaliana] 242.1676 256.0633 238.7555 233.3823 16 7.919862 8.000357 7.89939 7.866551 0.2179556 1.774611 0.27064317 13369 1.0549235 up 7.960109 7.882971 0.056918 0.023221 0.077138 1.009785
1614061_aVvi.5762 Transcr ibed locus, weakly similar to NP_173915.2 zinc finger (B-box type) family protein [Ara 4.698586 4.718952 4.515115 4.540851 16 2.232227 2.238467 2.174763 2.182963 0.0082177 10.96317 0.03169838 4303 1.0399282 up 2.235347 2.178863 0.004412 0.005798 0.056484 1.025924
1614062_aVvi.8114 Transcr ibed locus, weakly similar to NP_174229.2 expressed protein [Arabidopsis thaliana] 675.0919 671.1527 1014.821 974.0201 16 9.39894 9.390497 9.987009 9.927808 0.0028117 18.81898 0.0270467 1719 1.4770215 down 9.394718 9.957409 0.00597 0.041862 -0.562691 0.94349
1614063_aVvi.693 Transcr ibed locus, weakly similar to NP_173290.1 kinesin motor protein-related [Arabidopsis 83.54392 79.48187 84.44628 81.23894 16 6.384463 6.312554 6.399962 6.3441 0.6568607 0.51664 0.6955735 15677 1.0164378 down 6.348509 6.372031 0.050848 0.039501 -0.0235217 0.996309
1614064_aVvi.3823 Transcr ibed locus, moderately similar to NP_908806.1 P0487E11.18 [Oryza sativa (japonica c 7.953409 8.170211 8.974276 8.771231 16 2.991573 3.030373 3.165795 3.132779 0.0322844 5.429817 0.06029763 8888 1.1006184 down 3.010973 3.149287 0.027436 0.023346 -0.1383142 0.956081
1614065_aVvi.11677 Transcr ibed locus, weakly similar to NP_181299.1 myb family transcr iption factor (MYB91) [A 8.754324 8.837023 8.384015 8.444974 16 3.129996 3.14356 3.067642 3.078093 0.017478 7.464532 0.04200267 6905 1.0452956 up 3.136778 3.072867 0.009592 0.00739 0.0639108 1.020798
1614066_aVvi.12410 Transcr ibed locus, moderately similar to NP_565527.1 lipid-associated family protein [Arabid 4222.039 4371.394 6246.921 6034.51 16 12.04372 12.09388 12.60893 12.55902 0.0046827 14.56208 0.02932391 2648 1.4291674 down 12.0688 12.58398 0.035465 0.035291 -0.515175 0.959061
1614067_at 6.045484 6.065256 5.788729 5.826662 16 2.595858 2.600569 2.533247 2.54267 0.0075556 11.43918 0.03134419 4000 1.0426501 up 2.598213 2.537958 0.003331 0.006663 0.0602551 1.023742
1614068_aVvi.7184 Transcr ibed locus, weakly similar to NP_850598.1 kinesin motor family protein [Arabidopsis th 90.01247 86.73032 162.6337 219.6015 16 6.492053 6.438464 7.345483 7.778744 0.0373962 5.024959 0.06667223 9311 2.1388795 down 6.465259 7.562114 0.037893 0.306362 -1.0968554 0.854954
1614069_at 72.26501 65.80248 40.18861 39.15917 16 6.175226 6.04007 5.328715 5.291278 0.0076399 11.37515 0.03135112 4040 1.738269 up 6.107648 5.309997 0.09557 0.026472 0.7976514 1.150217
1614070_aVvi.9139 Transcr ibed locus, weakly similar to NP_917794.1 putative cytochrome P450 [Oryza sativa (ja 163.0751 193.9998 293.8897 323.7051 16 7.349393 7.599911 8.199131 8.338536 0.0310686 5.54028 0.05866044 8792 1.7340925 down 7.474652 8.268833 0.177143 0.098574 -0.7941807 0.903955
1614071_at 6.679074 6.757063 6.294764 6.206358 13 2.739648 2.756396 2.654152 2.633747 0.0157071 7.884759 0.03976769 6556 1.0748032 up 2.748022 2.64395 0.011843 0.014429 0.1040725 1.039363
1614072_aVvi.7597 Transcr ibed locus, moderately similar to NP_850129.1 FtsH protease, putative [Arabidopsis t 1174.938 1181.795 941.3303 1000.355 16 10.19837 10.20676 9.878557 9.966296 0.0238653 6.356724 0.04978778 7957 1.2143127 up 10.20257 9.922426 0.005936 0.062041 0.28014 1.028233
1614073_aVvi.3486 Transcr ibed locus, moderately similar to NP_172641.1 expressed protein [Arabidopsis thalian 307.0099 322.068 306.49 300.4674 16 8.262141 8.331222 8.259696 8.231065 0.3036664 1.372077 0.35910454 14038 1.036199 up 8.296681 8.24538 0.048847 0.020245 0.051301 1.006222
1614074_aVvi.4969 Transcr ibed locus 5.631007 5.645086 5.36309 5.416861 16 2.493393 2.496996 2.423065 2.437457 0.0128019 8.753108 0.03674546 5781 1.046037 up 2.495194 2.430261 0.002548 0.010177 0.0649337 1.026719
1614075_at 837.0801 895.7217 1169.812 1325.929 16 9.709222 9.806907 10.19206 10.37279 0.0362975 5.104835 0.06532373 9224 1.4382961 down 9.758064 10.28243 0.069074 0.127793 -0.524361 0.949004
1614076_aVvi.4456 Transcr ibed locus 10.2129 10.42824 9.701134 9.858956 16 3.35232 3.382424 3.278153 3.301435 0.0552246 4.077015 0.0890222 10298 1.0552449 up 3.367372 3.289794 0.021287 0.016463 0.0775778 1.023581
1614077_aVvi.15322 Transcr ibed locus 4.11268 4.144942 3.980656 3.992993 16 2.040079 2.051352 1.993006 1.997471 0.0141206 8.325985 0.03812385 6147 1.0356073 up 2.045715 1.995238 0.007971 0.003157 0.050477 1.025299
1614078_aVvi.6620 Transcr ibed locus, moderately similar to NP_565864.1 expressed protein [Arabidopsis thalian 545.8615 626.3573 327.7283 326.9645 16 9.092391 9.290842 8.356357 8.35299 0.0137701 8.433543 0.03764673 6070 1.7862607 up 9.191616 8.354673 0.140326 0.00238 0.836943 1.100177
1614079_aVvi.11624 Transcr ibed locus, moderately similar to NP_567044.1 expressed protein [Arabidopsis thalian 952.9864 890.7694 1019.954 956.4638 16 9.896312 9.798908 9.994288 9.901567 0.2742422 1.491934 0.32980576 13804 1.072009 down 9.84761 9.947927 0.068875 0.065564 -0.100317 0.989916
1614080_aVvi.1931 Transcr ibed locus, strongly similar to NP_201415.1 20S proteasome alpha subunit D2 (PAD2 1927.661 1867.549 2071.25 2012.365 16 10.91264 10.86693 11.01629 10.97468 0.0758863 3.420135 0.11396335 11054 1.0760154 down 10.88978 10.99548 0.032319 0.029423 -0.1056985 0.990387
1614081_aVvi.4608 Transcr ibed locus, moderately similar to NP_567749.1 expressed protein [Arabidopsis thalian 252.9752 257.1239 333.3984 313.7267 16 7.982852 8.00632 8.381104 8.293365 0.017115 7.545374 0.04152938 6840 1.2680824 down 7.994586 8.337235 0.016594 0.062041 -0.3426485 0.958901
1614082_at 5.561119 5.585354 5.319219 5.318544 16 2.475375 2.481649 2.411214 2.411032 0.0021614 21.47456 0.02580234 1383 1.0478187 up 2.478512 2.411123 0.004436 1.29E-04 0.067389 1.027949
1614083_aVvi.12665 Transcr ibed locus, weakly similar to XP_483473.1 cyst nematode resistance protein-like [Oryz 7.592465 7.658545 7.391562 7.348527 16 2.924568 2.93707 2.885879 2.877455 0.0227186 6.520929 0.04826906 7813 1.0346566 up 2.930819 2.881667 0.00884 0.005957 0.0491522 1.017057
1614084_aVvi.14291 Transcr ibed locus 4.893201 4.917929 4.711827 4.601049 16 2.290779 2.298051 2.236287 2.201963 0.0502353 4.291761 0.0827962 10072 1.0535727 up 2.294415 2.219125 0.005142 0.024271 0.0752897 1.033928
1614085_sVvi.13066 Transcr ibed locus, weakly similar to NP_908995.1 putative rust resistance kinase Lr10 [Oryza 131.4628 120.8526 132.4173 132.5169 16 7.03851 6.917104 7.048947 7.050032 0.3590777 1.180816 0.4150242 14363 1.0509412 down 6.977807 7.049489 0.085847 7.67E-04 -0.071682 0.989832
1614086_aVvi.80 GO:000402Alcohol dehydrogenase 1 (ADH1) 2193.492 2293.157 2355.698 2019.932 16 11.09901 11.16312 11.20194 10.98009 0.76178 0.34688 0.79202604 15967 1.0281506 up 11.13107 11.09102 0.04533 0.15687 0.040051 1.003611
1614087_at 11.91852 12.49936 24.03426 22.25927 16 3.575133 3.643782 4.58702 4.476334 0.0049496 14.1611 0.02943507 2784 1.8950288 down 3.609458 4.531677 0.048543 0.078267 -0.9222197 0.796495
1614088_aVvi.10110 Transcr ibed locus, weakly similar to NP_181450.1 expressed protein [Arabidopsis thaliana] 156.8821 141.4345 120.9296 129.3373 16 7.293537 7.14399 6.918023 7.014995 0.1054368 2.83058 0.14830084 11802 1.191067 up 7.218763 6.966509 0.105746 0.06857 0.2522544 1.03621
1614089_aVvi.1405 Transcr ibed locus, weakly similar to NP_565392.1 expressed protein [Arabidopsis thaliana] 45.62928 54.55981 99.72854 88.95009 16 5.511888 5.769767 6.639935 6.474924 0.0267754 5.98786 0.05324935 8347 1.8876642 down 5.640827 6.557429 0.182348 0.11668 -0.9166023 0.860219
1614090_x_at 999.5167 1103.314 2273.585 2908.418 16 9.965087 10.10763 11.15075 11.50602 0.0212477 6.750508 0.04640276 7601 2.448721 down 10.03636 11.32839 0.100792 0.251211 -1.292028 0.885948
1614091_aVvi.9103 Transcr ibed locus, moderately similar to NP_849600.1 elongation factor Tu family protein [Ar 652.4415 677.842 865.9401 851.8221 16 9.349705 9.404805 9.758123 9.734408 0.0065418 12.303 0.03053352 3556 1.2914672 down 9.377255 9.746265 0.038962 0.016769 -0.3690105 0.962138
1614092_aVvi.12048 Transcr ibed locus 4.512935 4.613389 4.371609 4.393558 16 2.174066 2.205827 2.128164 2.13539 0.0702312 3.571678 0.10730519 10865 1.041144 up 2.189946 2.131777 0.022459 0.005109 0.0581696 1.027287
1614093_sVvi.14312 Transcr ibed locus 8.905564 8.98678 10.43613 8.511702 16 3.154707 3.167804 3.383515 3.089448 0.6601046 0.511115 0.6986075 15686 1.0535258 down 3.161256 3.236481 0.009261 0.207937 -0.0752256 0.976757
1614094_at 1353.219 1249.317 1087.39 1076.529 16 10.40218 10.28692 10.08665 10.07217 0.0447879 4.564963 0.07612058 9767 1.2017515 up 10.34455 10.07941 0.081499 0.010241 0.265139 1.026305
1614095_aVvi.15768 Transcr ibed locus 837.8762 797.7661 593.5718 793.3486 16 9.710593 9.639822 9.213279 9.631811 0.3560041 1.190475 0.41201672 14344 1.191404 up 9.675207 9.422545 0.050043 0.295947 0.2526625 1.026815
1614096_aVvi.1212 Transcr ibed locus, moderately similar to NP_566323.1 RabGAP/TBC domain-containing pro 711.66 672.209 1148.26 1166.288 16 9.475044 9.392766 10.16523 10.18771 0.0032821 17.41218 0.02783547 1948 1.6731503 down 9.433905 10.17647 0.05818 0.015892 -0.742567 0.927031
1614097_aVvi.15038 Transcr ibed locus 205.3737 225.5274 253.4385 249.7829 16 7.682107 7.817159 7.985492 7.964531 0.080927 3.298167 0.11967129 11226 1.1690836 down 7.749633 7.975011 0.095496 0.014822 -0.225378 0.971739
1614098_aVvi.15553 Transcr ibed locus 3.916882 3.955633 3.825587 3.847189 16 1.969706 1.983909 1.935681 1.943805 0.045427 4.53045 0.07685504 9812 1.0260237 up 1.976807 1.939743 0.010043 0.005744 0.0370641 1.019108
1614099_aVvi.6095 Transcr ibed locus, weakly similar to NP_914239.1 putative phosphatidylserine decarboxylase 9.904964 10.1899 9.359874 9.113145 16 3.308152 3.349068 3.226489 3.187949 0.0496444 4.319258 0.08200429 10048 1.0877829 up 3.32861 3.207219 0.028932 0.027252 0.1213906 1.037849
1614100_sVvi.371 Transcr ibed locus, strongly similar to NP_915566.1 putative G10 protein [Oryza sativa (japon 660.2283 610.719 623.441 702.7948 16 9.366821 9.254365 9.284109 9.45696 0.6197925 0.581354 0.6620638 15541 1.0424241 down 9.310593 9.370535 0.079519 0.122224 -0.059942 0.993603
1614101_at 10.79268 11.74792 10.07653 10.49536 16 3.431982 3.554334 3.332927 3.39168 0.193637 1.928186 0.24490124 13125 1.0949417 up 3.493158 3.362304 0.086516 0.041545 0.1308541 1.038918
1614102_aVvi.134 GO:000635GAI1 3.190013 3.207535 3.09895 3.116171 16 1.673562 1.681465 1.631779 1.639774 0.0176578 7.425408 0.04222679 6941 1.0293522 up 1.677514 1.635777 0.005588 0.005653 0.0417366 1.025515
1614103_aVvi.12692 Transcr ibed locus, weakly similar to XP_507196.1 PREDICTED P0670E08.30 gene product [ 140.365 131.0792 144.6204 144.2529 16 7.133039 7.034295 7.176127 7.172456 0.2080516 1.834271 0.26037037 13265 1.0648313 down 7.083667 7.174292 0.069823 0.002596 -0.0906246 0.987368
1614104_aVvi.838 Transcr ibed locus, strongly similar to NP_194175.1 transcr iption initiation factor IIA gamma c 1140.953 1152.206 1290.097 1314.131 16 10.15602 10.17018 10.33326 10.35989 0.0066876 12.16685 0.03067327 3615 1.1356163 down 10.1631 10.34658 0.010012 0.01883 -0.183476 0.982267
1614105_aVvi.13019 Transcr ibed locus, moderately similar to NP_173828.1 pyruvate dehydrogenase E1 componen 1462.899 1520.011 1661.035 1545.37 16 10.51461 10.56987 10.69787 10.59374 0.2209875 1.757058 0.2738754 13395 1.0744225 down 10.54224 10.6458 0.039069 0.073631 -0.103562 0.990272
1614106_aVvi.2255 Transcr ibed locus, strongly similar to NP_189345.1 expressed protein [Arabidopsis thaliana] 3957.239 3818.859 4972.845 4774.826 16 11.95028 11.89893 12.27986 12.22123 0.0139931 8.364635 0.03795362 6120 1.2534844 down 11.9246 12.25055 0.036312 0.041452 -0.325944 0.973394
1614107_aVvi.14678 Transcr ibed locus 4.426216 4.463548 4.303875 4.27649 16 2.146074 2.158191 2.105636 2.096427 0.0214644 6.71522 0.04671469 7627 1.0360551 up 2.152133 2.101032 0.008568 0.006512 0.0511007 1.024322
1614108_aVvi.864 Transcr ibed locus, strongly similar to NP_174951.1 60S ribosomal protein L35a (RPL35aB) [ 14299.14 14398.04 17890.43 18919.6 16 13.80364 13.81358 14.1269 14.20759 0.0126058 8.822227 0.03657644 5720 1.282213 down 13.80861 14.16725 0.007032 0.057058 -0.358636 0.974686
1614109_at 174.8559 188.028 185.4262 181.6555 16 7.450022 7.554804 7.534702 7.505062 0.7787535 0.320841 0.8066425 16027 1.0121821 down 7.502413 7.519882 0.074092 0.020959 -0.0174687 0.997677
1614110_sVvi.1265 Transcr ibed locus, weakly similar to NP_610352.2 CG8711-PA [Drosophila melanogaster] 1823.224 1748.974 1684.084 1639.041 16 10.83228 10.77229 10.71775 10.67864 0.1007489 2.907265 0.14271617 11719 1.0748174 up 10.80228 10.69819 0.042415 0.027656 0.104091 1.00973
1614111_aVvi.14933 Transcr ibed locus 3.889358 3.905745 3.776279 3.795041 16 1.959532 1.965598 1.916965 1.924115 0.0122171 8.964128 0.03608414 5619 1.0295577 up 1.962565 1.92054 0.004289 0.005056 0.0420248 1.021882
1614112_aVvi.7480 Transcr ibed locus, moderately similar to NP_566695.1 E3 ubiquitin ligase SCF complex subu     7265.96 7039.832 7989.868 8428.111 16 12.82694 12.78133 12.96396 13.04099 0.0473471 4.430883 0.07919972 9924 1.1473793 down 12.80413 13.00247 0.032253 0.054473 -0.1983425 0.984746
1614113_aVvi.9537 Transcr ibed locus, weakly similar to NP_197433.1 RAN GTPase activating protein 2 (RanGA 68.05127 71.92423 123.4974 126.7018 16 6.088551 6.168406 6.948337 6.985293 0.0027429 19.05476 0.02700983 1684 1.7879878 down 6.128478 6.966815 0.056466 0.026132 -0.838337 0.879667
1614114_aVvi.2259 Transcr ibed locus, moderately similar to NP_566383.1 protein phosphatase-related [Arabidop 447.509 460.5974 416.6544 391.9163 16 8.805773 8.847363 8.702707 8.614402 0.0750088 3.442565 0.11288033 11031 1.1235105 up 8.826568 8.658554 0.029408 0.062441 0.168014 1.019404
1614115_aVvi.9265 Transcr ibed locus 5.3625 5.562828 5.194902 5.181992 16 2.422906 2.475818 2.377096 2.373507 0.1078525 2.792924 0.15117921 11843 1.0526752 up 2.449362 2.375302 0.037415 0.002538 0.0740604 1.031179
1614116_aVvi.5264 Transcr ibed locus 3.830344 3.852025 3.720724 3.737891 16 1.937474 1.945617 1.895584 1.902225 0.0148442 8.116037 0.03882907 6343 1.029998 up 1.941546 1.898904 0.005758 0.004696 0.0426414 1.022456
1614117_at 3.15418 3.17022 3.068137 3.082387 16 1.657265 1.664583 1.617363 1.624048 0.0148468 8.115308 0.03882907 6347 1.0282695 up 1.660924 1.620706 0.005175 0.004727 0.0402185 1.024815
1614118_aVvi.889 Transcr ibed locus, moderately similar to NP_179097.1 expressed protein [Arabidopsis thalian 4.569384 4.51471 4.323177 4.325377 16 2.192 2.174634 2.112092 2.112826 0.0147124 8.153146 0.03874717 6301 1.050341 up 2.183317 2.112459 0.01228 5.19E-04 0.0708577 1.033543
1614119_aVvi.9857 Transcr ibed locus, weakly similar to NP_197701.1 expressed protein [Arabidopsis thaliana] 5.960167 5.984575 5.761383 5.819166 16 2.575353 2.581249 2.526415 2.540813 0.0289921 5.744525 0.05597466 8598 1.0314595 up 2.578301 2.533614 0.004169 0.010181 0.044687 1.017638
1614120_aVvi.4574 Transcr ibed locus, moderately similar to NP_189382.2 expressed protein [Arabidopsis thalian 132.9044 136.8675 141.2859 150.1086 16 7.054245 7.096636 7.142474 7.229862 0.1501959 2.280037 0.19815256 12583 1.0797725 down 7.07544 7.186168 0.029976 0.061793 -0.1107273 0.984592
1614121_aVvi.10491 Transcr ibed locus, weakly similar to NP_177282.2 expressed protein [Arabidopsis thaliana] 122.4892 117.391 140.6105 153.9691 16 6.936511 6.875178 7.13556 7.266498 0.055075 4.08304 0.08884998 10290 1.2270416 down 6.905845 7.201029 0.043369 0.092587 -0.2951843 0.959008
1614122_aVvi.11581 Transcr ibed locus, weakly similar to NP_199628.1 F-box family protein [Arabidopsis thaliana] 4.090172 4.104722 3.941585 3.979311 16 2.032162 2.037284 1.978776 1.992519 0.0216071 6.692274 0.04686775 7652 1.0346018 up 2.034723 1.985647 0.003622 0.009717 0.0490756 1.024715
1614123_aVvi.7981 Transcr ibed locus, weakly similar to XP_463532.1 MADS box protein [Oryza sativa (japonica 107.8176 89.46548 91.0709 96.049 16 6.752449 6.483259 6.508918 6.585699 0.6642816 0.50403 0.7025803 15696 1.0501142 up 6.617854 6.547308 0.190346 0.054292 0.070546 1.010775
1614124_at 7.853357 7.67178 7.380763 7.406146 16 2.97331 2.939562 2.88377 2.888723 0.0542784 4.115516 0.08786374 10255 1.0498545 up 2.956436 2.886246 0.023864 0.003502 0.0701895 1.024319
1614125_aVvi.426 Transcr ibed locus, moderately similar to NP_194093.1 50S ribosomal protein-related [Arabid 164.3498 152.5964 329.7447 319.8625 16 7.360626 7.253577 8.365206 8.321308 0.0031026 17.91108 0.02770756 1856 2.0507557 down 7.307101 8.343257 0.075695 0.03104 -1.0361558 0.875809
1614126_aVvi.7835 Transcr ibed locus, moderately similar to XP_464260.1 unknown protein [Oryza sativa (japonic 234.2499 232.0842 160.3785 156.8286 16 7.871904 7.858504 7.325336 7.293045 9.87E-04 31.80734 0.02255868 722 1.4702016 up 7.865204 7.30919 0.009475 0.022833 0.556014 1.076071
1614127_at 5.464399 5.451832 5.174883 5.170805 16 2.450063 2.446741 2.371526 2.370389 5.13E-04 44.11511 0.01961565 433 1.0551474 up 2.448402 2.370957 0.002349 8.04E-04 0.0774446 1.032664
1614128_aVvi.7559 Transcr ibed locus, strongly similar to XP_476729.1 OsRad6 [Oryza sativa (japonica cultivar- 9217.655 9557.413 8850.73 8283.28 16 13.17018 13.2224 13.11158 13.01599 0.1354407 2.433029 0.18190968 12360 1.0962001 up 13.1963 13.06378 0.036925 0.067595 0.132511 1.010143
1614129_aVvi.1912 Transcr ibed locus, moderately similar to NP_190648.1 late embryogenesis abundant protein, 64.16663 45.01265 43.9366 38.96864 16 6.003751 5.492259 5.457351 5.284242 0.2972136 1.397088 0.35290667 13981 1.2988265 up 5.748005 5.370796 0.36168 0.122407 0.377209 1.070233
1614130_aVvi.4007 Transcr ibed locus, weakly similar to NP_189235.1 peroxiredoxin Q, putative [Arabidopsis thali 4.710283 4.779194 4.522805 4.519481 16 2.235814 2.256767 2.177218 2.176157 0.0219688 6.63511 0.04736598 7699 1.049428 up 2.246291 2.176688 0.014816 7.50E-04 0.0696032 1.031977
1614131_aVvi.10518 Transcr ibed locus, moderately similar to NP_171669.1 SEC14 cytosolic factor, putative / phos 5.206867 5.248666 4.942938 4.950356 16 2.380415 2.391951 2.305369 2.307532 0.0053732 13.58708 0.02956287 3014 1.0568222 up 2.386183 2.306451 0.008157 0.00153 0.0797327 1.034569
1614132_aVvi.863 Transcr ibed locus, moderately similar to NP_921725.1 putative acetohydroxyacid isomeroredu     265.1693 238.2234 282.9195 216.4527 16 8.05077 7.896171 8.144248 7.757907 0.9241175 0.107625 0.93567103 16396 1.0156429 up 7.973471 7.951078 0.109318 0.273184 0.0223932 1.002816
1614133_aVvi.15670 Transcr ibed locus 601.9793 585.6935 745.8683 605.2304 16 9.23357 9.194002 9.542777 9.241341 0.3616646 1.172761 0.4175781 14378 1.1315287 down 9.213786 9.392059 0.027979 0.213148 -0.178273 0.981019
1614134_aVvi.5025 Transcr ibed locus, weakly similar to NP_197844.1 F-box family protein / SKP1 interacting par 204.9466 178.38 209.7261 219.8483 16 7.679104 7.47881 7.712362 7.780365 0.2542831 1.582863 0.3089811 13662 1.1230378 down 7.578957 7.746364 0.14163 0.048085 -0.1674066 0.978389
1614135_aVvi.1970 Transcr ibed locus, strongly similar to NP_200337.1 serine/threonine protein phosphatase PP 842.1079 839.7209 968.6773 993.4054 16 9.717861 9.713766 9.919872 9.956239 0.0067108 12.14559 0.03067327 3630 1.1665446 down 9.715814 9.938055 0.002896 0.025715 -0.222241 0.977637
1614136_aVvi.4775 Transcr ibed locus, weakly similar to NP_199578.2 CCAAT-box binding transcr iption factor fa 7.298418 5.338702 330.1323 261.0739 16 2.867584 2.416489 8.3669 8.028315 0.0025669 19.69966 0.0266497 1597 47.031994 down 2.642036 8.197607 0.318972 0.239416 -5.5555706 0.322294
1614137_aVvi.11936 Transcr ibed locus, moderately similar to NP_176116.2 mechanosensitive ion channel domain 9.683163 12.26943 7.759641 8.085805 16 3.275478 3.616996 2.95599 3.015391 0.1172416 2.657166 0.16183959 12026 1.376063 up 3.446237 2.985691 0.241489 0.042003 0.4605464 1.154251
1614138_aVvi.2802 Transcr ibed locus, moderately similar to NP_564934.1 plastid-specific 30S ribosomal protein 469.2976 430.527 381.6981 378.7925 16 8.874359 8.74996 8.576288 8.565264 0.0608736 3.86564 0.09584099 10543 1.1821258 up 8.81216 8.570776 0.087964 0.007795 0.241384 1.028164
1614139_at 79.82855 78.48865 82.77969 76.74252 16 6.318833 6.294412 6.371204 6.261954 0.8752019 0.177882 0.89233476 16281 1.0069255 down 6.306623 6.316579 0.017268 0.077251 -0.0099568 0.998424
1614140_aVvi.15747 Transcr ibed locus 4.583939 4.617278 4.453795 4.461532 16 2.196588 2.207043 2.155035 2.157539 0.0136545 8.469908 0.03756261 6033 1.0320607 up 2.201815 2.156287 0.007393 0.001771 0.0455279 1.021114
1614141_aVvi.7246 Transcr ibed locus, moderately similar to NP_565714.1 expressed protein [Arabidopsis thalian 1860.723 1823.553 751.7224 696.9208 16 10.86165 10.83254 9.554056 9.444851 0.0017537 23.84806 0.02497189 1164 2.5449514 up 10.84709 9.499454 0.020585 0.07722 1.347638 1.141865
1614142_aVvi.14981 Transcr ibed locus 5.3062 5.344637 4.835543 5.067891 16 2.407679 2.418092 2.273678 2.341385 0.0914327 3.075867 0.13185944 11511 1.0757583 up 2.412886 2.307532 0.007363 0.047876 0.1053541 1.045657
1614143_at 11.0741 11.27654 9.672158 9.260682 16 3.469118 3.495252 3.273838 3.211118 0.0195015 7.055717 0.04449292 7275 1.1807526 up 3.482185 3.242478 0.01848 0.04435 0.2397069 1.073927
1614144_aVvi.2296 Transcr ibed locus 163.4163 119.1318 14.77806 16.35815 16 7.352408 6.896415 3.885385 4.031938 0.005674 13.21912 0.02982877 3156 8.973996 up 7.124412 3.958661 0.322436 0.103628 3.1657506 1.799702
1614145_aVvi.2489 Transcr ibed locus, moderately similar to XP_479487.1 putative 60S ribosomal protein L22 [Or 2345.472 2258.981 2995.251 3463.289 16 11.19566 11.14146 11.54846 11.75793 0.0463904 4.47974 0.07803172 9869 1.3992304 down 11.16856 11.65319 0.038329 0.148115 -0.484633 0.958412
1614146_aVvi.13110 Transcr ibed locus, moderately similar to NP_565504.1 ubiquitin fusion degradation UFD1 fam97.53739 118.9892 75.49219 70.68873 16 6.607884 6.894688 6.238255 6.143408 0.065566 3.710628 0.10163645 10709 1.4747331 up 6.751286 6.190832 0.202801 0.067067 0.5604539 1.09053
1614147_aVvi.9982 Transcr ibed locus, weakly similar to NP_567956.1 C2 domain-containing protein [Arabidopsis 1107.146 1106.979 850.1514 820.7633 16 10.11263 10.11241 9.731576 9.680822 0.003878 16.01141 0.02840516 2265 1.3253024 up 10.11252 9.7062 1.54E-04 0.035888 0.406321 1.041862
1614148_x_at 266.5543 221.4602 96.50382 128.799 16 8.058286 7.790904 6.592514 7.008977 0.0452184 4.541638 0.07661922 9797 2.179276 up 7.924595 6.800746 0.189068 0.294484 1.123849 1.165254
1614149_aVvi.3242 Transcr ibed locus, moderately similar to NP_178241.1 ABC transporter family protein [Arabid 68.3353 63.9538 51.73433 51.51849 16 6.09456 5.998958 5.69305 5.687018 0.0175541 7.447889 0.04212248 6917 1.2805156 up 6.046759 5.690034 0.067601 0.004265 0.3567247 1.062693
1614150_aVvi.9809 Transcr ibed locus 48.80375 48.1323 42.8008 45.60841 16 5.60892 5.588934 5.419566 5.511228 0.1044304 2.846631 0.14707777 11787 1.0969743 up 5.598927 5.465397 0.014133 0.064815 0.1335295 1.024432
1614151_aVvi.7319 Transcr ibed locus, moderately similar to NP_567521.1 ATP-dependent Clp protease proteoly 239.3447 220.0241 237.4453 258.4019 16 7.902946 7.781518 7.891451 8.013473 0.328759 1.280664 0.38502097 14175 1.0794007 down 7.842232 7.952462 0.085863 0.086282 -0.1102302 0.986139
1614152_aVvi.10076 Transcr ibed locus, moderately similar to NP_196527.1 inorganic pyrophosphatase family prot  756.3024 743.1423 929.0881 907.0858 16 9.56282 9.537495 9.859672 9.825095 0.0053345 13.63671 0.02951134 2998 1.2245281 down 9.550158 9.842383 0.017907 0.024449 -0.292225 0.97031
1614153_aVvi.9349 Transcr ibed locus, strongly similar to XP_477654.1 putative plastidic glucose 6-phosphate de 671.3244 638.1931 845.9917 850.1688 16 9.390866 9.317849 9.7245 9.731606 0.0094979 10.18769 0.03339345 4721 1.2956665 down 9.354358 9.728052 0.051631 0.005025 -0.373694 0.961586
1614154_at 3.693728 3.712563 3.588041 3.603179 16 1.885078 1.892416 1.843196 1.84927 0.0123194 8.926126 0.03624828 5641 1.0299063 up 1.888747 1.846233 0.005189 0.004295 0.0425131 1.023027
1614155_aVvi.4467 Transcr ibed locus, weakly similar to NP_683414.1 integral membrane protein, putative [Arabid 25.02788 30.38725 11.72922 10.76908 16 4.645464 4.925394 3.552035 3.428823 0.0136596 8.468296 0.03756261 6035 2.4537697 up 4.785429 3.490429 0.19794 0.087124 1.2949998 1.371014
1614156_aVvi.3616 Transcr ibed locus, moderately similar to NP_190973.1 fructose-1,6-bisphosphatase, putative 4.23655 4.245782 4.065664 4.074234 16 2.08289 2.086031 2.023491 2.026529 0.0013477 27.21231 0.02385507 933 1.0420687 up 2.08446 2.02501 0.002221 0.002148 0.0594504 1.029358
1614157_at 3.208039 3.223214 3.108879 3.139382 16 1.681692 1.6885 1.636395 1.65048 0.0334981 5.325498 0.06179288 8999 1.0292964 up 1.685096 1.643437 0.004814 0.00996 0.0416584 1.025348
1614158_aVvi.12642 Transcr ibed locus, weakly similar to NP_190154.1 proton-dependent oligopeptide transport (P 3.485703 3.498418 3.377625 3.38926 16 1.801449 1.806703 1.756009 1.76097 0.006222 12.61835 0.03025465 3410 1.0321026 up 1.804076 1.75849 0.003714 0.003508 0.0455864 1.025924
1614159_aVvi.12770 Transcr ibed locus 4.766944 4.782476 4.554574 4.561358 16 2.253065 2.257758 2.187316 2.189463 0.0014792 25.97165 0.02457278 998 1.0475516 up 2.255411 2.18839 0.003319 0.001518 0.0670213 1.030626
1614160_aVvi.9028 Transcr ibed locus, weakly similar to NP_916962.1 P0445E10.13 [Oryza sativa (japonica cultiv 7.377377 7.404552 7.208718 7.190786 16 2.883108 2.888413 2.849743 2.846149 0.0071006 11.80401 0.03091713 3811 1.0265573 up 2.88576 2.847946 0.003751 0.002541 0.0378141 1.013278



1614161_aVvi.1341 Transcr ibed locus 9.358763 6.291567 56.70735 39.46355 16 3.226318 2.65342 5.825464 5.302449 0.0211568 6.765465 0.04625735 7592 6.164943 down 2.939869 5.563956 0.4051 0.369827 -2.6240876 0.528377
1614162_at 4.525928 4.449978 4.175976 4.173206 16 2.178214 2.153798 2.062114 2.061156 0.0134262 8.543097 0.0373433 5968 1.0750257 up 2.166006 2.061635 0.017264 6.77E-04 0.104371 1.050625
1614163_aVvi.4334 Transcr ibed locus 3.978049 3.983702 3.829273 3.853555 16 1.992061 1.99411 1.93707 1.94619 0.0081483 11.0103 0.03164294 4269 1.0363097 up 1.993085 1.94163 0.001449 0.006448 0.0514553 1.026501
1614164_aVvi.8636 Transcr ibed locus 6.729683 6.839029 5.978304 6.445839 16 2.750539 2.773792 2.579736 2.688368 0.1474975 2.306423 0.1950266 12555 1.0928633 up 2.762165 2.634052 0.016442 0.076814 0.128113 1.048637
1614165_x_at 4.702217 4.733776 4.531318 4.542479 16 2.233341 2.242991 2.179931 2.18348 0.0081898 10.98207 0.03166666 4290 1.0399117 up 2.238166 2.181705 0.006824 0.00251 0.0564611 1.025879
1614166_at 3.948834 3.992378 3.810347 3.821766 16 1.981427 1.997248 1.929922 1.93424 0.0199003 6.982507 0.04486848 7362 1.0404853 up 1.989337 1.932081 0.011188 0.003053 0.0572564 1.029635
1614167_aVvi.4275 Transcr ibed locus 3.874651 3.898 3.738085 3.766578 16 1.954066 1.962734 1.902299 1.913255 0.0185104 7.247654 0.04327076 7101 1.0357122 up 1.9584 1.907777 0.006129 0.007747 0.0506232 1.026535
1614168_aVvi.5922 Transcr ibed locus 6.989044 3.225939 39.08273 26.33386 16 2.805095 1.689719 5.288459 4.718847 0.0479361 4.40152 0.07992562 9956 6.7563615 down 2.247407 5.003654 0.78869 0.402777 -2.7562465 0.449153
1614169_at 6.133053 5.977312 5.965869 5.988916 16 2.616606 2.579497 2.576732 2.582295 0.4272727 0.988061 0.4823597 14705 1.0129322 up 2.598051 2.579514 0.02624 0.003933 0.0185375 1.007186
1614170_aVvi.5318 Transcr ibed locus, weakly similar to NP_197819.2 expressed protein [Arabidopsis thaliana] 7.492765 7.517196 7.215917 7.267811 16 2.905498 2.910195 2.851183 2.861521 0.0119389 9.069869 0.03581035 5534 1.036338 up 2.907847 2.856352 0.003321 0.00731 0.0514946 1.018028
1614171_aVvi.6440 Transcr ibed locus, moderately similar to NP_176910.1 60S ribosomal protein L17 (RPL17B) 5863.606 5956.113 8906.863 8823.083 16 12.51757 12.54015 13.1207 13.10707 5.08E-04 44.35499 0.01952104 430 1.5000598 down 12.52886 13.11388 0.015968 0.009641 -0.58502 0.955389
1614172_aVvi.12536 Transcr ibed locus 5.434196 5.523122 5.338447 5.367543 16 2.442066 2.465484 2.41642 2.424262 0.1136159 2.707712 0.15762101 11966 1.0234454 up 2.453775 2.420341 0.016559 0.005545 0.0334342 1.013814
1614173_aVvi.12687 Transcr ibed locus, strongly similar to XP_470347.1 cellulose synthase [Oryza sativa (japonic  1111.766 1120.229 1192.559 1395.157 16 10.11864 10.12958 10.21985 10.44621 0.2065399 1.843709 0.25869295 13254 1.1558237 down 10.12411 10.33303 0.007736 0.160066 -0.208922 0.979781
1614174_at 4.681929 4.791653 4.453641 4.607276 16 2.227103 2.260523 2.154985 2.203914 0.1619254 2.172494 0.2109821 12740 1.0456235 up 2.243813 2.17945 0.023632 0.034598 0.0643634 1.029532
1614175_aVvi.560 Transcr ibed locus, moderately similar to XP_478512.1 putative thiamine biosynthesis protein [ 5.407035 5.464731 5.230189 5.267795 16 2.434838 2.450151 2.386863 2.397199 0.0319126 5.462943 0.05976449 8864 1.0355972 up 2.442494 2.392031 0.010828 0.007309 0.050463 1.021096
1614176_aVvi.15076 Transcr ibed locus 18.5611 17.27396 18.50398 17.33031 16 4.214211 4.110527 4.209764 4.115225 0.9987081 0.001794 0.99876827 16600 1.0000873 down 4.162369 4.162495 0.073315 0.066849 -0.0001257 0.99997
1614177_aVvi.6730 Transcr ibed locus, weakly similar to NP_915582.1 P0489B03.9 [Oryza sativa (japonica cultiva 441.9606 442.9346 511.9279 479.9071 16 8.787774 8.79095 8.999797 8.906611 0.0722934 3.514437 0.10960779 10949 1.1202667 down 8.789362 8.953204 0.002246 0.065892 -0.163842 0.9817
1614178_aVvi.7284 Transcr ibed locus, weakly similar to XP_474191.1 OSJNBa0011F23.7 [Oryza sativa (japonica 350.7478 292.8731 7.059024 6.78583 16 8.45429 8.194132 2.819469 2.762525 5.79E-04 41.55352 0.02042291 469 46.30879 up 8.324211 2.790997 0.18396 0.040265 5.533214 2.982522
1614179_at 235.1892 219.3929 172.633 162.5739 16 7.877678 7.777373 7.431564 7.344952 0.0220065 6.629223 0.04738306 7708 1.3559158 up 7.827526 7.388258 0.070926 0.061244 0.4392676 1.059455
1614180_aVvi.2417 Transcr ibed locus, weakly similar to XP_468636.1 expressed protein [Oryza sativa (japonica c 6.333312 6.362693 6.098888 6.102054 16 2.66296 2.669637 2.608546 2.609295 0.0034108 17.07881 0.02783547 2033 1.0405731 up 2.666299 2.608921 0.004722 5.29E-04 0.0573783 1.021993
1614181_aVvi.3392 Transcr ibed locus, moderately similar to NP_174692.1 expressed protein [Arabidopsis thalian 309.8373 278.2777 503.8956 510.3369 16 8.275367 8.120381 8.976981 8.995306 0.0096577 10.10181 0.03355114 4772 1.7270012 down 8.197874 8.986143 0.109591 0.012958 -0.788269 0.912279
1614182_at 8.198126 8.197286 7.835639 7.820119 16 3.035294 3.035147 2.970051 2.967191 4.62E-04 46.50221 0.01885422 405 1.0472455 up 3.03522 2.968621 1.05E-04 0.002023 0.0665996 1.022435
1614183_aVvi.1377 Transcr ibed locus, strongly similar to NP_194688.1 expressed protein [Arabidopsis thaliana] 351.7369 318.3051 4.155904 3.919932 16 8.458353 8.314266 2.055162 1.970829 1.72E-04 76.34877 0.0168302 167 82.90079 up 8.38631 2.012996 0.101885 0.059633 6.3733143 4.166084
1614184_aVvi.13326 Transcr ibed locus, strongly similar to NP_174350.2 UDP-D-xylose 4-epimerase, putative (M 677.1586 650.5178 608.2654 563.53 16 9.40335 9.345445 9.248557 9.138349 0.1007728 2.906862 0.14273776 11720 1.1336257 up 9.374397 9.193453 0.040945 0.077929 0.180944 1.019682
1614185_aVvi.12107 Transcr ibed locus 6.656999 6.734832 6.236762 6.301478 16 2.734872 2.751642 2.640797 2.65569 0.0136462 8.472526 0.03755261 6032 1.0680753 up 2.743257 2.648244 0.011858 0.010531 0.0950133 1.035878
1614186_aVvi.2917 Transcr ibed locus, moderately similar to NP_200543.1 aldose 1-epimerase family protein [Ara 323.5412 304.9908 41.91858 34.97134 16 8.337806 8.252622 5.389518 5.128101 0.0020435 22.08734 0.02553182 1326 8.204436 up 8.295214 5.25881 0.060234 0.184849 3.0364044 1.577394
1614187_aVvi.15003 Transcr ibed locus 7.53293 7.625166 6.962925 7.012156 16 2.913211 2.930769 2.799694 2.809858 0.0074062 11.55524 0.03117425 3941 1.0846385 up 2.92199 2.804776 0.012415 0.007187 0.1172143 1.041791
1614188_aVvi.7524 Transcr ibed locus, moderately similar to NP_187696.1 hydroxyacylglutathione hydrolase, cyto      1313.552 1236.175 1101.548 1062.888 16 10.35926 10.27167 10.10532 10.05377 0.0433965 4.642677 0.07430568 9695 1.1776551 up 10.31546 10.07955 0.061936 0.036446 0.235917 1.023406
1614189_aVvi.739 Transcr ibed locus, moderately similar to NP_910473.1 Hd3a [Oryza sativa (japonica cultivar- 5.649979 5.694048 5.370499 5.387866 16 2.498246 2.509455 2.425056 2.429714 0.0062406 12.59927 0.03025465 3420 1.0544312 up 2.50385 2.427385 0.007926 0.003294 0.076465 1.031501
1614190_aVvi.9324 Transcr ibed locus 4.505117 4.534483 4.302685 4.332673 16 2.171565 2.180938 2.105238 2.115257 0.0106314 9.620988 0.03472738 5080 1.0468132 up 2.176251 2.110247 0.006628 0.007085 0.066004 1.031278
1614191_sVvi.7706 Transcr ibed locus, moderately similar to NP_190882.1 O-diphenol-O-methyl transferase, puta 21310.59 21693.09 21597.52 20734.98 16 14.37928 14.40495 14.39858 14.33978 0.5487976 0.715017 0.5963567 15277 1.016025 up 14.39212 14.36918 0.018148 0.041577 0.022936 1.001596
1614192_at 5.433502 5.465914 5.167769 5.185681 16 2.441882 2.450463 2.369541 2.374533 0.0044526 14.93616 0.02924136 2527 1.0527298 up 2.446173 2.372037 0.006067 0.00353 0.0741353 1.031254
1614193_aVvi.9002 Transcr ibed locus 66.52547 67.67966 72.70825 62.79234 16 6.055834 6.08065 6.184047 5.972517 0.9334852 0.094274 0.9432576 16429 1.006983 down 6.068242 6.078281 0.017548 0.149574 -0.0100394 0.998348
1614194_aVvi.7205 Transcr ibed locus, moderately similar to NP_188509.1 expressed protein [Arabidopsis thalian 6.031548 6.052193 6.33536 5.845155 16 2.592528 2.597458 2.663427 2.547241 0.8752274 0.177845 0.89233476 16282 1.0071933 down 2.594993 2.605334 0.003486 0.082156 -0.0103408 0.996031
1614195_aVvi.5906 Transcr ibed locus, moderately similar to NP_200440.1 peroxisomal targeting signal type 1 re 379.6254 385.5012 383.4585 375.1954 16 8.568433 8.590591 8.582927 8.551498 0.5878694 0.639694 0.6319481 15443 1.0085611 up 8.579512 8.567213 0.015669 0.022223 0.012299 1.001436
1614196_aVvi.12674 Transcr ibed locus, weakly similar to XP_463043.1 expressed protein [Oryza sativa (japonica c 3379.646 3312.515 2359.196 2276.859 16 11.72266 11.69371 11.20408 11.15283 0.0030723 17.99984 0.02768036 1837 1.4436579 up 11.70818 11.17845 0.020467 0.03624 0.529729 1.047388
1614197_aVvi.15288 Transcr ibed locus 99.76072 98.81169 109.7619 97.48795 16 6.6404 6.62661 6.778234 6.607152 0.5616662 0.689685 0.6079133 15338 1.041879 down 6.633505 6.692693 0.009751 0.120974 -0.0591878 0.991156
1614198_aVvi.10830 Transcr ibed locus 368.5596 393.8288 457.2631 453.715 16 8.525754 8.621425 8.836881 8.825643 0.0332086 5.349867 0.06142268 8975 1.1955482 down 8.573589 8.831262 0.067649 0.007947 -0.257673 0.970823
1614199_aVvi.4211 Transcr ibed locus, weakly similar to NP_567210.1 expressed protein [Arabidopsis thaliana] 2.960925 2.968498 2.886763 2.89809 16 1.566048 1.569733 1.529453 1.535102 0.00885 10.55917 0.03257206 4509 1.0249923 up 1.567891 1.532278 0.002606 0.003995 0.035613 1.023242
1614200_aVvi.15222 Transcr ibed locus 4.745583 4.83858 6.03303 7.589334 16 2.246585 2.274584 2.592883 2.923973 0.0956527 2.996598 0.13678095 11609 1.4121013 down 2.260585 2.758428 0.019798 0.234116 -0.4978434 0.819519
1614201_aVvi.12286 Transcr ibed locus, moderately similar to NP_195026.1 calcineurin B-like protein 10 (CBL10) 13.1503 11.11173 12.80556 11.27611 16 3.717024 3.474011 3.678699 3.495197 0.9602328 0.056285 0.9658176 16505 1.0059577 up 3.595518 3.586948 0.171836 0.129756 0.0085696 1.002389
1614202_sVvi.7130 Transcr ibed locus, weakly similar to NP_195463.1 hydrolase, alpha/beta fold family protein [Ar 27.5511 24.72341 23.04941 20.58429 16 4.784038 4.627806 4.526658 4.363472 0.1472053 2.30932 0.19471772 12550 1.1981907 up 4.705922 4.445065 0.110473 0.11539 0.2608575 1.058685
1614203_aVvi.14758 Transcr ibed locus 1179.387 1160.946 1553.028 1593.951 16 10.20382 10.18109 10.60087 10.63839 0.0026268 19.473 0.02668185 1633 1.3445995 down 10.19245 10.61963 0.016076 0.026533 -0.427177 0.959775
1614204_aVvi.1443 Transcr ibed locus, moderately similar to NP_189235.1 peroxiredoxin Q, putative [Arabidopsis 161.8417 133.982 7.179344 6.404353 16 7.33844 7.065895 2.843852 2.679053 0.0012835 27.88553 0.02357308 902 21.716427 up 7.202168 2.761452 0.192719 0.116531 4.4407151 2.608109
1614205_aVvi.1641 Transcr ibed locus, weakly similar to NP_568953.1 zinc finger (C3HC4-type RING finger) fam 248.5396 273.9208 234.4027 235.4719 16 7.957332 8.097615 7.872845 7.879411 0.1639105 2.155349 0.2131799 12764 1.1106045 up 8.027473 7.876128 0.099195 0.004643 0.151345 1.019216
1614206_aVvi.7490 Transcr ibed locus, moderately similar to NP_563877.1 starch excess protein (SEX1) [Arabido 1037.499 1061.096 400.5164 399.3735 16 10.01889 10.05134 8.645718 8.641595 1.38E-04 85.08698 0.0168302 132 2.623443 up 10.03512 8.643656 0.022943 0.002915 1.391461 1.160981
1614207_aVvi.3469 Transcr ibed locus, strongly similar to NP_190318.1 asparagine synthetase 1 [glutamine-hydr 69.76994 76.34039 44.62996 36.92166 16 6.124533 6.254375 5.47994 5.206396 0.0305454 5.589805 0.05804882 8735 1.7978663 up 6.189454 5.343168 0.091812 0.193425 0.8462857 1.158386
1614208_aVvi.4851 Transcr ibed locus 3.605719 3.627097 3.50759 3.526677 16 1.850287 1.858815 1.81048 1.818309 0.0201531 6.937244 0.04519432 7400 1.0282254 up 1.854551 1.814395 0.00603 0.005536 0.0401566 1.022132
1614209_aVvi.4257 Transcr ibed locus, moderately similar to NP_565077.2 peptidase U7 family protein [Arabidops 4.891066 4.62374 4.457424 4.480708 16 2.290149 2.20906 2.15621 2.163727 0.1586552 2.201376 0.2073195 12704 1.0641019 up 2.249605 2.159968 0.057338 0.005315 0.0896363 1.041499
1614210_aVvi.11620 Transcr ibed locus, weakly similar to NP_565600.1 expressed protein [Arabidopsis thaliana] 402.7823 451.4157 579.0621 474.7269 16 8.653856 8.818313 9.177574 8.890954 0.2128862 1.80469 0.26553997 13309 1.229592 down 8.736084 9.034264 0.116288 0.202671 -0.29818 0.966995
1614211_aVvi.2994 Transcr ibed locus, weakly similar to NP_191663.1 cytochrome P450 family protein [Arabidops 5.53701 5.558808 5.261495 5.39499 16 2.469107 2.474776 2.395473 2.43162 0.085719 3.191929 0.12521839 11364 1.0413066 up 2.471942 2.413547 0.004008 0.02556 0.0583949 1.024195
1614212_aVvi.7287 Transcr ibed locus, weakly similar to NP_195300.1 Rho-GTPase-activating protein-related [A 255.4169 234.1959 269.419 229.0329 16 7.99671 7.871573 8.073708 7.839411 0.8814846 0.168795 0.89814705 16293 1.0156604 down 7.934141 7.956559 0.088486 0.165673 -0.022418 0.997182
1614213_aVvi.12522 Transcr ibed locus 4.535492 4.594822 4.376633 4.415968 16 2.181259 2.200009 2.129821 2.14273 0.0411541 4.775919 0.07158852 9543 1.0383973 up 2.190634 2.136276 0.013258 0.009128 0.0543585 1.025445
1614214_at 4.912557 4.941726 4.700408 4.702688 16 2.296474 2.305015 2.232786 2.233486 0.0039927 15.7785 0.02857155 2319 1.0479783 up 2.300745 2.233136 0.006039 4.95E-04 0.0676088 1.030275
1614215_aVvi.14368 Transcr ibed locus 4.185151 4.204091 4.065689 4.063972 16 2.06528 2.071794 2.0235 2.02289 0.0051653 13.86001 0.02947135 2908 1.0319276 up 2.068537 2.023195 0.004606 4.31E-04 0.0453418 1.022411
1614216_aVvi.1421 Transcr ibed locus, moderately similar to NP_564806.1 expressed protein [Arabidopsis thalian 3504.711 3469.989 5236.452 5265.683 16 11.77508 11.76072 12.35437 12.36241 1.94E-04 71.7626 0.0168302 189 1.5057595 down 11.7679 12.35839 0.010157 0.005679 -0.590491 0.952219
1614217_at 74.02614 75.20505 101.2085 103.77 16 6.209963 6.232758 6.661187 6.697245 0.0021632 21.46581 0.02580234 1385 1.3734993 down 6.22136 6.679216 0.016119 0.025497 -0.4578564 0.931451
1614218_aVvi.14770 Transcr ibed locus 3.030737 3.040143 2.940577 2.955645 16 1.599669 1.604139 1.556099 1.563473 0.0103177 9.768499 0.03429313 4994 1.0296241 up 1.601904 1.559786 0.003161 0.005214 0.0421177 1.027002
1614219_aVvi.11539 Transcr ibed locus, strongly similar to NP_568227.1 histone H3 [Arabidopsis thaliana] 432.0046 449.6502 4506.512 5187.529 16 8.754903 8.812659 12.1378 12.34083 9.32E-04 32.73983 0.02246529 687 10.970307 down 8.783781 12.23931 0.04084 0.143568 -3.455532 0.717669
1614220_aVvi.12600 Transcr ibed locus 10.47223 10.55736 9.120907 13.08545 16 3.388497 3.400177 3.189177 3.709891 0.8517833 0.211951 0.8718438 16219 1.039001 down 3.394337 3.449534 0.008259 0.368201 -0.055197 0.983999
1614221_aVvi.1039 Transcr ibed locus, moderately similar to NP_196846.1 transaldolase, putative [Arabidopsis th 7950.443 7952.041 10446.98 10067.17 16 12.95682 12.95711 13.3508 13.29737 0.0052533 13.74249 0.02950386 2948 1.2897762 down 12.95696 13.32409 2.05E-04 0.037779 -0.3671205 0.972447
1614222_aVvi.1508 Transcr ibed locus, moderately similar to NP_199774.1 amino acid permease 6 (AAP6) [Arabi 9.04454 9.55999 16.14698 10.35279 16 3.177047 3.257009 4.013193 3.371948 0.2789305 1.471787 0.3345715 13840 1.3904408 down 3.217028 3.69257 0.056542 0.453428 -0.4755423 0.871216
1614223_at 27.19386 29.34675 21.8001 41.53023 9 4.765209 4.875129 4.446263 5.37609 0.8638205 0.194398 0.8827003 16245 1.0651139 down 4.820169 4.911177 0.077725 0.657487 -0.0910077 0.981469
1614224_aVvi.10296 Transcr ibed locus, moderately similar to NP_919109.1 casein kinase II alpha subunit [Oryza s 855.0909 828.333 878.3854 857.1566 16 9.739934 9.694067 9.77871 9.743415 0.2672826 1.522658 0.32253414 13757 1.0310124 down 9.717001 9.761063 0.032433 0.024958 -0.044062 0.995486
1614225_aVvi.14658 Transcr ibed locus 3.380781 3.393297 3.301076 3.293862 16 1.757357 1.762687 1.722937 1.71978 0.0063577 12.48162 0.03037423 3472 1.027162 up 1.760022 1.721358 0.00377 0.002232 0.0386636 1.022461
1614226_at 5.658205 5.712369 5.352931 5.320921 16 2.500344 2.514089 2.420329 2.411676 0.0078336 11.232 0.0314613 4131 1.0652664 up 2.507217 2.416003 0.009719 0.006119 0.0912142 1.037754
1614227_aVvi.362 Transcr ibed locus 229.0333 247.7414 290.4348 277.8472 16 7.839414 7.952691 8.182071 8.118148 0.0597181 3.906498 0.09449484 10491 1.1925559 down 7.896052 8.150109 0.080099 0.0452 -0.2540566 0.968828
1614228_aVvi.11971 Transcr ibed locus 6.544025 6.660784 6.274148 6.650186 16 2.710178 2.735692 2.64942 2.733395 0.5470679 0.718464 0.59478855 15269 1.0220941 up 2.722935 2.691407 0.018041 0.059379 0.031528 1.011714
1614229_aVvi.15595 Transcr ibed locus 4.622234 4.68487 4.468766 4.470581 16 2.20859 2.228009 2.159877 2.160462 0.0268059 5.984314 0.05328442 8351 1.0411156 up 2.2183 2.160169 0.013731 4.14E-04 0.0581302 1.02691
1614230_aVvi.8007 Transcr ibed locus 4.1201 4.145493 4.019735 4.12915 16 2.042679 2.051544 2.0071 2.045845 0.4080959 1.038549 0.46364248 14612 1.0144086 up 2.047112 2.026473 0.006268 0.027396 0.0206389 1.010185
1614231_sVvi.1593 Transcr ibed locus, moderately similar to NP_188155.1 thioredoxin M-type 4, chloroplast (TRX 1688.777 1716.384 1370.704 1338.642 16 10.72176 10.74516 10.4207 10.38656 0.003914 15.93728 0.02847866 2280 1.256867 up 10.73346 10.40363 0.016542 0.024145 0.329832 1.031704
1614232_aVvi.9855 Transcr ibed locus 235.9544 281.421 394.7045 407.6619 16 7.882365 8.136586 8.624629 8.671229 0.038612 4.940498 0.0681756 9401 1.5566596 down 8.009476 8.647929 0.179762 0.032951 -0.638453 0.926173
1614233_aVvi.454 Putative hypersensitive-induced response protein (HIR) 1900.961 1696.443 1347.397 1188.53 16 10.89251 10.7283 10.39596 10.21496 0.0538739 4.132276 0.0873793 10235 1.41907 up 10.81041 10.30546 0.116118 0.127984 0.504946 1.048998
1614234_aVvi.847 Transcr ibed locus, weakly similar to NP_198741.1 F-box family protein [Arabidopsis thaliana] 1162.249 1170.039 1124.993 1142.258 16 10.1827 10.19234 10.1357 10.15767 0.0765316 3.403878 0.11473526 11073 1.0287093 up 10.18752 10.14669 0.006815 0.015537 0.040835 1.004024
1614235_aVvi.11699 Transcr ibed locus, strongly similar to NP_567183.2 anthocyaninless2 (ANL2) [Arabidopsis th 37.12243 30.67562 9.266345 8.276581 16 5.214219 4.939021 3.212 3.049035 0.0066846 12.16957 0.03067327 3613 3.853321 up 5.07662 3.130518 0.194595 0.115234 1.9461023 1.621655
1614236_aVvi.14396 Transcr ibed locus 5.009405 5.025101 4.798753 4.856979 16 2.324639 2.329153 2.26266 2.280059 0.0252049 6.1791 0.05142572 8136 1.0392455 up 2.326896 2.271359 0.003191 0.012304 0.0555366 1.024451
1614237_aVvi.13074 Transcr ibed locus, weakly similar to NP_192641.2 isoamylase, putative / starch debranching e 822.5643 803.2365 419.319 400.1161 16 9.683985 9.649681 8.711905 8.644275 0.0014673 26.07711 0.0245034 993 1.9844563 up 9.666833 8.678089 0.024256 0.047822 0.988744 1.113936
1614238_aVvi.3319 Transcr ibed locus, moderately similar to NP_908610.1 MCT-1 protein-like [Oryza sativa (japo  1554.57 1465.214 1794.571 1760.421 16 10.6023 10.5169 10.80942 10.78171 0.0343448 5.255973 0.06285877 9070 1.1776963 down 10.5596 10.79557 0.06039 0.0196 -0.235968 0.978142
1614239_at 701.434 667.3013 728.3994 733.6769 16 9.454164 9.382195 9.508586 9.519001 0.1192799 2.629705 0.16413473 12064 1.0685211 down 9.418179 9.513794 0.05089 0.007365 -0.095615 0.98995
1614240_at 2007.016 1957.709 125.6432 121.6853 16 10.97084 10.93495 6.973188 6.927011 5.34E-05 136.8898 0.01326001 63 16.03102 up 10.95289 6.9501 0.025375 0.032652 4.002794 1.575933
1614241_aVvi.9432 Transcr ibed locus, moderately similar to NP_919574.1 unknown protein [Oryza sativa (japonic 172.5341 140.6814 213.6639 234.9935 16 7.430738 7.136288 7.739199 7.876477 0.0840554 3.227825 0.12314829 11330 1.4382604 down 7.283513 7.807838 0.208207 0.09707 -0.524325 0.932846
1614242_aVvi.7127 Transcr ibed locus, weakly similar to NP_200542.1 villin, putative [Arabidopsis thaliana] 803.7969 677.6959 831.4979 809.8824 16 9.650687 9.404494 9.699569 9.661569 0.3442916 1.228204 0.40044343 14273 1.1118622 down 9.527591 9.680569 0.174085 0.02687 -0.152978 0.984197
1614243_at 5.016028 5.011609 4.762456 4.823949 16 2.326545 2.325274 2.251706 2.270215 0.0197948 7.001674 0.0447747 7338 1.0460483 up 2.32591 2.26096 8.99E-04 0.013088 0.0649496 1.028727
1614244_at 6.443003 6.515155 6.120259 6.136205 16 2.687733 2.7038 2.613593 2.617347 0.0103909 9.733462 0.03441097 5011 1.0572355 up 2.695766 2.61547 0.011361 0.002655 0.0802967 1.030701
1614245_at 2948.393 2800.192 2469.19 2511.789 16 11.52571 11.45131 11.26982 11.2945 0.0342352 5.264828 0.06271353 9062 1.1537665 up 11.48851 11.28216 0.052611 0.017449 0.206351 1.01829
1614246_at 1.759338 1.770261 1.719694 1.734195 16 0.815033 0.823962 0.782151 0.794266 0.0532652 4.157844 0.08662053 10208 1.0219245 up 0.819498 0.788209 0.006314 0.008567 0.03128864 1.039696
1614247_at 5.117661 5.162375 4.893054 4.890574 16 2.355485 2.368035 2.290735 2.290004 0.0076636 11.35735 0.03135112 4054 1.0507287 up 2.36176 2.29037 0.008874 5.17E-04 0.0713902 1.03117
1614248_aVvi.12956 Transcr ibed locus 5.913784 5.972755 5.584485 5.596058 16 2.564081 2.578397 2.481424 2.484411 0.0067837 12.07945 0.03073394 3660 1.0631325 up 2.571239 2.482918 0.010122 0.002112 0.0883215 1.035572
1614249_aVvi.6563 Transcr ibed locus, moderately similar to NP_565477.1 26S proteasome regulatory subunit S2 1715.828 1666.706 1864.289 1893.32 16 10.74469 10.70278 10.86441 10.8867 0.0235765 6.396954 0.04933421 7933 1.1109703 down 10.72374 10.87556 0.029632 0.015764 -0.15182 0.98604
1614250_aVvi.5180 Transcr ibed locus 735.2455 715.782 541.7018 538.6762 16 9.522082 9.483377 9.081355 9.073275 0.0021527 21.51802 0.02580234 1378 1.3429588 up 9.502729 9.077314 0.027369 0.005714 0.425415 1.046866
1614251_aVvi.15561 Transcr ibed locus 4.643405 4.649894 4.451531 4.474823 16 2.215183 2.217198 2.154301 2.16183 0.0044649 14.91542 0.02926091 2529 1.0411116 up 2.216191 2.158066 0.001425 0.005324 0.0581248 1.026934
1614252_at 4.099843 4.133408 3.958393 4.009041 16 2.035569 2.047332 1.984915 2.003257 0.0490538 4.347224 0.08128465 10018 1.033375 up 2.04145 1.994086 0.008318 0.01297 0.047364 1.023752
1614253_aVvi.7310 Transcr ibed locus, moderately similar to NP_567004.1 tryptophan synthase, alpha subunit (TS  479.6239 516.1577 855.0903 777.4072 16 8.90576 9.011668 9.739933 9.602527 0.0144994 8.214143 0.03844117 6261 1.6386603 down 8.958714 9.67123 0.074889 0.097161 -0.712516 0.926326
1614254_at 3.929497 3.95079 3.792606 3.812333 16 1.974345 1.982141 1.92319 1.930674 0.0109101 9.495318 0.03494555 5182 1.036206 up 1.978243 1.926932 0.005513 0.005292 0.0513109 1.026628
1614255_aVvi.5663 Transcr ibed locus, weakly similar to NP_914370.1 putative serine/threonine-specific protein k 9.277727 8.911646 9.076112 8.251164 16 3.213771 3.155692 3.182074 3.044598 0.4396483 0.956779 0.4941133 14771 1.0507325 up 3.184732 3.113336 0.041068 0.097211 0.0713955 1.022932
1614256_aVvi.13911 Transcr ibed locus 263.372 309.5253 24.59346 29.26903 16 8.040958 8.273913 4.620203 4.871303 0.0025104 19.92113 0.02661356 1565 10.641894 up 8.157436 4.745753 0.164724 0.177555 3.4116827 1.718892
1614257_aVvi.3590 Transcr ibed locus, weakly similar to NP_177040.2 zinc finger (DNL type) family protein [Arab 18.29181 16.8974 17.61905 19.07302 16 4.193126 4.07873 4.139064 4.253461 0.5334904 0.745882 0.58227646 15210 1.0427077 down 4.135928 4.196263 0.080891 0.080891 -0.060335 0.985622
1614258_aVvi.14806 Transcr ibed locus 3.273411 3.284312 3.173668 3.194675 16 1.710794 1.715591 1.666151 1.675669 0.015516 7.934328 0.03952657 6512 1.0297418 up 1.713193 1.67091 0.003392 0.00673 0.0422826 1.025305
1614259_aVvi.13284 Transcr ibed locus, weakly similar to XP_507612.1 PREDICTED P0543D10.14 gene product 377.4302 379.6177 1581.294 1645.452 16 8.560066 8.568403 10.62689 10.68427 1.92E-04 72.13978 0.0168302 187 4.2614484 down 8.564235 10.65558 0.005895 0.040572 -2.091344 0.803732
1614260_aVvi.171 Transcr ibed locus 51.59186 52.01271 74.05516 81.37974 16 5.689072 5.700792 6.210528 6.346598 0.013415 8.54673 0.03731844 5967 1.4986163 down 5.694932 6.278563 0.008288 0.096216 -0.583631 0.907044
1614261_aVvi.16041 Transcr ibed locus 3.445983 3.4606 3.807333 3.468959 16 1.784916 1.791022 1.928781 1.794503 0.3873696 1.096184 0.44297498 14517 1.0523925 down 1.787969 1.861642 0.004318 0.094949 -0.0736727 0.960426
1614262_at 4.774575 4.834218 4.580688 4.586639 16 2.255372 2.273283 2.195564 2.197438 0.01717 7.532957 0.04160372 6850 1.0481366 up 2.264328 2.196501 0.012664 0.001325 0.0678267 1.030879
1614263_aVvi.8988 Transcr ibed locus, moderately similar to NP_181933.1 6,7-dimethyl-8-ribityllumazine synthas 170.7364 124.8501 196.1071 218.7404 16 7.415627 6.964053 7.615499 7.773076 0.169393 2.109431 0.21892124 12845 1.4185799 down 7.18984 7.694287 0.319311 0.111424 -0.5044473 0.934439
1614264_aVvi.796 Transcr ibed locus, weakly similar to NP_908486.1 unnamed protein product [Oryza sativa (jap 123.1849 124.6226 48.86891 50.29928 16 6.944682 6.961422 5.610845 5.652466 2.88E-04 58.91026 0.01827131 259 2.4990788 up 6.953052 5.631656 0.011838 0.02943 1.3213963 1.234637
1614265_aVvi.5490 Transcr ibed locus, weakly similar to XP_463753.1 B1139B11.7 [Oryza sativa (japonica cultiva 756.4659 782.9792 445.2726 487.5922 16 9.563131 9.61283 8.798545 8.929531 0.0092331 10.33483 0.03305301 4635 1.6516887 up 9.58798 8.864038 0.035142 0.092621 0.723942 1.081672
1614266_aVvi.14665 Transcr ibed locus 236.9469 260.4353 300.3672 294.9093 16 7.88842 8.024781 8.230583 8.204127 0.0641876 3.754453 0.09993533 10662 1.1981059 down 7.9566 8.217356 0.096422 0.018707 -0.260756 0.968268
1614267_aVvi.15884 Transcr ibed locus 5.902325 5.880594 5.532297 6.079203 16 2.561283 2.555962 2.467878 2.603882 0.7700309 0.334182 0.79890347 16001 1.0158888 up 2.558623 2.53588 0.003763 0.096169 0.0227426 1.008968
1614268_aVvi.5231 Transcr ibed locus, weakly similar to NP_174226.1 transducin family protein / WD-40 repeat fa   169.9761 132.8837 326.2132 320.5244 16 7.409188 7.054021 8.349671 8.32429 0.0249738 6.20872 0.05118082 8100 2.1515498 down 7.231605 8.336981 0.251141 0.017947 -1.1053764 0.867413
1614269_at 6.03549 6.129915 5.804747 5.75735 16 2.593471 2.615867 2.537233 2.525405 0.0285385 5.792033 0.05542115 8548 1.0521569 up 2.604669 2.531319 0.015837 0.008364 0.0733499 1.028977
1614270_aVvi.14654 Transcr ibed locus 3.531174 3.545713 3.42616 3.431428 16 1.820148 1.826075 1.776593 1.778809 0.0048199 14.35178 0.02932456 2724 1.031977 up 1.823112 1.777701 0.004191 0.001567 0.0454109 1.025545
1614271_aVvi.12071 Transcr ibed locus, weakly similar to XP_322142.1 hypothetical protein ( (AF021234) 3-oxoacy 21.27548 19.06117 33.18911 20.96126 16 4.41112 4.252565 5.052638 4.389654 0.3716834 1.142188 0.42733294 14439 1.3097607 down 4.331842 4.721146 0.112115 0.468801 -0.3893032 0.917541
1614272_aVvi.9884 Transcr ibed locus, weakly similar to NP_196325.1 transferase family protein [Arabidopsis tha 5.583683 5.602959 5.299837 5.332816 16 2.481217 2.486189 2.405948 2.414897 0.0048441 14.31563 0.02936183 2738 1.0521059 up 2.483703 2.410423 0.003516 0.006328 0.0732799 1.030401
1614273_aVvi.12479 Transcr ibed locus 11.46527 11.21922 11.78045 11.24704 16 3.519198 3.487901 3.558322 3.491473 0.6214238 0.578441 0.66337955 15551 1.0149075 down 3.50355 3.524898 0.022131 0.04727 -0.0213482 0.993944
1614274_at 672.3205 673.7255 664.7513 808.1785 16 9.393005 9.396017 9.376671 9.65853 0.4745617 0.87336 0.52682537 14954 1.0890648 down 9.394511 9.517601 0.00213 0.199305 -0.12309 0.987067
1614275_at 4.600153 4.611966 4.40963 4.426873 16 2.201682 2.205382 2.140658 2.146288 0.0031312 17.8287 0.02772998 1873 1.0425085 up 2.203532 2.143473 0.002616 0.003981 0.060059 1.028019
1614276_sVvi.8136 Transcr ibed locus, weakly similar to NP_190756.1 high mobility group protein alpha (HMGalp 2841.205 2751.105 2030.881 2244.678 16 11.47229 11.4258 10.98789 11.13229 0.0359903 5.127808 0.06493981 9200 1.3094404 up 11.44904 11.06009 0.032875 0.102108 0.38895 1.035167
1614277_at 1245.105 1167.683 1330.847 1235.039 16 10.28205 10.18943 10.37813 10.27034 0.3391151 1.245367 0.39539218 14238 1.0632585 down 10.23574 10.32424 0.065491 0.076218 -0.088492 0.991429
1614278_aVvi.15175 Transcr ibed locus 7.030195 7.140194 6.539414 6.504012 16 2.813565 2.835963 2.709161 2.70133 0.0097103 10.07401 0.03358614 4797 1.0863723 up 2.824764 2.705246 0.015838 0.005538 0.1195185 1.04418
1614279_aVvi.8875 Transcr ibed locus, moderately similar to NP_197996.1 chloride channel protein (CLC-d) [Ara 4.796745 4.792619 4.607006 4.632027 16 2.262056 2.260814 2.203829 2.211644 0.0053842 13.57319 0.02956287 3019 1.0379224 up 2.261435 2.207737 8.78E-04 0.005526 0.0536985 1.024323
1614280_aVvi.1491 Transcr ibed locus 1058.583 1062.964 1443.088 1472.145 16 10.04792 10.05388 10.49494 10.5237 0.0010246 31.21653 0.02259248 750 1.3740414 down 10.0509 10.50932 0.004213 0.020336 -0.458425 0.956379
1614281_aVvi.12528 Transcr ibed locus 3.757392 3.766919 3.618938 3.642115 16 1.909732 1.913385 1.855566 1.864777 0.0091673 10.37234 0.03293699 4619 1.0362606 up 1.911558 1.860171 0.002583 0.006513 0.0513869 1.027625
1614282_sVvi.7459 Transcr ibed locus, strongly similar to NP_908513.1 unnamed protein product [Oryza sativa (j 9765.415 10240.39 10711.64 10999.89 16 13.25347 13.32198 13.38689 13.4252 0.0946707 3.014594 0.1356102 11589 1.0854719 down 13.28772 13.40605 0.048449 0.027089 -0.118322 0.991174
1614283_at 6.43879 6.533271 6.071411 6.06948 16 2.68679 2.707805 2.602032 2.601573 0.011898 9.085744 0.0357975 5517 1.0684321 up 2.697298 2.601802 0.01486 3.25E-04 0.0954953 1.036704
1614284_aVvi.1032 Transcr ibed locus, moderately similar to NP_568487.1 expressed protein [Arabidopsis thalian 504.5382 449.2185 464.7729 417.8205 16 8.97882 8.811274 8.860382 8.706739 0.4300955 0.98084 0.48498574 14722 1.08034 up 8.895046 8.783561 0.118473 0.108642 0.111485 1.012692
1614285_at 19.51533 22.30821 18.14761 18.02123 16 4.286536 4.479503 4.181707 4.171625 0.1662106 2.135833 0.21547928 12805 1.1537681 up 4.383019 4.176666 0.136448 0.007129 0.2063531 1.049406
1614286_aVvi.5357 Transcr ibed locus, moderately similar to NP_918694.1 putative CRK1 protein [Oryza sativa (j 168.9652 148.3211 422.9866 382.3881 16 7.400582 7.21258 8.724468 8.578894 0.0077216 11.3141 0.03135112 4086 2.540478 down 7.306581 8.651681 0.132937 0.102937 -1.3451 0.844527
1614287_aVvi.11742 Transcr ibed locus, moderately similar to NP_194566.2 zinc finger (C3HC4-type RING finger 502.0799 523.6033 612.2199 516.0226 16 8.971773 9.032331 9.257906 9.011291 0.4061152 1.043913 0.46161336 14605 1.0962262 down 9.002052 9.134598 0.042821 0.174383 -0.132546 0.98549
1614288_aVvi.11609 Transcr ibed locus, weakly similar to NP_174027.3 5'-AMP-activated protein kinase-related [A  276.5515 253.7491 56.93235 44.01833 16 8.111404 7.987259 5.831177 5.460033 0.0065618 12.28405 0.03054478 3564 5.2916827 up 8.049332 5.645605 0.087784 0.262439 2.403727 1.42577
1614289_aVvi.8755 Transcr ibed locus, weakly similar to NP_174094.1 zinc finger (C2H2 type) family protein (ZA 3.555285 3.573402 3.432277 3.450242 16 1.829965 1.837298 1.779166 1.786698 0.0105771 9.646066 0.03466397 5064 1.0357672 up 1.833632 1.782932 0.005185 0.005326 0.0506998 1.028436
1614290_aVvi.13134 Transcr ibed locus, strongly similar to NP_051070.1 photosystem I assembly protein ycf4 [Ara 115.7599 130.5839 81.51358 71.9741 16 6.854992 7.028833 6.348969 6.169406 0.0319076 5.46339 0.05976449 8862 1.6051698 up 6.941913 6.259187 0.122924 0.12697 0.682726 1.109076
1614291_at 5.901295 5.953174 5.562284 5.585725 16 2.561032 2.573659 2.475677 2.481745 0.0061877 12.65359 0.03023178 3397 1.0633631 up 2.567345 2.478711 0.008929 0.00429 0.0886341 1.035758
1614292_aVvi.15545 Transcr ibed locus 213.9031 193.3736 189.9338 179.1428 16 7.740814 7.595247 7.569353 7.484966 0.2360192 1.674468 0.28988606 13516 1.102571 up 7.668031 7.527159 0.102931 0.05967 0.1408717 1.018715
1614293_aVvi.14295 Transcr ibed locus 18.02668 16.2804 14.97479 14.86629 16 4.172061 4.025065 3.904464 3.893973 0.113782 2.705346 0.15782513 11968 1.1481769 up 4.098563 3.899218 0.103943 0.007419 0.1993447 1.051124
1614294_aVvi.3550 Transcr ibed locus, moderately similar to NP_916467.1 unknown protein [Oryza sativa (japonic 1976.857 1777.846 2216.184 2310.329 16 10.94899 10.79592 11.11386 11.17388 0.0807855 3.301441 0.1195259 11220 1.206994 down 10.87245 11.14387 0.108243 0.042441 -0.271418 0.975644
1614295_aVvi.1929 Transcr ibed locus 426.2324 439.4956 228.6713 218.1488 16 8.735497 8.779705 7.837132 7.769169 0.0017991 23.54447 0.02511424 1187 1.9378415 up 8.757601 7.80315 0.03126 0.048057 0.954451 1.122316
1614296_aVvi.11134 Transcr ibed locus 736.9287 781.3955 726.1668 810.4169 16 9.525381 9.609909 9.504157 9.66252 0.8772968 0.17485 0.8941544 16288 1.0109375 down 9.567645 9.583339 0.05977 0.11198 -0.015694 0.998362
1614297_aVvi.3091 Transcr ibed locus, moderately similar to XP_464346.1 putative protein kinase 2 [Oryza sativa 744.7789 703.5618 709.4106 637.2387 16 9.540669 9.458533 9.470477 9.31569 0.3481069 1.215749 0.40431443 14293 1.0766264 up 9.499601 9.393084 0.058078 0.109451 0.106517 1.01134
1614298_aVvi.10759 Transcr ibed locus, weakly similar to XP_469012.1 putative yabby protein [Oryza sativa (japonic  5.369493 5.270092 5.10033 5.119053 16 2.424786 2.397828 2.350591 2.355877 0.051647 4.227937 0.08462731 10131 1.0410743 up 2.411307 2.353234 0.019062 0.003738 0.0580731 1.024678
1614299_aVvi.8468 Transcr ibed locus, weakly similar to XP_476392.1 MADS box-like protein [Oryza sativa (japon 1279.743 1364.531 1018.888 1026.844 16 10.32164 10.41419 9.99278 10.004 0.0155432 7.927206 0.03953243 6526 1.2919265 up 10.36791 9.99839 0.065444 0.007935 0.369524 1.036958
1614300_aVvi.1143 Transcr ibed locus, strongly similar to NP_567105.1 actin-related protein 7 (ARP7) [Arabidop 492.815 439.1225 504.1925 527.6928 16 8.944902 8.77848 8.977831 9.043554 0.2377367 1.665469 0.29165038 13532 1.1088022 down 8.861691 9.010693 0.117679 0.046473 -0.1490025 0.983464
1614301_aVvi.3175 Transcr ibed locus 457.183 455.7714 425.8947 433.0949 16 8.836628 8.832167 8.734353 8.758539 0.0189936 7.152204 0.04384487 7191 1.0628594 up 8.834397 8.746447 0.003155 0.017102 0.08795 1.010056
1614302_aVvi.14886 Transcr ibed locus 112.8756 94.05124 82.55692 74.87137 16 6.81859 6.555375 6.367317 6.226342 0.1205215 2.6133 0.1653908 12097 1.3105323 up 6.686983 6.29683 0.186121 0.099684 0.3901529 1.06196
1614303_at 5.143217 5.203194 4.867276 4.863699 15 2.362671 2.379397 2.283115 2.282054 0.0088572 10.55481 0.03257404 4512 1.0632272 up 2.371034 2.282584 0.011827 7.50E-04 0.0884499 1.03875
1614304_aVvi.7479 Transcr ibed locus, moderately similar to XP_474166.1 OSJNBb0022F16.7 [Oryza sativa (japo 634.2562 597.0825 834.1453 892.7436 16 9.308922 9.221787 9.704155 9.802102 0.0175836 7.441475 0.04217521 6920 1.4022795 down 9.265354 9.753128 0.061614 0.069259 -0.487774 0.949988
1614305_aVvi.8554 Transcr ibed locus, moderately similar to NP_192770.2 isoleucyl-tRNA synthetase, putative / i 393.6544 400.9013 308.4434 308.7043 16 8.620786 8.647103 8.268862 8.270082 0.0013037 27.66834 0.02357308 915 1.2874107 up 8.633945 8.269472 0.018609 8.62E-04 0.3644725 1.044074
1614306_aVvi.5987 Transcr ibed locus, weakly similar to NP_177392.1 expressed protein [Arabidopsis thaliana] 97.15798 124.829 318.2649 309.9016 16 6.602261 6.96381 8.314084 8.275666 0.0141528 8.316312 0.0381374 6160 2.8517349 down 6.783035 8.294875 0.255654 0.027165 -1.5118397 0.817738
1614307_at 7.4834 7.532691 7.192104 7.203569 16 2.903694 2.913165 2.846414 2.848712 0.0063489 12.4904 0.03037423 3469 1.0430923 up 2.90843 2.847563 0.006697 0.001625 0.0608668 1.021375
1614308_aVvi.9612 Transcr ibed locus, moderately similar to NP_568697.1 expressed protein [Arabidopsis thalian 78.33484 86.89632 95.90006 79.96056 16 6.291582 6.441223 6.58346 6.321217 0.6266019 0.569237 0.66809094 15570 1.0613759 down 6.366403 6.452338 0.105812 0.185434 -0.0859354 0.986682
1614309_aVvi.10314 Transcr ibed locus, weakly similar to NP_172775.1 SDA1 family protein [Arabidopsis thaliana] 168.4958 185.5651 303.3905 264.4171 16 7.396569 7.535782 8.245032 8.046672 0.0303424 5.609355 0.0578007 8714 1.6017811 down 7.466175 8.145852 0.098439 0.140262 -0.679677 0.916562
1614310_at 17.53481 17.56217 22.46255 20.76295 16 4.13215 4.134399 4.48945 4.375939 0.0341147 5.274611 0.06256972 9050 1.230649 down 4.133275 4.432694 0.00159 0.080264 -0.2994194 0.932452
1614311_aVvi.15551 Transcr ibed locus 112.9888 86.3746 81.08617 70.05305 16 6.820036 6.432535 6.341384 6.130376 0.2188096 1.769634 0.2715817 13375 1.3107619 up 6.626286 6.23588 0.274004 0.149206 0.3904056 1.062606
1614312_aVvi.147 Transcr ibed locus, weakly similar to XP_450548.1 putative pentatricopeptide (PPR) repeat-co 6.5432 6.800378 23.57056 21.55802 16 2.709996 2.765615 4.558914 4.430153 0.0015899 25.04956 0.02483053 1061 3.3793082 down 2.737806 4.494534 0.039328 0.091048 -1.7567279 0.609141
1614313_aVvi.7902 Transcr ibed locus 5.000841 5.015739 4.778279 4.846943 16 2.322171 2.326462 2.256491 2.277075 0.0318076 5.472397 0.05960824 8858 1.0406848 up 2.324317 2.266783 0.003035 0.014555 0.0575333 1.025381
1614314_aVvi.6233 Transcr ibed locus, weakly similar to XP_534826.1 PREDICTED: similar to hypothetical prote 163.3242 172.5821 153.1868 148.1212 16 7.351595 7.431139 7.259148 7.210634 0.0783591 3.358891 0.11679997 11137 1.1145613 up 7.391367 7.234891 0.056246 0.034305 0.156476 1.021628
1614315_aVvi.4577 Transcr ibed locus, weakly similar to NP_193462.1 asparaginyl-tRNA synthetase, chloroplast, 3039.06 2877.525 4289.493 4167.984 16 11.56941 11.49061 12.06659 12.02513 0.0073657 11.58737 0.03113452 3925 1.4298373 down 11.53001 12.04586 0.055717 0.029315 -0.515851 0.957176
1614316_aVvi.5366 Transcr ibed locus 4.200506 4.206123 4.04754 4.064326 16 2.070563 2.072491 2.017045 2.023016 0.003691 16.4144 0.02823081 2168 1.0363392 up 2.071527 2.020031 0.001363 0.004222 0.0514963 1.025493
1614317_at 546.8756 581.3795 8.438667 9.69016 16 9.095069 9.183336 3.077015 3.276521 3.35E-04 54.66129 0.01827131 300 62.35504 up 9.139202 3.176768 0.062414 0.141072 5.9624342 2.876887
1614318_aVvi.12113 Transcr ibed locus, moderately similar to NP_563855.1 cysteine protease, papain-like (XBCP3  125.5966 132.7146 125.5004 146.8581 16 6.972654 7.052184 6.971548 7.198279 0.6075422 0.603433 0.6505266 15504 1.0515332 down 7.012419 7.084913 0.056236 0.160323 -0.0724946 0.989768
1614319_aVvi.12111 Transcr ibed locus, weakly similar to NP_191114.1 lectin protein kinase, putative [Arabidopsis 1094.559 1187.564 1897.62 1537.293 16 10.09613 10.21379 10.88998 10.58618 0.0699479 3.579731 0.10705959 10846 1.4980799 down 10.15496 10.73808 0.083195 0.214819 -0.583114 0.945697
1614320_sVvi.5080 Transcr ibed locus, weakly similar to NP_172785.1 metallopeptidase M24 family protein [Arabi 593.5459 533.6269 523.9094 514.7648 16 9.213216 9.059688 9.033174 9.00777 0.2745504 1.490596 0.33007783 13808 1.083711 up 9.136452 9.020472 0.108561 0.017963 0.11598 1.012857
1614321_aVvi.682 Transcr ibed locus, weakly similar to NP_178376.1 expressed protein [Arabidopsis thaliana] 1907.115 1835.623 1645.635 1730.985 16 10.89718 10.84205 10.68443 10.75738 0.0829196 3.252922 0.12192287 11290 1.1085794 up 10.86962 10.7209 0.038977 0.051583 0.148713 1.013871
1614322_aVvi.15585 Transcr ibed locus 5.532181 5.554092 5.251837 5.258785 16 2.467848 2.473551 2.392822 2.39473 0.0015242 25.58447 0.02473649 1022 1.0547667 up 2.4707 2.393776 0.004032 0.001349 0.0769238 1.032135
1614323_sVvi.13098 Transcr ibed locus, moderately similar to NP_565981.1 ethylene-responsive transcr iptional co   9255.254 8978.136 7948.772 7995.843 16 13.17606 13.1322 12.95652 12.96503 0.0130858 8.655757 0.03699555 5870 1.1434186 up 13.15413 12.96078 0.031011 0.006023 0.193354 1.014918
1614324_aVvi.9962 Transcr ibed locus, weakly similar to NP_569003.1 CPR5 protein, putative [Arabidopsis thalian 61.11813 62.0519 120.5366 88.84226 16 5.933529 5.955403 6.913327 6.473174 0.0767595 3.398186 0.11499372 11081 1.6803759 down 5.944466 6.69325 0.015468 0.311235 -0.748784 0.888128
1614325_aVvi.331 Transcr ibed locus 17.59822 17.57295 16.72523 16.59446 16 4.137358 4.135285 4.063954 4.05263 0.0053976 13.55609 0.02956287 3029 1.055575 up 4.136321 4.058292 0.001466 0.008007 0.078029 1.019227
1614326_sVvi.73 Transcr ibed locus, weakly similar to NP_199299.1 expressed protein [Arabidopsis thaliana] 4549.716 4727.371 3378.066 2970.846 16 12.15156 12.20682 11.72198 11.53666 0.0295583 5.686732 0.05673804 8648 1.4639553 up 12.17919 11.62932 0.039076 0.131044 0.549872 1.047283
1614327_aVvi.7976 Transcr ibed locus, moderately similar to NP_180831.1 cytochrome b5, putative [Arabidopsis t 3103.977 3086.275 2844.445 2809.745 16 11.5999 11.59165 11.47393 11.45622 0.0055391 13.38045 0.02968837 3095 1.0948242 up 11.59578 11.46508 0.005834 0.012521 0.1307 1.0114
1614328_at 11.28096 11.3483 12.24677 11.0382 16 3.495818 3.504405 3.614329 3.464433 0.6530861 0.523096 0.69263667 15653 1.0275934 down 3.500112 3.539381 0.006072 0.105993 -0.0392694 0.988905
1614329_s_at 13082.5 14073.16 10928.66 10824.92 16 13.67535 13.78066 13.41583 13.40207 0.0266001 6.008375 0.0530596 8322 1.2475137 up 13.728 13.40895 0.074464 0.00973 0.319055 1.023794
1614330_aVvi.6787 Transcr ibed locus, moderately similar to NP_196763.1 17.6 kDa  class II heat shock protein (H 827.8491 772.0085 177.1696 172.741 16 9.693224 9.592473 7.468987 7.432466 5.97E-04 40.91081 0.02077671 476 4.5697727 up 9.642849 7.450727 0.071242 0.025824 2.1921225 1.294216
1614331_aVvi.9810 Transcr ibed locus, moderately similar to NP_199194.1 pinhead protein (PINHEAD) / zwille p 5.538408 5.572706 5.358714 5.38575 16 2.469472 2.478378 2.421887 2.429147 0.0137964 8.425333 0.03764948 6082 1.0341228 up 2.473925 2.425517 0.006298 0.005134 0.0484076 1.019958
1614332_sVvi.1303 Transcr ibed locus, weakly similar to NP_180439.1 zinc finger (C2H2 type) family protein [Ara 5131.947 6690.185 1819.16 2116.46 16 12.32529 12.70783 10.82906 11.04744 0.0189213 7.166266 0.0437813 7174 2.9862022 up 12.51656 10.93825 0.270496 0.154419 1.578312 1.144293
1614333_aVvi.344 Transcr ibed locus, weakly similar to NP_567622.1 pentatricopeptide (PPR) repeat-containing  202.8757 215.1717 212.7852 186.5968 16 7.664452 7.749344 7.733254 7.54378 0.5777794 0.658703 0.62247205 15409 1.0485393 up 7.706898 7.638517 0.060028 0.133978 0.0683806 1.008952
1614334_aVvi.3534 Transcr ibed locus, weakly similar to XP_472857.1 OSJNBa0022H21.7 [Oryza sativa (japonica 24.60786 29.38566 27.37327 38.73831 16 4.621048 4.87704 4.774696 5.275689 0.429768 0.981675 0.48464936 14721 1.2109575 down 4.749044 5.025192 0.181014 0.354256 -0.2761483 0.945047
1614335_at 3.514705 3.539225 3.424921 3.435621 16 1.813404 1.823433 1.776071 1.780571 0.0182768 7.295114 0.04302169 7052 1.0281833 up 1.818419 1.778321 0.007092 0.003182 0.0400976 1.022548
1614336_aVvi.10306 Transcr ibed locus, weakly similar to NP_187619.1 germin-like protein, putative [Arabidopsis t 4.889063 4.911608 4.702939 6.469608 16 2.289558 2.296196 2.233563 2.693678 0.535344 0.7421 0.5839541 15219 1.1256386 down 2.292877 2.46362 0.004693 0.325351 -0.1707437 0.930694
1614337_at 6.020341 6.054308 7.240666 5.757885 16 2.589845 2.597962 2.856123 2.525539 0.6170728 0.586224 0.659498 15533 1.069493 down 2.593904 2.690831 0.005739 0.233758 -0.0969272 0.963979
1614338_aVvi.11966 Transcr ibed locus 36.23977 33.39521 43.84337 35.54974 16 5.179502 5.061569 5.454287 5.151767 0.3777682 1.124082 0.4334582 14468 1.1348419 down 5.120536 5.303027 0.083391 0.213913 -0.182491 0.965587
1614339_aVvi.9978 Transcr ibed locus, strongly similar to NP_188976.1 casein kinase, putative [Arabidopsis thali 1367.924 1382.245 1899.618 2046.455 16 10.41777 10.4328 10.89149 10.99891 0.0107057 9.587015 0.03476531 5111 1.4338723 down 10.42529 10.9452 0.010624 0.075955 -0.519917 0.952498
1614340_aVvi.12689 Transcr ibed locus 4.944648 4.960038 4.775706 4.832465 16 2.305868 2.310351 2.255714 2.272759 0.038058 4.978495 0.06750171 9359 1.0308776 up 2.30811 2.264237 0.00317 0.012053 0.043873 1.019377
1614341_aVvi.4436 Transcr ibed locus, moderately similar to NP_190958.1 uracil phosphoribosyltransferase, puta 8.565648 8.565992 8.269501 8.279779 16 3.098562 3.09862 3.0478 3.049592 3.23E-04 55.65128 0.01827131 286 1.0351897 up 3.098591 3.048696 4.11E-05 0.001267 0.0498953 1.016366
1614342_aVvi.15412 Transcr ibed locus 4.56658 4.57504 4.375258 4.416019 16 2.191114 2.193785 2.129368 2.142746 0.0143171 8.267416 0.03829651 6205 1.039862 up 2.192449 2.136057 0.001888 0.00946 0.0563922 1.0264
1614343_aVvi.10809 Transcr ibed locus 5.026062 4.99962 4.802275 4.822256 16 2.329428 2.321818 2.263718 2.269708 0.0066891 12.16545 0.03067327 3616 1.0416787 up 2.325624 2.266713 0.005381 0.004236 0.0589104 1.025989
1614344_at 445.5629 436.1624 379.5042 416.4162 16 8.799485 8.768722 8.567972 8.701882 0.1620468 2.171438 0.21108033 12743 1.1089356 up 8.784103 8.634928 0.021753 0.094689 0.149175 1.017276
1614345_sVvi.2636 Transcr ibed locus, moderately similar to NP_567754.1 mitochondrial import inner membrane 698.3278 652.2432 1118.785 1181.334 16 9.447761 9.349266 10.12772 10.2062 0.006648 12.20337 0.03064144 3601 1.7034328 down 9.398514 10.16696 0.069646 0.055496 -0.768445 0.924417
1614346_aVvi.10392 Transcr ibed locus, moderately similar to NP_181115.2 DNAJ heat shock N-terminal domain- 310.3823 296.6441 411.6657 366.8855 16 8.277903 8.212589 8.685329 8.519186 0.0571994 3.999679 0.09140667 10388 1.2807703 down 8.245246 8.602258 0.046184 0.117481 -0.357012 0.958498
1614347_aVvi.8025 Transcr ibed locus 118.9453 138.8211 120.6959 156.3705 16 6.894154 7.117083 6.915233 7.288824 0.7009434 0.443213 0.73628986 15804 1.0691097 down 7.005619 7.102028 0.157635 0.264169 -0.0964098 0.986425
1614348_aVvi.7941 Transcr ibed locus, strongly similar to NP_051113.1 NADH dehydrogenase subunit I [Arabido  2531.239 2754.018 2310.581 2909.554 16 11.30563 11.42732 11.17404 11.50658 0.8960741 0.147774 0.91116685 16326 1.018301 up 11.36648 11.34031 0.086051 0.235143 0.026164 1.002307
1614349_aVvi.3911 Transcr ibed locus 308.456 349.9442 293.2041 298.4505 16 8.268921 8.450981 8.195762 8.221348 0.2413203 1.64696 0.29541367 13561 1.1106435 up 8.359951 8.208555 0.128736 0.018092 0.151396 1.018444
1614350_aVvi.13079 Transcr ibed locus, strongly similar to NP_567151.1 40S ribosomal protein S13 (RPS13A) [A 9946.209 9740.633 11363.48 11629.94 16 13.27993 13.2498 13.47212 13.50556 0.0099466 9.951856 0.03389936 4869 1.1679435 down 13.26487 13.48884 0.021306 0.023644 -0.22397 0.983396
1614351_aVvi.14576 Transcr ibed locus 115.1045 107.0788 144.9259 130.5157 16 6.846801 6.742529 7.179172 7.028079 0.0780684 3.365946 0.11647118 11127 1.2388147 down 6.794665 7.103625 0.073731 0.106839 -0.3089603 0.956507
1614352_aVvi.8801 Transcr ibed locus, moderately similar to XP_473535.1 OSJNBa0005N02.9 [Oryza sativa (jap 970.1877 983.9063 1258.368 1173.702 16 9.92212 9.942377 10.29734 10.19685 0.0254929 6.142724 0.05176471 8175 1.2438781 down 9.932249 10.24709 0.014324 0.071056 -0.314845 0.969275
1614353_at 5.145529 5.170429 4.903189 4.8718 16 2.363319 2.370284 2.29372 2.284455 0.0055155 13.40923 0.02965942 3086 1.0553446 up 2.366802 2.289088 0.004925 0.006552 0.0777142 1.03395
1614354_aVvi.2195 Transcr ibed locus, weakly similar to NP_200681.1 pfkB-type carbohydrate kinase family protei 330.1607 299.8793 262.0635 250.2674 16 8.367024 8.228238 8.033772 7.967327 0.0609952 3.861406 0.0959942 10548 1.2286568 up 8.297631 8.000549 0.098137 0.046984 0.297082 1.037133
1614355_aVvi.14345 Transcr ibed locus 525.382 534.2965 688.4345 665.0115 16 9.037223 9.061497 9.427176 9.377235 0.0061343 12.709 0.03016719 3374 1.2770767 down 9.04936 9.402205 0.017164 0.035313 -0.352845 0.962472
1614356_aVvi.752 Transcr ibed locus 2477.448 2511.961 3275.016 3208.937 16 11.27464 11.2946 11.67729 11.64788 0.0022032 21.2695 0.02588609 1412 1.2995067 down 11.28462 11.66258 0.014113 0.020794 -0.377964 0.967592
1614357_s_at 4516.881 4597.487 4800.988 4413.245 16 12.14111 12.16663 12.22912 12.10762 0.8370298 0.233597 0.8588608 16179 1.0101011 down 12.15387 12.16837 0.018044 0.085907 -0.014499 0.998808
1614358_aVvi.10240 Transcr ibed locus, moderately similar to NP_189109.1 leucine-rich repeat transmembrane pr    7.851107 10.78996 189.4198 182.8778 16 2.972896 3.431618 7.565444 7.514737 0.0028179 18.7982 0.0270467 1722 20.221714 down 3.202257 7.540091 0.324365 0.035856 -4.3378334 0.424697
1614359_at 216.1298 221.7562 240.0483 250.2891 16 7.755755 7.792831 7.907181 7.967451 0.0440146 4.607711 0.07512457 9725 1.119631 down 7.774293 7.937316 0.026217 0.042618 -0.1630235 0.979461
1614360_aVvi.2375 Transcr ibed locus 201.3616 185.1111 228.9407 252.6127 16 7.653645 7.532248 7.838831 7.980784 0.0769753 3.392816 0.11519231 11093 1.2456175 down 7.592946 7.909807 0.085841 0.100376 -0.316861 0.959941
1614361_aVvi.381 Transcr ibed locus, moderately similar to NP_179828.1 peroxidase 17 (PER17) (P17) [Arabid 5.8784 5.937201 7.8705 7.458478 16 2.555424 2.569783 2.976455 2.898881 0.0108807 9.508334 0.03490222 5174 1.296898 down 2.562603 2.937668 0.010154 0.054853 -0.3750651 0.872326
1614362_at 71.19322 72.11057 55.45182 61.1653 16 6.153668 6.172139 5.793163 5.934641 0.0524848 4.191256 0.08572081 10164 1.2302924 up 6.162903 5.863902 0.013061 0.10004 0.2990013 1.05099
1614363_aVvi.7508 GO:000681Lipid transfer protein isoform 4 2.058394 2.072181 2.006346 2.017904 15 1.041519 1.05115 1.00457 1.012857 0.0273508 5.921897 0.0538826 8426 1.0264198 up 1.046335 1.008714 0.00681 0.00586 0.0376209 1.037296
1614364_aVvi.15332 Transcr ibed locus 572.8524 571.2982 410.8469 371.4744 16 9.16202 9.1581 8.682457 8.537119 0.0170086 7.569552 0.04139205 6821 1.4643618 up 9.16006 8.609788 0.002772 0.10277 0.550272 1.063912
1614365_aVvi.1089 Transcr ibed locus, strongly similar to NP_189208.1 serine/threonine protein phosphatase 2A 2732.394 2751.847 2599.647 2687.638 16 11.41595 11.42619 11.3441 11.39212 0.1637207 2.156975 0.21298318 12761 1.0373881 up 11.42107 11.36811 0.007237 0.033958 0.052955 1.004658
1614366_aVvi.14688 Transcr ibed locus 13.86959 16.16106 17.63932 14.74411 16 3.793853 4.01445 4.140723 3.882067 0.5925676 0.63094 0.63642174 15457 1.0771682 down 3.904151 4.011395 0.155985 0.182897 -0.1072436 0.973265
1614367_at 470.5398 388.9051 366.3482 351.5979 16 8.878173 8.603274 8.517072 8.457783 0.2134307 1.801414 0.26609918 13315 1.1919278 up 8.740724 8.487427 0.194383 0.041924 0.253297 1.029844
1614368_aVvi.1134 Transcr ibed locus, weakly similar to NP_192705.1 oxidoreductase family protein [Arabidopsis 1004.093 1059.059 1228.944 1216.95 16 9.971678 10.04857 10.2632 10.24905 0.024331 6.293323 0.05040479 8013 1.1859194 down 10.01012 10.25613 0.054369 0.010005 -0.246006 0.976014
1614369_aVvi.12667 Transcr ibed locus 5.259946 5.221819 4.960388 5.024404 16 2.395048 2.384552 2.310453 2.328952 0.0222514 6.591401 0.04766686 7749 1.0497876 up 2.3898 2.319703 0.007422 0.013081 0.0700974 1.030218
1614370_aVvi.10694 Transcr ibed locus, weakly similar to NP_564614.1 expressed protein [Arabidopsis thaliana] 170.5221 163.1986 117.207 105.6854 16 7.413815 7.350485 6.872915 6.723632 0.0187432 7.201208 0.04352782 7147 1.4988704 up 7.38215 6.798274 0.044781 0.105559 0.5838757 1.085886
1614371_aVvi.1889 Transcr ibed locus, moderately similar to NP_176960.1 Golgi transport complex protein-relate 280.3078 263.4098 412.2329 425.6026 16 8.130868 8.041165 8.687316 8.733363 0.0064578 12.38354 0.03047207 3517 1.5414872 down 8.086017 8.71034 0.063429 0.03256 -0.624323 0.928324
1614372_aVvi.12796 Transcr ibed locus, weakly similar to XP_466939.1 ABA-responsive protein-like [Oryza sativa ( 150.9913 137.7083 20.12151 19.21302 16 7.238322 7.105472 4.330667 4.264012 6.68E-04 38.67978 0.02179512 507 7.3337827 up 7.171897 4.297339 0.093939 0.047132 2.8745576 1.668916
1614373_aVvi.8749 Transcr ibed locus, moderately similar to NP_850062.1 expressed protein [Arabidopsis thalian 246.6034 246.037 184.6707 185.1292 16 7.946049 7.942731 7.528811 7.532388 3.48E-05 169.6212 0.01326001 40 1.3321816 up 7.94439 7.5306 0.002346 0.002529 0.4137907 1.054948
1614374_sVvi.7612 Transcr ibed locus, weakly similar to NP_190292.1 expressed protein [Arabidopsis thaliana] 10.16071 13.69902 9.885922 9.971671 16 3.34493 3.776 3.305376 3.317835 0.3677322 1.15413 0.4235234 14414 1.1882674 up 3.560465 3.311606 0.304813 0.00881 0.2488594 1.075148
1614375_aVvi.13758 Transcr ibed locus, moderately similar to NP_916241.1 putative glycerophosphoryl diester pho 88.72881 104.8683 95.77469 103.2695 16 6.471331 6.712435 6.581573 6.69027 0.7707825 0.333029 0.79943347 16006 1.0309961 down 6.591883 6.635922 0.170486 0.076861 -0.0440388 0.993364
1614376_sVvi.12394 Transcr ibed locus, moderately similar to NP_182039.1 vesicle-associated membrane protein, 367.001 383.6104 309.461 342.1239 16 8.51964 8.583498 8.273614 8.418375 0.1216504 2.598588 0.1666232 12120 1.1531451 up 8.551569 8.345995 0.045154 0.102362 0.205574 1.024631
1614377_aVvi.4277 Transcr ibed locus, weakly similar to XP_480562.1 putative photosystem II 10K protein [Oryza s 4.41576 4.469741 4.244425 4.255106 16 2.142662 2.160191 2.085569 2.089195 0.0189762 7.155592 0.04383667 7185 1.0453922 up 2.151427 2.087382 0.012395 0.002564 0.0640443 1.030682
1614378_aVvi.14561 Transcr ibed locus 4.155666 4.183755 4.022991 4.042672 16 2.05508 2.064798 2.008269 2.015309 0.0151773 8.024447 0.03916278 6433 1.0339383 up 2.059939 2.011789 0.006872 0.004978 0.0481502 1.023934
1614379_aVvi.6498 Transcr ibed locus 30.40144 35.16254 29.001 27.61787 16 4.926068 5.135967 4.858031 4.78753 0.2007225 1.880899 0.25249237 13197 1.1552753 up 5.031017 4.822781 0.148421 0.049852 0.2082367 1.043178
1614380_aVvi.473 Transcr ibed locus, weakly similar to NP_851040.1 KH domain-containing protein [Arabidopsi 1921.779 1977.171 2110.966 1952.22 16 10.90823 10.94922 11.04369 10.9309 0.4319601 0.976098 0.48679072 14731 1.0414323 down 10.92872 10.98729 0.028988 0.079753 -0.058569 0.994669
1614381_aVvi.7133 Transcr ibed locus 4.331716 4.272839 4.119943 4.151846 16 2.114939 2.095195 2.042624 2.053753 0.0374756 5.019323 0.06674921 9320 1.0402125 up 2.105067 2.048188 0.013961 0.007869 0.0568784 1.02777
1614382_aVvi.9922 Transcr ibed locus, moderately similar to NP_851222.1 thymidylate kinase family protein [Arab 472.9469 413.4118 687.6149 752.0136 16 8.885534 8.691436 9.425457 9.554615 0.0265169 6.018184 0.05297583 8308 1.6262527 down 8.788485 9.490036 0.137248 0.091329 -0.701551 0.926075
1614383_sVvi.8124 Transcr ibed locus, moderately similar to NP_192822.1 kinesin light chain-related [Arabidopsi  718.0008 758.5686 466.7076 472.6359 16 9.487842 9.567136 8.866375 8.884585 0.00387 16.02806 0.02839144 2262 1.5713538 up 9.527489 8.875481 0.056069 0.012877 0.652008 1.073462
1614384_aVvi.12988 Transcr ibed locus, weakly similar to XP_470026.1 hypothetical protein [Oryza sativa (japonica 18.71148 18.75666 28.21611 28.68982 16 4.225852 4.229331 4.818447 4.842467 4.05E-04 49.67915 0.01871624 353 1.5187298 down 4.227592 4.830457 0.00246 0.016985 -0.6028652 0.875195
1614385_aVvi.14629 Transcr ibed locus 173.5824 154.553 198.4715 165.3979 16 7.439476 7.271958 7.632787 7.369797 0.4490103 0.93374 0.5027292 14827 1.1061715 down 7.355717 7.501292 0.118453 0.185962 -0.145575 0.980593
1614386_aVvi.15698 Transcr ibed locus 5.242382 5.272193 5.069388 5.04774 16 2.390223 2.398403 2.341812 2.335638 0.0083916 10.84755 0.0319476 4359 1.0392828 up 2.394313 2.338725 0.005785 0.004366 0.0555883 1.023769
1614387_s_at 31.79489 29.88395 40.33089 54.6117 16 4.990723 4.901299 5.333813 5.771138 0.1129463 2.717295 0.15683627 11955 1.5225234 down 4.946011 5.552476 0.063232 0.309235 -0.6064645 0.890776
1614388_aVvi.9529 Transcr ibed locus, weakly similar to NP_565702.1 zinc finger (C3HC4-type RING finger) fam   242.2571 237.3767 244.5328 268.2651 16 7.920395 7.891035 7.933884 8.067515 0.2994162 1.388476 0.35486203 14007 1.0680543 down 7.905715 8.0007 0.020761 0.094492 -0.094985 0.988128
1614389_aVvi.15190 Transcr ibed locus 3.310079 3.31337 3.208127 3.225027 16 1.726865 1.728299 1.681731 1.689311 0.0083055 10.90431 0.03181278 4332 1.0295838 up 1.727583 1.685521 0.001014 0.00536 0.0420614 1.024955
1614390_aVvi.6265 Transcr ibed locus, moderately similar to NP_175957.1 protein kinase family protein [Arabidop 655.3098 743.3663 1248.216 1296.466 16 9.356033 9.53793 10.28565 10.34037 0.0118139 9.118608 0.03566973 5497 1.8226389 down 9.446981 10.31301 0.12862 0.03869 -0.866029 0.916026
1614391_aVvi.7544 Transcr ibed locus, moderately similar to NP_188144.1 protein phosphatase 2C, putative / PP2 2989.425 3108.776 2917.435 2799.868 16 11.54565 11.60213 11.51049 11.45114 0.1509952 2.272346 0.19909167 12590 1.0666432 up 11.57389 11.48081 0.039936 0.041961 0.093078 1.008107
1614392_aVvi.9314 Transcr ibed locus, moderately similar to XP_474063.1 OSJNBb0079B02.5 [Oryza sativa (japo 64.69159 59.70808 66.20928 64.1926 16 6.015506 5.899855 6.048961 6.004334 0.3816467 1.112716 0.4372357 14490 1.0489656 down 5.95768 6.026648 0.081778 0.031556 -0.0689676 0.988556
1614393_aVvi.3813 Transcr ibed locus, moderately similar to NP_914576.1 P0671B11.21 [Oryza sativa (japonica c 170.53 140.2263 155.6984 153.113 16 7.413881 7.131613 7.28261 7.258453 0.9889407 0.01564 0.9907907 16570 1.0015367 up 7.272747 7.270532 0.199594 0.017081 0.0022153 1.000305
1614394_x_at 6.294254 6.360131 5.92344 5.915196 16 2.654035 2.669056 2.566435 2.564426 0.0061579 12.68443 0.03021081 3383 1.0688913 up 2.661546 2.565431 0.010622 0.001421 0.0961152 1.037466
1614395_aVvi.14487 Transcr ibed locus 4.571297 4.591756 4.437444 4.4368 16 2.192604 2.199046 2.149729 2.149519 0.0048309 14.33534 0.02932456 2734 1.0325422 up 2.195825 2.149624 0.004555 1.48E-04 0.0462007 1.021492
1614396_at 142.9548 146.2915 53.56186 59.18763 16 7.159415 7.192702 5.743134 5.887223 0.0029392 18.40467 0.02741383 1778 2.5684168 up 7.176058 5.815179 0.023537 0.101886 1.3608793 1.234022
1614397_aVvi.1489 Transcr ibed locus, moderately similar to NP_192966.2 copper amine oxidase, putative [Arabid 10.08153 10.28643 9.784603 9.795632 16 3.333643 3.36267 3.290514 3.292139 0.0596331 3.909549 0.09437836 10489 1.040178 up 3.348157 3.291326 0.020525 0.001149 0.0568305 1.017267
1614398_at 3.62293 3.645426 3.517635 3.529992 16 1.857157 1.866087 1.814606 1.819665 0.0130478 8.668603 0.03697836 5857 1.0313163 up 1.861622 1.817135 0.006315 0.003577 0.0444868 1.024482
1614399_aVvi.15007 Transcr ibed locus 8.916953 10.41033 7.603584 7.614864 16 3.156551 3.379944 2.92668 2.928818 0.0928706 3.048281 0.13352717 11546 1.2661942 up 3.268247 2.927749 0.157963 0.001512 0.3404987 1.116301
1614400_aVvi.11217 Transcr ibed locus 11.22642 10.90434 10.44178 10.44597 16 3.488825 3.44683 3.384295 3.384874 0.0581437 3.964056 0.09260379 10423 1.059397 up 3.467828 3.384584 0.029695 4.09E-04 0.0832434 1.024595
1614401_aVvi.10400 Transcr ibed locus 289.3701 289.3829 148.1463 161.267 16 8.176772 8.176836 7.210879 7.333308 0.0045469 14.77937 0.02926091 2572 1.8721685 up 8.176804 7.272093 4.52E-05 0.08657 0.9047107 1.124409
1614402_aVvi.15607 Transcr ibed locus 5.825048 5.877148 5.494597 5.423236 16 2.54227 2.555116 2.458014 2.439154 0.0127419 8.774086 0.036716 5758 1.0718547 up 2.548693 2.448584 0.009084 0.013336 0.1001094 1.040885
1614403_sVvi.2317 Transcr ibed locus 19732.05 19218.39 17586.37 17651.88 16 14.26825 14.2302 14.10217 14.10753 0.017256 7.513674 0.04171282 6867 1.1052508 up 14.24923 14.10485 0.026908 0.003793 0.144374 1.010236
1614404_x_at 4.929118 5.037321 4.695214 4.710501 16 2.30133 2.332657 2.231191 2.23588 0.0341784 5.269437 0.06265782 9055 1.0595545 up 2.316993 2.233536 0.022152 0.003316 0.0834577 1.037366
1614405_at 67.61372 87.90105 63.84549 62.52433 16 6.079244 6.457808 5.996513 5.966346 0.2696769 1.511975 0.32495728 13776 1.2201825 up 6.268526 5.981429 0.267685 0.021331 0.287097 1.047998
1614406_at 38.45788 34.50065 26.3723 33.18407 16 5.265207 5.108552 4.720952 5.052419 0.2431552 1.637621 0.29722157 13581 1.2313098 up 5.186879 4.886685 0.110772 0.234383 0.3001936 1.061431
1614407_aVvi.10948 Transcr ibed locus 4.867579 4.262535 17.53176 15.89785 16 2.283204 2.091712 4.131899 3.99076 0.0040048 15.75439 0.02858611 2324 3.6651483 down 2.187458 4.061329 0.135406 0.0998 -1.8738716 0.538606
1614408_aVvi.8046 Transcr ibed locus, weakly similar to NP_051117.1 ycf1 [Arabidopsis thaliana] 146.4092 163.576 161.8446 184.3193 16 7.193862 7.353817 7.338465 7.526063 0.3274499 1.285221 0.38368 14167 1.1160684 down 7.273839 7.432264 0.113106 0.132652 -0.1584253 0.978684
1614409_aVvi.6744 Transcr ibed locus, strongly similar to XP_478841.1 putative photosystem I antenna protein [O 823.4109 854.493 8.570849 8.226621 16 9.685469 9.738925 3.099438 3.0403 3.60E-05 166.6462 0.01326001 42 99.89408 up 9.712196 3.069869 0.037799 0.041817 6.642327 3.163717
1614410_at 313.989 269.1687 357.6112 340.0817 16 8.29457 8.072367 8.482248 8.409738 0.1537416 2.246343 0.20212366 12627 1.1995769 down 8.183468 8.445993 0.157121 0.051273 -0.262525 0.968917
1614411_aVvi.5202 Transcr ibed locus, weakly similar to NP_566970.1 expressed protein [Arabidopsis thaliana] 98.32757 101.8224 121.1276 109.3447 16 6.619524 6.669911 6.920384 6.772739 0.1225007 2.587632 0.16769102 12127 1.1501677 down 6.644717 6.846561 0.035629 0.104401 -0.2018444 0.970519
1614412_s_at 2573.285 2546.745 3386.876 3327.366 16 11.3294 11.31444 11.72574 11.70017 0.0014319 26.39796 0.02412722 984 1.3113347 down 11.32192 11.71295 0.010576 0.018083 -0.391036 0.966615
1614413_aVvi.4012 Transcr ibed locus, weakly similar to NP_568458.1 ABC1 family protein [Arabidopsis thaliana] 4776.322 4703.382 2096.885 2011.164 16 12.22168 12.19948 11.03403 10.97382 7.06E-04 37.60278 0.02180507 536 2.3080273 up 12.21058 11.00392 0.015699 0.04258 1.206661 1.109657
1614414_aVvi.13284 Transcr ibed locus, weakly similar to XP_507612.1 PREDICTED P0543D10.14 gene product 297.1964 303.2756 1151.586 1128.189 16 8.215273 8.244486 10.16941 10.13979 1.17E-04 92.54012 0.01656679 116 3.7966335 down 8.229879 10.1546 0.020657 0.02094 -1.924721 0.810458
1614415_aVvi.1017 Transcr ibed locus, weakly similar to NP_567893.1 expressed protein [Arabidopsis thaliana] 150.1941 141.529 161.3999 148.0456 16 7.230684 7.144955 7.334496 7.209897 0.3805964 1.115781 0.4362813 14482 1.06023 down 7.18782 7.272197 0.06062 0.088105 -0.0843775 0.988397
1614416_aVvi.1027 Transcr ibed locus, weakly similar to NP_181344.2 myb family transcr iption factor [Arabidopsis 210.3219 206.628 346.1812 349.1565 16 7.716455 7.690892 8.435384 8.44773 3.70E-04 51.98537 0.01871624 323 1.6677275 down 7.703673 8.441557 0.018076 0.00873 -0.7378836 0.912589
1614417_aVvi.12942 Transcr ibed locus 6.11787 5.278091 5.959525 6.990503 16 2.61303 2.400016 2.575197 2.805396 0.3619422 1.171901 0.41784054 14380 1.1358513 down 2.506523 2.690297 0.150623 0.162775 -0.1837739 0.93169
1614418_aVvi.6711 Transcr ibed locus, weakly similar to NP_191002.1 floral homeotic protein APETALA3 (AP3) [A  4.031989 4.051539 3.881412 3.894317 16 2.011492 2.01847 1.956582 1.96137 0.0056603 13.2352 0.02979867 3150 1.0395831 up 2.014981 1.958976 0.004934 0.003386 0.056005 1.028589
1614419_aVvi.15283 Transcr ibed locus 4.889061 5.214144 4.741035 4.309856 16 2.289557 2.38243 2.245202 2.10764 0.1944241 1.92282 0.24581121 13130 1.1169566 up 2.335994 2.176421 0.065671 0.097271 0.1595731 1.073319
1614420_aVvi.4369 Transcr ibed locus, weakly similar to NP_051039.1 photosystem II protein D1 [Arabidopsis tha 5.656819 5.675545 5.345566 5.38546 16 2.499991 2.504759 2.418343 2.42907 0.0055203 13.40342 0.02965942 3089 1.0560431 up 2.502375 2.423706 0.003371 0.007585 0.078669 1.032458
1614421_aVvi.3306 Transcr ibed locus, moderately similar to XP_473816.1 OSJNBa0035M09.18 [Oryza sativa (ja 230.9592 228.2898 262.1517 269.219 16 7.851494 7.834723 8.034258 8.072637 0.0097675 10.04402 0.03365029 4818 1.1569605 down 7.843108 8.053448 0.011859 0.027138 -0.21034 0.973882
1614422_aVvi.8471 Transcr ibed locus, moderately similar to NP_564375.1 parB-like nuclease domain-containing 263.6818 233.0923 248.2651 236.8765 16 8.042654 7.864758 7.955738 7.887991 0.7697991 0.334538 0.79871285 16000 1.0223161 up 7.953706 7.921865 0.125792 0.047904 0.0318415 1.004019
1614423_aVvi.11424 Transcr ibed locus, moderately similar to NP_173047.1 cinnamoyl-CoA reductase, putative [Ar  1939.014 1973.774 3015.006 2474.695 16 10.92111 10.94674 11.55795 11.27304 0.0780302 3.366876 0.11642467 11126 1.3962588 down 10.93392 11.41549 0.018126 0.201462 -0.481566 0.957815
1614424_aVvi.1123 Transcr ibed locus, moderately similar to XP_464731.1 putative Xaa-Pro dipeptidase [Oryza sa 182.4817 170.9768 159.9627 148.5287 16 7.511608 7.417657 7.321591 7.214598 0.109989 2.760601 0.1535517 11891 1.1459452 up 7.464632 7.268094 0.066433 0.075656 0.196538 1.027041
1614425_aVvi.1404 Transcr ibed locus, weakly similar to NP_186869.2 proteasome family protein [Arabidopsis tha 2881.085 2908.789 3682.242 3987.32 16 11.4924 11.5062 11.84637 11.9612 0.0198353 6.994302 0.04481296 7346 1.323617 down 11.4993 11.90379 0.009763 0.0812 -0.404486 0.96602
1614426_aVvi.8232 Transcr ibed locus, weakly similar to NP_194756.1 MERI-5 protein (MERI-5) (MERI5B) / end 6.325145 6.385516 6.10608 6.138972 16 2.661099 2.674803 2.610246 2.617997 0.0207256 6.837747 0.04575005 7520 1.0380162 up 2.667951 2.614122 0.009691 0.005481 0.0538289 1.020592
1614427_aVvi.1505 Transcr ibed locus, weakly similar to XP_523842.1 PREDICTED: hypothetical protein XP_523 47.67413 53.67052 94.86903 90.53926 16 5.575135 5.746058 6.567865 6.500472 0.0108785 9.509309 0.03490222 5172 1.8321935 down 5.660596 6.534168 0.120861 0.047655 -0.8735718 0.866307
1614428_aVvi.7549 Transcr ibed locus, strongly similar to NP_194041.1 glutamate-cysteine ligase / gamma-gluta    906.8627 834.0946 599.186 546.6815 16 9.82474 9.704067 9.22686 9.094557 0.0212962 6.742553 0.04646836 7606 1.5196044 up 9.764404 9.160708 0.085329 0.093553 0.603696 1.065901
1614429_aVvi.1857 Transcr ibed locus, weakly similar to NP_199871.1 short-chain dehydrogenase/reductase (SD 4.816681 4.849174 4.612305 4.622944 16 2.26804 2.277739 2.205488 2.208812 0.0060267 12.82299 0.03011773 3318 1.0466211 up 2.272889 2.20715 0.006859 0.00235 0.0657391 1.029785
1614430_aVvi.8583 Transcr ibed locus, moderately similar to NP_568847.1 expressed protein [Arabidopsis thalian 518.6665 455.2755 283.8339 293.4993 16 9.018663 8.830596 8.148903 8.197213 0.0162806 7.741249 0.04051115 6671 1.6836259 up 8.924629 8.173058 0.132984 0.034161 0.751571 1.091957
1614431_aVvi.5423 Transcr ibed locus, weakly similar to NP_193934.1 F-box family protein [Arabidopsis thaliana] 8.075653 7.027765 10.24465 9.648219 16 3.013579 2.813066 3.356799 3.270263 0.0670443 3.665085 0.10339711 10764 1.3196986 down 2.913322 3.313531 0.141784 0.06119 -0.4002086 0.87922
1614432_aVvi.14776 Transcr ibed locus 133.0316 116.5165 104.526 114.0275 16 7.055625 6.864391 6.707718 6.833238 0.2393479 1.657103 0.29343197 13540 1.1403921 up 6.960008 6.770478 0.135223 0.088756 0.1895298 1.027994
1614433_aVvi.14308 Transcr ibed locus 4.813086 4.822038 4.618818 4.595842 16 2.266962 2.269643 2.207524 2.200329 0.0035372 16.76934 0.02809704 2086 1.0456325 up 2.268302 2.203927 0.001896 0.005087 0.0643758 1.02921
1614434_aVvi.9382 Transcr ibed locus, moderately similar to NP_188427.2 phosphoethanolamine N-methyltransfe 6.855324 6.900822 6.378859 6.553748 16 2.777225 2.786768 2.673298 2.71232 0.0471606 4.440294 0.07899118 9911 1.0637709 up 2.781997 2.692809 0.006748 0.027593 0.0891875 1.033121
1614435_at 3.742783 3.758951 3.635456 3.613664 16 1.904111 1.91033 1.862136 1.853462 0.0114593 9.2611 0.03541189 5371 1.0348499 up 1.907221 1.857799 0.004397 0.006133 0.0494215 1.026602
1614436_aVvi.11402 Transcr ibed locus 70.06546 128.9315 74.65086 67.09968 16 6.130632 7.010461 6.222087 6.068234 0.4413629 0.952521 0.49523565 14795 1.3429313 up 6.570546 6.145161 0.622133 0.10879 0.4253853 1.069223
1614437_aVvi.11268 Transcr ibed locus 7381.723 7064.806 5257.047 5493.571 16 12.84974 12.78643 12.36004 12.42353 0.0108786 9.509275 0.03490222 5173 1.3437881 up 12.81809 12.39178 0.044765 0.044895 0.426306 1.034402
1614438_aVvi.13468 Transcr ibed locus, weakly similar to XP_479479.1 putative pre-mRNA splicing factor SF2 [Or    202.8157 180.8658 157.3063 153.0975 16 7.664025 7.498775 7.297433 7.258307 0.0701227 3.574756 0.10722825 10856 1.2341603 up 7.5814 7.27787 0.116849 0.027666 0.30353 1.041706
1614439_aVvi.9110 Transcr ibed locus, moderately similar to NP_564530.1 glutamyl-tRNA(Gln) amidotransferase 19.9934 22.28932 39.47905 37.1167 16 4.321452 4.478281 5.303015 5.213996 0.0108481 9.522874 0.03489624 5159 1.8133278 down 4.399866 5.258506 0.110895 0.062946 -0.85864 0.836714
1614440_aVvi.688 GO:0009073-deoxy-D-arabino-heptulosonate 7-phosphate synthase 1295.624 1506.81 2202.137 2023.792 16 10.33943 10.55728 11.10469 10.98285 0.041238 4.770745 0.07169684 9548 1.5109023 down 10.44836 11.04377 0.154044 0.086156 -0.59541 0.946086
1614441_aVvi.6784 Transcr ibed locus, moderately similar to NP_187728.1 oxidoreductase, 2OG-Fe(II) oxygenas 3.851008 3.870192 3.712442 3.733185 16 1.945236 1.952405 1.892369 1.900407 0.0103855 9.736058 0.03441097 5008 1.0370121 up 1.948821 1.896388 0.005069 0.005684 0.0524328 1.027649
1614442_aVvi.5368 Transcr ibed locus 11.7217 19.46389 99.76078 113.226 16 3.55111 4.282728 6.640401 6.823062 0.0174731 7.465594 0.04200267 6903 7.036278 down 3.916919 6.731731 0.517332 0.129161 -2.8148124 0.581859
1614443_at 5.681019 5.805909 5.408117 5.410126 16 2.50615 2.537522 2.435126 2.435662 0.0313959 5.509927 0.05906338 8824 1.0617481 up 2.521836 2.435394 0.022183 3.79E-04 0.0864415 1.035494
1614444_aVvi.5864 Transcr ibed locus, weakly similar to NP_564550.1 cell death associated protein-related [Arab 10.77294 6.946419 5.530341 5.766693 16 3.42934 2.796269 2.467368 2.527744 0.1926558 1.934917 0.24384576 13115 1.5318217 up 3.112805 2.497556 0.447648 0.042692 0.6152485 1.24634
1614445_aVvi.987 Transcr ibed locus, strongly similar to NP_850971.1 2C-methyl-D-erythritol 2,4-cyclodiphosph 917.7007 857.885 782.8079 727.3414 16 9.84188 9.74464 9.612515 9.506489 0.083064 3.249705 0.12204487 11298 1.1758947 up 9.793261 9.559502 0.068759 0.074971 0.233759 1.024453
1614446_aVvi.10600 Transcr ibed locus, moderately similar to NP_918692.1 P0560B06.4 [Oryza sativa (japonica cu 162.6437 159.5911 199.0008 180.205 16 7.345571 7.318236 7.63663 7.493496 0.0853376 3.20007 0.1246832 11362 1.1754059 down 7.331904 7.565063 0.019329 0.101211 -0.233159 0.96918
1614447_at 6.406115 6.299111 5.984095 5.965804 16 2.67945 2.655148 2.581133 2.576717 0.0189742 7.155979 0.04383667 7183 1.0631711 up 2.667299 2.578925 0.017184 0.003123 0.0883738 1.034268
1614448_aVvi.3357 Transcr ibed locus, moderately similar to NP_565586.1 heat shock protein 100, putative / HSP 152.0082 156.178 153.9183 146.2431 16 7.248005 7.287047 7.266021 7.192225 0.4547044 0.919976 0.5081792 14854 1.0269767 up 7.267527 7.229123 0.027607 0.052182 0.0384036 1.005312
1614449_x_at 8.804325 8.898567 8.261494 8.36319 16 3.138212 3.153573 3.046403 3.064053 0.0162463 7.749607 0.04045018 6667 1.0648606 up 3.145893 3.055228 0.010862 0.012481 0.0906646 1.029675
1614450_aVvi.10854 Transcr ibed locus, weakly similar to NP_849875.1 Bet v I allergen family protein [Arabidopsis 10.70222 10.24977 9.65995 9.652263 16 3.419838 3.35752 3.272016 3.270867 0.0639571 3.761915 0.0996542 10654 1.084656 up 3.388679 3.271442 0.044066 8.12E-04 0.1172375 1.035837
1614451_aVvi.6433 Transcr ibed locus, strongly similar to NP_179383.1 FAT domain-containing protein / phosph 204.064 204.8628 225.8331 196.0485 16 7.672878 7.678514 7.819113 7.615067 0.7243249 0.405579 0.7577342 15869 1.0291079 down 7.675696 7.71709 0.003985 0.144282 -0.041394 0.994636
1614452_aVvi.281 Transcr ibed locus, weakly similar to NP_850767.1 SET domain-containing protein (SUVH1) 49.76061 51.95455 142.6102 141.1105 16 5.636932 5.699178 7.155933 7.140682 4.68E-04 46.19501 0.01899094 407 2.7899752 down 5.668056 7.148308 0.044014 0.010785 -1.4802525 0.792923
1614453_aVvi.1322 Transcr ibed locus, weakly similar to NP_175098.1 expressed protein [Arabidopsis thaliana] 748.4915 747.2852 631.794 630.1452 16 9.547842 9.545515 9.30331 9.299541 8.16E-05 110.7186 0.01503107 88 1.1853004 up 9.546679 9.301426 0.001645 0.002666 0.245253 1.026367
1614454_aVvi.10929 Transcr ibed locus 230.204 231.4468 289.3288 322.2942 16 7.84677 7.854537 8.176566 8.332234 0.0352958 5.180828 0.06411167 9139 1.322939 down 7.850654 8.2544 0.005492 0.110074 -0.4037464 0.951087
1614455_aVvi.10460 Transcr ibed locus, moderately similar to XP_464508.1 26S proteasome regulatory particle tri 182.1972 162.5897 169.998 198.8869 16 7.509357 7.345092 7.409374 7.635805 0.5657223 0.681811 0.6117052 15353 1.0683353 down 7.427225 7.522589 0.116153 0.160111 -0.0953644 0.987323
1614456_aVvi.1090 Transcr ibed locus, moderately similar to NP_172041.1 C2 domain-containing protein [Arabid 270.9123 281.6095 220.665 183.108 16 8.081682 8.137552 7.785715 7.516552 0.0793284 3.335638 0.11789304 11170 1.3740973 up 8.109617 7.651133 0.039506 0.190327 0.458484 1.059924
1614457_aVvi.3493 Transcr ibed locus, moderately similar to XP_477795.1 26S proteasome regulatory particle no 1954.435 1987.252 1713.666 1835.656 16 10.93254 10.95656 10.74287 10.84208 0.0965956 2.979567 0.13784122 11633 1.1111649 up 10.94455 10.79248 0.016987 0.070152 0.152073 1.014091
1614458_aVvi.5459 Transcr ibed locus, weakly similar to NP_564772.1 terpene synthase/cyclase family protein [Ar  5.302507 5.333266 5.087421 5.050438 16 2.406675 2.415019 2.346935 2.336408 0.0092953 10.29967 0.03315168 4654 1.049117 up 2.410847 2.341672 0.005901 0.007443 0.0691755 1.029541
1614459_at 4.922895 4.963031 4.742996 4.735807 16 2.299507 2.311221 2.245799 2.24361 0.0095111 10.18049 0.03339758 4727 1.0429426 up 2.305364 2.244704 0.008283 0.001547 0.0606599 1.027024
1614460_aVvi.14870 Transcr ibed locus 3.681751 3.704534 3.581071 3.57112 16 1.880392 1.889292 1.840391 1.836377 0.0108623 9.516535 0.03490222 5164 1.0327263 up 1.884842 1.838384 0.006293 0.002839 0.046458 1.025271
1614461_s_at 4962.167 4711.713 3625.818 3025.952 16 12.27675 12.20204 11.82409 11.56317 0.0566253 4.021755 0.09074261 10359 1.4597923 up 12.2394 11.69363 0.052834 0.184497 0.545763 1.046672
1614462_aVvi.3807 Transcr ibed locus, strongly similar to NP_051056.1 ycf9 [Arabidopsis thaliana] 202.0253 267.5751 83.04878 147.9266 16 7.658392 8.0638 6.375886 7.208738 0.1473699 2.307687 0.19488893 12553 2.097664 up 7.861096 6.792313 0.286666 0.588915 1.0687838 1.157352
1614463_at 5.367178 5.344241 5.04928 5.039098 16 2.424164 2.417985 2.336078 2.333165 0.0015571 25.3127 0.02480849 1041 1.0617565 up 2.421074 2.334621 0.004369 0.002059 0.086453 1.037031
1614464_sVvi.6845 Transcr ibed locus 35004.92 35609.44 38452.43 37753.7 16 15.09527 15.11997 15.23079 15.20433 0.0260467 6.074471 0.05242176 8248 1.0791816 down 15.10762 15.21756 0.017467 0.018708 -0.109938 0.992776
1614465_aVvi.9239 Transcr ibed locus, moderately similar to NP_190245.1 pentatricopeptide (PPR) repeat-conta 503.4914 484.0131 176.2867 199.4488 16 8.975823 8.918902 7.46178 7.639875 0.0044512 14.93861 0.02924136 2526 2.6326869 up 8.947363 7.550827 0.040249 0.125932 1.396536 1.184951
1614466_at 4.96599 4.976438 4.746196 4.784607 16 2.312081 2.315113 2.246772 2.2584 0.0095604 10.15385 0.03343616 4746 1.0431968 up 2.313597 2.252586 0.002144 0.008223 0.0610112 1.027085
1614467_aVvi.659 Transcr ibed locus, moderately similar to XP_475297.1 putative beta-hydroxyacyl-ACP dehydra 180.6106 174.6714 268.9129 271.4955 16 7.496739 7.448499 8.070995 8.084785 0.0017133 24.12792 0.02493529 1135 1.5212648 down 7.472619 8.07789 0.034111 0.00975 -0.605271 0.925071
1614468_aVvi.12318 Transcr ibed locus 6.472678 6.468217 5.998408 6.026484 16 2.694363 2.693368 2.58458 2.591317 0.0010318 31.10752 0.02259248 755 1.0761783 up 2.693865 2.587948 7.03E-04 0.004764 0.1059173 1.040927
1614469_aVvi.6858 Transcr ibed locus, weakly similar to NP_565962.1 zinc finger (CCCH-type) family protein [Ar 994.8097 935.1351 995.1359 1063.85 16 9.958277 9.869031 9.95875 10.05508 0.2913545 1.420389 0.34696704 13940 1.0667778 down 9.913654 10.00691 0.063106 0.068115 -0.09326 0.99068
1614470_aVvi.3074 Transcr ibed locus, moderately similar to XP_463877.1 putative forever young oxidoreductase 206.9029 237.6092 360.7825 313.6137 16 7.69281 7.892447 8.494986 8.292845 0.0515365 4.232844 0.08449616 10125 1.5170692 down 7.792628 8.393915 0.141165 0.142935 -0.6012867 0.928366
1614471_aVvi.1706 Transcr ibed locus, moderately similar to NP_915455.1 rac-GTP binding protein -like [Oryza s 38.64529 47.28713 71.43758 46.88139 16 5.272221 5.563376 6.158611 5.550943 0.3240881 1.297024 0.38016754 14152 1.3537668 down 5.417798 5.854777 0.205878 0.429686 -0.4369793 0.925364
1614472_aVvi.12711 Transcr ibed locus, weakly similar to NP_567037.1 two-component responsive regulator / resp 4.947298 4.96379 4.770635 4.79187 16 2.306641 2.311442 2.254181 2.260589 0.0059525 12.90346 0.03010136 3282 1.0364541 up 2.309041 2.257385 0.003395 0.004531 0.0516563 1.022883
1614473_aVvi.9001 Transcr ibed locus 751.1626 700.6471 529.0168 408.6989 16 9.552981 9.452544 9.04717 8.674894 0.0796252 3.3286 0.11822917 11180 1.5601993 up 9.502763 8.861033 0.07102 0.263238 0.6417305 1.072422
1614474_aVvi.14533 Transcr ibed locus 4.432978 4.416514 4.247601 4.292728 16 2.148276 2.142908 2.086648 2.101895 0.0239142 6.349979 0.04985225 7963 1.0362129 up 2.145592 2.094272 0.003796 0.010781 0.0513205 1.024505
1614475_aVvi.8161 Transcr ibed locus, moderately similar to XP_465022.1 transducin-like [Oryza sativa (japonica 571.2842 528.4254 572.4474 553.7026 16 9.158065 9.045556 9.160999 9.112968 0.6233344 0.575038 0.66499144 15561 1.02468 down 9.10181 9.136984 0.079556 0.033964 -0.035174 0.99615
1614476_aVvi.2601 Transcr ibed locus, moderately similar to XP_467558.1 sucrase-like protein [Oryza sativa (jap 2027.076 2189.78 2328.576 2222.531 16 10.98519 11.09657 11.18523 11.11799 0.2308377 1.702142 0.2844653 13470 1.079776 down 11.04088 11.15161 0.078761 0.047549 -0.110732 0.99007
1614477_sVvi.7254 Transcr ibed locus, weakly similar to NP_918710.1 P0560B06.28 [Oryza sativa (japonica cultiv 5.205636 5.292369 5.000501 5.02333 16 2.380074 2.403914 2.322073 2.328644 0.0327473 5.389357 0.06084839 8933 1.0472716 up 2.391994 2.325358 0.016857 0.004647 0.0666356 1.028656
1614478_aVvi.5501 Transcr ibed locus, weakly similar to XP_480154.1 putative DNA topoisomerase I [Oryza sativa  194.1554 235.3018 245.3569 251.7788 16 7.601068 7.878368 7.938738 7.976013 0.2600169 1.555835 0.31500295 13703 1.162844 down 7.739718 7.957376 0.196081 0.026357 -0.2176575 0.972647
1614479_aVvi.3031 GO:000652Arginine decarboxylase 2322.662 2571.028 1932.222 2025.758 16 11.18156 11.32813 10.91605 10.98425 0.0637175 3.769713 0.09937414 10644 1.2351625 up 11.25485 10.95015 0.103638 0.048225 0.304701 1.027826
1614480_aVvi.9697 Transcr ibed locus, weakly similar to XP_473334.1 OSJNBa0091D06.12 [Oryza sativa (japonic 3.84458 3.856322 3.70307 3.71911 16 1.942826 1.947226 1.888722 1.894957 0.0051077 13.93857 0.02943507 2874 1.0375539 up 1.945026 1.89184 0.003111 0.004409 0.0531863 1.028114
1614481_aVvi.14736 Transcr ibed locus 785.3642 850.2627 635.2477 636.001 16 9.617218 9.731765 9.311175 9.312885 0.0240753 6.327908 0.05004362 7986 1.2856171 up 9.674492 9.312031 0.080997 0.001209 0.362461 1.038924
1614482_at 306.186 277.0869 315.8413 312.0202 16 8.258265 8.114195 8.303056 8.285496 0.274943 1.488895 0.33045703 13812 1.0777673 down 8.18623 8.294275 0.101873 0.012417 -0.108045 0.986974
1614483_aVvi.10628 Transcr ibed locus 29.71914 29.73608 33.45457 18.8742 16 4.893321 4.894143 5.064131 4.238343 0.6164709 0.587304 0.65910935 15527 1.1830361 up 4.893732 4.651238 5.81E-04 0.58392 0.2424941 1.052135
1614484_at 6.167869 6.199062 5.975387 6.018389 16 2.624772 2.63205 2.579032 2.589377 0.0198601 6.98979 0.04482297 7355 1.0311158 up 2.628411 2.584205 0.005146 0.007315 0.0442063 1.017106
1614485_aVvi.9992 Transcr ibed locus, weakly similar to XP_473058.1 OSJNBa0029H02.14 [Oryza sativa (japonic 6.451725 7.018838 6.024439 5.975304 16 2.689685 2.811232 2.590827 2.579012 0.1133799 2.711081 0.15737249 11960 1.1215852 up 2.750459 2.58492 0.085947 0.008354 0.1655392 1.06404
1614486_at 4.27648 4.287247 4.103082 4.119997 16 2.096424 2.100051 2.036708 2.042643 0.0035088 16.83743 0.02806023 2075 1.041427 up 2.098238 2.039676 0.002565 0.004197 0.0585618 1.028711
1614487_aVvi.10817 Transcr ibed locus, moderately similar to XP_483317.1 3-hydroxy-3-methylglutaryl-coenzyme A 4.968558 5.010103 4.769721 4.785045 16 2.312827 2.32484 2.253905 2.258533 0.0104033 9.727578 0.03441792 5017 1.0443572 up 2.318834 2.256219 0.008495 0.003272 0.0626151 1.027752
1614488_aVvi.11406 Transcr ibed locus, moderately similar to NP_173752.2 homeobox transcr iption factor (KNAT6  5.200568 5.230099 5.057088 4.941231 16 2.378669 2.386838 2.338307 2.30487 0.0708572 3.554048 0.1080429 10887 1.0433081 up 2.382754 2.321589 0.005776 0.023643 0.0611653 1.026346
1614489_at 95.85253 100.5101 206.289 187.0395 16 6.582745 6.651197 7.688524 7.547199 0.0060974 12.7478 0.03013007 3355 2.001236 down 6.616971 7.617862 0.048403 0.099932 -1.0008912 0.868613
1614490_aVvi.797 Transcr ibed locus, moderately similar to NP_915211.1 B1065G12.16 [Oryza sativa (japonica 122.9469 136.5035 158.2106 150.676 16 6.941892 7.092794 7.305702 7.235305 0.0932708 3.040711 0.1340097 11554 1.1918155 down 7.017343 7.270504 0.106704 0.049778 -0.2531609 0.96518
1614491_at 9.130593 9.196526 8.484283 8.832155 16 3.190708 3.201089 3.084793 3.142766 0.1081296 2.788681 0.15147851 11849 1.058572 up 3.195899 3.113779 0.00734 0.040993 0.0821195 1.026373
1614492_aVvi.364 Transcr ibed locus, moderately similar to NP_199598.1 expressed protein [Arabidopsis thalian 4228.362 4083.281 2589.073 2449.206 16 12.04588 11.99551 11.33822 11.2581 0.0042616 15.26937 0.02897273 2441 1.6500845 up 12.0207 11.29816 0.035617 0.056654 0.72254 1.063952
1614493_aVvi.3947 Transcr ibed locus, moderately similar to NP_194208.1 31 kDa ribonucleoprotein, chloroplast, 704.3459 674.4219 659.2432 656.2705 16 9.46014 9.397508 9.364667 9.358147 0.1655723 2.141211 0.2148532 12793 1.047839 up 9.428823 9.361406 0.044288 0.004611 0.067417 1.007202
1614494_aVvi.883 Transcr ibed locus, moderately similar to NP_568986.1 expressed protein [Arabidopsis thalian 411.3605 337.1294 382.2726 364.0731 16 8.684259 8.397159 8.578458 8.508084 0.9877442 0.017335 0.9897712 16567 1.0017778 down 8.540709 8.543271 0.203011 0.049762 -0.002562 0.9997
1614495_aVvi.272 Transcr ibed locus, moderately similar to NP_200104.1 pyruvate kinase, putative [Arabidopsis 4.26965 4.285523 4.102926 4.117038 16 2.094118 2.099471 2.036653 2.041607 0.0039754 15.81291 0.02854652 2311 1.0407796 up 2.096795 2.03913 0.003785 0.003503 0.0576646 1.028279
1614496_aVvi.8960 Transcr ibed locus, moderately similar to NP_565240.1 F-box family protein (FBL14) [Arabido 68.65512 78.20042 114.3806 119.9805 16 6.101296 6.289104 6.837699 6.906656 0.0211445 6.767487 0.04625212 7587 1.5987864 down 6.1952 6.872177 0.1328 0.048761 -0.676977 0.90149
1614497_aVvi.14911 Transcr ibed locus 6.799463 6.88559 6.370128 6.368305 16 2.765421 2.78358 2.671322 2.670909 0.0076289 11.38342 0.03135112 4032 1.0742909 up 2.774501 2.671116 0.012841 2.92E-04 0.1033847 1.038705
1614498_aVvi.10323 Transcr ibed locus, moderately similar to XP_482070.1 putative UDP-glucose 4-epimerase [O    774.8338 700.5869 865.9435 838.0833 16 9.597743 9.45242 9.758129 9.71095 0.1112603 2.741786 0.15501365 11915 1.1562532 down 9.525082 9.734539 0.102759 0.033361 -0.209457 0.978483
1614499_at 8.386083 9.439139 9.193023 12.8468 16 3.067997 3.238655 3.200539 3.683337 0.3767013 1.127232 0.4324433 14461 1.2214645 down 3.153326 3.441938 0.120673 0.341389 -0.288612 0.916148
1614500_aVvi.8277 Transcr ibed locus 16.61426 31.49443 33.48557 39.67639 16 4.05435 4.977025 5.065467 5.310209 0.2943858 1.408262 0.34997442 13964 1.5934465 down 4.515688 5.187838 0.652429 0.173058 -0.6721505 0.870437
1614501_aVvi.15435 Transcr ibed locus 5.206028 5.206425 5.062274 5.08656 16 2.380183 2.380293 2.339786 2.34669 0.0085966 10.71577 0.03220978 4427 1.0259783 up 2.380238 2.343238 7.79E-05 0.004882 0.0370001 1.01579
1614502_aVvi.9876 Transcr ibed locus, weakly similar to XP_475110.1 putative cytochrome P450 [Oryza sativa (jap 6155.404 6512.027 5427.585 4767.219 16 12.58764 12.66889 12.4061 12.21893 0.090455 3.094981 0.13065371 11493 1.2446594 up 12.62826 12.31251 0.057456 0.132344 0.315751 1.025645
1614503_aVvi.13144 Transcr ibed locus, moderately similar to NP_920979.1 putative RNA polymerase alpha subun     11933.11 13829.53 12766.19 12840.75 16 13.54268 13.75546 13.64004 13.64844 0.9679273 0.04538 0.97261405 16521 1.0033544 up 13.64907 13.64424 0.150459 0.005941 0.004832 1.000354
1614504_sVvi.11321 Transcr ibed locus 4.403328 4.407488 4.220031 4.240368 16 2.138594 2.139957 2.077254 2.084189 0.0036233 16.56779 0.02818367 2130 1.0414215 up 2.139276 2.080721 9.63E-04 0.004904 0.0585542 1.028141
1614505_sVvi.8754 Transcr ibed locus, weakly similar to NP_176329.1 F-box family protein [Arabidopsis thaliana] 1273.858 1526.572 363.9184 421.4605 16 10.31499 10.57608 8.507471 8.719254 0.0083123 10.89978 0.03181278 4336 3.5607283 up 10.44554 8.613362 0.184619 0.149753 1.832173 1.212713
1614506_aVvi.8335 Transcr ibed locus, weakly similar to NP_180224.1 patatin, putative [Arabidopsis thaliana] 4.130364 4.158962 3.963305 3.978339 16 2.046269 2.056224 1.986704 1.992166 0.0083314 10.88712 0.03184128 4343 1.0437752 up 2.051246 1.989435 0.007039 0.003863 0.061811 1.03107
1614507_aVvi.11301 Transcr ibed locus 66.01265 54.70269 50.35079 61.39575 16 6.044671 5.77354 5.653943 5.940067 0.6268615 0.568777 0.66823906 15573 1.0808008 up 5.909105 5.797005 0.191718 0.20232 0.1121006 1.019338
1614508_aVvi.14417 Transcr ibed locus 168.3914 184.2983 225.6005 218.5437 16 7.395674 7.525899 7.817626 7.771778 0.0401787 4.837259 0.07025237 9494 1.2604294 down 7.460787 7.794702 0.092083 0.032419 -0.333915 0.957161
1614509_at 60.01961 59.0872 209.9499 176.6579 11 5.907362 5.884774 7.713902 7.464814 0.0054101 13.54039 0.02956287 3036 3.233934 down 5.896068 7.589358 0.015972 0.176131 -1.6932904 0.776886
1614510_aVvi.5594 Transcr ibed locus 6.211803 6.179524 5.978272 6.010638 16 2.635012 2.627496 2.579729 2.587518 0.0126671 8.80046 0.03661824 5742 1.0335659 up 2.631254 2.583623 0.005315 0.005508 0.0476303 1.018435
1614511_aVvi.10031 Transcr ibed locus, weakly similar to NP_850347.1 F-box family protein [Arabidopsis thaliana] 121.0719 132.1779 78.92146 81.02964 16 6.91972 7.046338 6.302345 6.340378 0.0098339 10.0096 0.0337549 4835 1.5819093 up 6.983028 6.321362 0.089532 0.026893 0.6616669 1.104672
1614512_aVvi.9210 Transcr ibed locus, weakly similar to NP_568073.1 expressed protein [Arabidopsis thaliana] 45.64557 41.96626 188.1511 179.473 16 5.512403 5.391158 7.555748 7.487622 0.0011267 29.76706 0.0230302 809 4.19859 down 5.45178 7.521685 0.085733 0.048172 -2.0699047 0.724808
1614513_aVvi.11436 Transcr ibed locus 18.55342 17.06656 55.38139 45.80008 16 4.213613 4.0931 5.791329 5.517278 0.0098001 10.02709 0.03371337 4825 2.8302844 down 4.153357 5.654304 0.085216 0.193783 -1.500947 0.734548
1614514_aVvi.10949 Transcr ibed locus, weakly similar to XP_469214.1 putative beta 1,3-glucanase [Oryza sativa (j 792.203 839.5616 1303.322 1540.812 16 9.629726 9.713492 10.34798 10.58948 0.0247568 6.236924 0.05090565 8073 1.7376244 down 9.67161 10.46873 0.059231 0.170764 -0.797116 0.923857
1614515_aVvi.11923 Transcr ibed locus, weakly similar to NP_188473.1 expressed protein [Arabidopsis thaliana] 498.0382 503.5294 509.172 493.5296 16 8.960113 8.975932 8.992009 8.946993 0.9562164 0.061979 0.9628278 16487 1.0010258 down 8.968022 8.969502 0.011186 0.031831 -0.0014795 0.999835
1614516_aVvi.8207 Transcr ibed locus 28.7272 39.56118 35.37448 35.42774 16 4.844346 5.306014 5.144637 5.146808 0.7887859 0.305596 0.8158828 16049 1.0501118 down 5.07518 5.145722 0.326449 0.001535 -0.0705428 0.986291
1614517_x_at 30.76131 42.8208 341.8223 384.4598 16 4.943045 5.42024 8.417103 8.586689 0.005766 13.11231 0.02994013 3196 9.988399 down 5.181643 8.501896 0.337428 0.119916 -3.3202535 0.609469
1614518_aVvi.15162 Transcr ibed locus 4.022637 4.036968 3.853629 3.869482 16 2.008142 2.013272 1.946218 1.95214 0.0040304 15.70403 0.02864669 2332 1.0435704 up 2.010707 1.949179 0.003628 0.004188 0.0615281 1.031566
1614519_aVvi.11778 Transcr ibed locus, weakly similar to NP_198857.1 pentatricopeptide (PPR) repeat-containing 9.015154 9.067608 8.670489 8.684032 16 3.172352 3.180722 3.116113 3.118365 0.0052992 13.68247 0.02950386 2977 1.0419585 up 3.176537 3.117239 0.005919 0.001592 0.0592978 1.019023
1614520_s_at 14.67709 13.5846 177.6004 155.983 16 3.875494 3.7639 7.472491 7.285245 9.36E-04 32.65623 0.02246529 691 11.787378 down 3.819697 7.378868 0.078909 0.132403 -3.5591709 0.517654
1614521_aVvi.5553 Transcr ibed locus, weakly similar to NP_192187.1 copalyl diphosphate synthase / CPS / ent-k 3.901737 3.916268 3.785944 3.808205 16 1.964116 1.969479 1.920653 1.929111 0.0139742 8.370417 0.03792499 6116 1.0294799 up 1.966798 1.924882 0.003792 0.005981 0.0419156 1.021776
1614522_at 8.225313 9.339991 7.470571 7.319794 16 3.040071 3.223421 2.901218 2.871803 0.1184157 2.641267 0.16314672 12047 1.1852858 up 3.131746 2.886511 0.129648 0.0208 0.245235 1.084959
1614523_aVvi.10036 Transcr ibed locus, weakly similar to NP_197918.1 expressed protein [Arabidopsis thaliana] 382.8669 319.9198 316.9472 286.8182 16 8.580699 8.321567 8.308099 8.163993 0.28392 1.450808 0.33963406 13877 1.1607739 up 8.451133 8.236046 0.183234 0.101898 0.215087 1.026115
1614524_aVvi.2818 Transcr ibed locus, weakly similar to NP_199967.1 peptidase M3 family protein / thimet oligop 59.08882 50.27777 50.55288 43.46603 16 5.884814 5.651849 5.659721 5.441816 0.3057695 1.364066 0.36128283 14050 1.1627675 up 5.768332 5.550769 0.164731 0.154082 0.2175625 1.039195
1614525_aVvi.1814 Transcr ibed locus 347.5157 346.3818 333.5345 315.4948 16 8.440934 8.436219 8.381692 8.301473 0.1371573 2.414066 0.18373962 12392 1.0695429 up 8.438577 8.341582 0.003334 0.056724 0.096995 1.011628
1614526_aVvi.14803 Transcr ibed locus 4.686072 4.751227 4.684039 4.609113 16 2.228379 2.2483 2.227753 2.204489 0.2839029 1.450878 0.33963406 13876 1.01552 up 2.23834 2.216121 0.014086 0.01645 0.0222188 1.010026
1614527_aVvi.12420 Transcr ibed locus, weakly similar to XP_481161.1 putative SKP1 interacting partner 1 [Oryza 805.9464 776.0491 662.8364 608.2059 16 9.65454 9.600004 9.372509 9.248416 0.0428448 4.674503 0.07358126 9666 1.2455722 up 9.627272 9.310463 0.038563 0.087747 0.316809 1.034027
1614528_aVvi.8023 Transcr ibed locus, weakly similar to NP_564885.1 expressed protein [Arabidopsis thaliana] 20.83154 18.58121 9.100357 10.34681 16 4.380697 4.215773 3.185923 3.371115 0.0144652 8.224058 0.03842309 6247 2.02752 up 4.298235 3.278519 0.116619 0.13095 1.019716 1.311029
1614529_aVvi.2292 Transcr ibed locus, moderately similar to NP_188425.2 C2 domain-containing protein [Arabid 125.8774 120.9535 106.7852 144.3413 16 6.975876 6.918309 6.738567 7.17334 0.9714376 0.040409 0.9756099 16530 1.0061612 down 6.947092 6.955954 0.040706 0.307431 -0.0088616 0.998726
1614530_at 37.8249 29.9501 26.54405 24.92838 16 5.241264 4.904489 4.730317 4.639717 0.1561246 2.224292 0.2045924 12668 1.3084514 up 5.072877 4.685017 0.238136 0.064064 0.3878604 1.082787
1614531_sVvi.7158 Transcr ibed locus, moderately similar to NP_973663.1 expressed protein [Arabidopsis thalian 1005.355 1049.594 955.7528 962.3383 16 9.97349 10.03562 9.900494 9.9104 0.0876889 3.150696 0.12754603 11413 1.0711094 up 10.00455 9.905447 0.043929 0.007005 0.099106 1.010005
1614532_aVvi.10068 Transcr ibed locus, weakly similar to NP_188329.1 tetratricopeptide repeat (TPR)-containing 547.4786 508.967 6.755465 7.116404 16 9.096659 8.991428 2.756055 2.831148 1.07E-04 96.69869 0.01628633 108 76.132576 up 9.044044 2.793602 0.074409 0.053099 6.2504425 3.237414
1614533_aVvi.15376 Transcr ibed locus 3.947322 3.971453 3.816849 3.814752 16 1.980874 1.989667 1.932382 1.93159 0.0067926 12.07153 0.03073394 3664 1.0376246 up 1.985271 1.931986 0.006217 5.60E-04 0.0532846 1.02758
1614534_at 82.50214 79.67645 103.883 104.0599 16 6.36636 6.316082 6.698815 6.70127 0.0048841 14.25647 0.02943507 2753 1.2823783 down 6.341221 6.700043 0.035552 0.001736 -0.3588217 0.946445
1614535_aVvi.2182 Transcr ibed locus, moderately similar to NP_922790.1 putative phragmoplastin [Oryza sativa 799.6885 782.5797 767.6962 779.7159 16 9.643294 9.612094 9.584392 9.606805 0.236689 1.670949 0.29060125 13521 1.0224965 up 9.627694 9.595598 0.022062 0.015849 0.032096 1.003345
1614536_aVvi.1285 Transcr ibed locus, weakly similar to XP_474677.1 OSJNBa0027O01.6 [Oryza sativa (japonica 3421.067 3280.864 3794.992 4132.927 16 11.74023 11.67986 11.88988 12.01295 0.0720283 3.521664 0.10926656 10943 1.182114 down 11.71005 11.95141 0.042688 0.087021 -0.241369 0.979804
1614537_aVvi.8966 Transcr ibed locus, moderately similar to NP_197381.1 NADH-ubiquinone oxidoreductase 19 1297.856 1221.548 1466.104 1438.063 16 10.34191 10.2545 10.51777 10.48991 0.0463379 4.482464 0.07798196 9864 1.1531954 down 10.2982 10.50384 0.061815 0.0197 -0.205637 0.980423
1614538_at 4.130272 4.146818 4.016813 4.031793 16 2.046237 2.052005 2.006051 2.011421 0.0093865 10.24885 0.03329118 4678 1.0283877 up 2.049121 2.008736 0.004078 0.003797 0.0403843 1.020104
1614539_aVvi.12278 Transcr ibed locus, moderately similar to NP_566045.1 zinc finger (C3HC4-type RING finger 37.91784 39.18044 52.88995 47.55156 16 5.244805 5.292062 5.724922 5.571421 0.0419293 4.728675 0.07242851 9610 1.3011054 down 5.268434 5.648171 0.033416 0.108542 -0.3797378 0.932768
1614540_aVvi.2564 Transcr ibed locus, moderately similar to NP_198835.1 calmodulin-binding protein [Arabidops 293.4182 270.4623 422.375 429.481 16 8.196815 8.079284 8.722381 8.74645 0.0099662 9.941909 0.03389936 4878 1.5119034 down 8.138049 8.734415 0.083107 0.01702 -0.596366 0.931722
1614541_aVvi.10018 Transcr ibed locus 5.011354 5.043125 4.772583 4.771341 16 2.325201 2.334318 2.25477 2.254395 0.0036632 16.47692 0.02821112 2153 1.05349 up 2.329759 2.254582 0.006447 2.66E-04 0.0751767 1.033344
1614542_aVvi.6146 Transcr ibed locus, moderately similar to XP_479284.1 pyrrolidone carboxyl peptidase-like pro 418.5846 422.2642 320.7022 287.0696 16 8.709375 8.722002 8.32509 8.165257 0.0278232 5.869267 0.05449704 8474 1.3856043 up 8.715689 8.245173 0.008928 0.11302 0.470516 1.057066
1614543_aVvi.7024 Transcr ibed locus, weakly similar to NP_565524.1 stress enhanced protein 2 (SEP2) [Arabido  503.902 555.6132 21.39379 13.51497 16 8.976999 9.117937 4.41912 3.756486 0.004632 14.64202 0.02926091 2624 31.117727 up 9.047468 4.087803 0.099658 0.468553 4.9596646 2.213284
1614544_aVvi.6136 Transcr ibed locus 3.999472 4.027373 3.856416 3.872945 16 1.999809 2.009839 1.947261 1.953431 0.0114799 9.25267 0.03543693 5376 1.0384836 up 2.004824 1.950346 0.007092 0.004363 0.0544784 1.027933
1614545_s_at 572.2824 735.3748 863.3834 888.8713 16 9.160584 9.522336 9.753858 9.795831 0.1403122 2.38006 0.18710949 12447 1.3503982 down 9.341459 9.774844 0.255798 0.029679 -0.433385 0.955663
1614546_at 74.59442 76.38152 51.82145 47.01553 16 6.220995 6.255152 5.695478 5.555066 0.0136186 8.481301 0.03753936 6021 1.5292264 up 6.238074 5.625272 0.024153 0.099286 0.612802 1.108937
1614547_aVvi.15105 Transcr ibed locus 3.28972 3.302908 3.186148 3.206719 16 1.717965 1.723737 1.671813 1.681098 0.0148245 8.121549 0.03881354 6340 1.0312506 up 1.720851 1.676456 0.004081 0.006565 0.044395 1.026481
1614548_aVvi.374 Transcr ibed locus, weakly similar to NP_174144.1 purine permease (PUP1) [Arabidopsis tha 3342.071 3435.191 4822.518 4343.446 16 11.70653 11.74617 12.23557 12.08462 0.0308751 5.558455 0.05844791 8769 1.3507366 down 11.72635 12.1601 0.028034 0.106736 -0.433746 0.96433
1614549_at 5.571222 5.614426 5.277081 5.2726 16 2.477994 2.489139 2.39974 2.398515 0.0043789 15.06217 0.02920871 2481 1.0602754 up 2.483566 2.399127 0.007881 8.67E-04 0.0844391 1.035196
1614550_aVvi.5158 Transcr ibed locus, weakly similar to NP_172149.1 2-oxoglutarate-dependent dioxygenase, pu 56.05752 60.37244 262.6429 282.4315 16 5.808836 5.915818 8.036959 8.141757 0.0011286 29.74151 0.0230302 811 4.6816945 down 5.862327 8.089357 0.075648 0.074104 -2.2270304 0.724696
1614551_aVvi.1886 Transcr ibed locus, moderately similar to NP_172076.1 chitinase-like protein 1 (CTL1) [Arabid 3.864351 3.882774 3.756436 3.784085 16 1.950226 1.957088 1.909365 1.919945 0.0251527 6.18575 0.05139962 8122 1.027403 up 1.953657 1.914655 0.004852 0.007481 0.0390022 1.02037
1614552_aVvi.3489 Transcr ibed locus, moderately similar to XP_474188.1 OSJNBa0011F23.4 [Oryza sativa (japo 18.01765 19.8207 18.09899 20.42974 16 4.171339 4.308936 4.177837 4.352599 0.8425267 0.225515 0.86359376 16196 1.0175366 down 4.240137 4.265218 0.097295 0.123575 -0.025081 0.99412
1614553_aVvi.9263 Transcr ibed locus, moderately similar to NP_173156.1 cell cycle control protein-related [Arab  151.2643 151.8974 153.4727 152.1097 16 7.240927 7.246954 7.261838 7.248968 0.248033 1.613229 0.30240464 13616 1.007977 down 7.24394 7.255403 0.004261 0.0091 -0.0114626 0.99842
1614554_at 7203.359 7513.657 9637.082 10810.97 16 12.81445 12.8753 13.23438 13.40021 0.0332194 5.348956 0.06143574 8976 1.3874327 down 12.84488 13.31729 0.043025 0.117259 -0.472418 0.964526
1614555_aVvi.4579 Transcr ibed locus, weakly similar to XP_478614.1 putative beta-amylase [Oryza sativa (japoni 269.2536 257.8676 319.4401 290.4621 16 8.072822 8.010487 8.319402 8.182206 0.1089739 2.775846 0.15242945 11868 1.1560063 down 8.041655 8.250804 0.044078 0.097012 -0.209149 0.974651
1614556_at 919.8945 779.6742 845.5349 832.0604 16 9.845325 9.606728 9.723721 9.700544 0.9183095 0.115915 0.93069863 16380 1.0096772 up 9.726027 9.712132 0.168714 0.016388 0.013895 1.001431
1614557_sVvi.1133 Transcr ibed locus, moderately similar to NP_565294.1 signal peptide peptidase family protein 5386.292 5376.588 4660.342 5255.678 16 12.39508 12.39248 12.18622 12.35966 0.2981975 1.393232 0.3538471 13990 1.0873642 up 12.39378 12.27294 0.00184 0.122641 0.120835 1.009846
1614558_aVvi.9971 Transcr ibed locus, weakly similar to XP_479408.1 nucleoid DNA-binding-like protein [Oryza s   4.11623 4.147634 4.01183 4.038996 16 2.041324 2.052289 2.004261 2.013997 0.0358428 5.138942 0.06477927 9185 1.02646 up 2.046806 2.009129 0.007753 0.006884 0.0376774 1.018753
1614559_aVvi.15115 Transcr ibed locus 4.353546 4.3959 4.178507 4.189039 16 2.122191 2.136159 2.062987 2.066619 0.0123343 8.920658 0.03626873 5645 1.0456294 up 2.129175 2.064803 0.009877 0.002568 0.0643716 1.031176
1614560_at 2521.804 2420.11 1335.863 1343.97 16 11.30024 11.24086 10.38356 10.39229 0.0011541 29.41039 0.02313663 826 1.8437313 up 11.27055 10.38792 0.04199 0.006172 0.882629 1.084967
1614561_aVvi.6922 Transcr ibed locus, moderately similar to NP_194120.1 expressed protein [Arabidopsis thalian 131.8852 120.6016 5.484566 5.780205 16 7.043139 6.914105 2.455378 2.531121 2.78E-04 59.95596 0.01827131 246 22.399157 up 6.978622 2.493249 0.091241 0.053559 4.4853728 2.799007
1614562_aVvi.12854 Transcr ibed locus, weakly similar to XP_475150.1 hypothetical protein [Oryza sativa (japonica 96.90655 97.33498 90.93089 92.99361 16 6.598522 6.604887 6.506699 6.53906 0.0410873 4.78005 0.07151731 9537 1.0561578 up 6.601705 6.522879 0.0045 0.022883 0.0788256 1.012084
1614563_aVvi.2035 Transcr ibed locus, weakly similar to NP_567808.1 protein phosphatase 2C, putative / PP2C, p  370.2217 289.5092 268.9464 260.2596 16 8.532246 8.177465 8.071175 8.023808 0.2280326 1.717464 0.28164017 13440 1.237445 up 8.354856 8.047491 0.250868 0.033494 0.307365 1.038194
1614564_at 6.103993 6.164626 5.742806 5.733951 16 2.609753 2.624013 2.521756 2.51953 0.0055755 13.33638 0.02973457 3112 1.0689842 up 2.616883 2.520643 0.010083 0.001574 0.0962405 1.038181
1614565_aVvi.3990 Transcr ibed locus 4.992886 5.017886 4.867404 4.887103 16 2.319874 2.32708 2.283152 2.28898 0.0149965 8.073772 0.03892022 6396 1.0262703 up 2.323477 2.286066 0.005095 0.00412 0.0374108 1.016365
1614566_aVvi.15013 Transcr ibed locus 5.534789 5.560943 5.790807 5.35372 16 2.468528 2.475329 2.533764 2.420542 0.9350022 0.092116 0.9445507 16433 1.0036278 down 2.471929 2.477153 0.004809 0.08006 -0.0052242 0.997891
1614567_aVvi.4952 Transcr ibed locus, moderately similar to NP_196591.2 leucine-rich repeat family protein / pro 704.0633 735.6004 698.0726 699.814 16 9.459561 9.522779 9.447233 9.450828 0.3146372 1.331018 0.3703898 14102 1.02964 up 9.49117 9.44903 0.044701 0.002542 0.04214 1.00446
1614568_aVvi.1890 Transcr ibed locus, weakly similar to NP_188039.1 GDSL-motif lipase/hydrolase family protein 4.882546 4.910964 4.661184 4.714798 16 2.287633 2.296006 2.220696 2.237196 0.0209714 6.796276 0.04604483 7560 1.0445442 up 2.29182 2.228946 0.00592 0.011667 0.0628736 1.028208
1614569_at 12.90371 12.91637 13.49792 13.17863 16 3.689714 3.691129 3.754665 3.720128 0.1128951 2.718032 0.15678969 11952 1.0330966 down 3.690421 3.737396 0.001 0.024421 -0.0469752 0.987431
1614570_aVvi.12566 Transcr ibed locus, strongly similar to NP_179383.1 FAT domain-containing protein / phosph 3.96315 4.107091 3.846623 3.840042 16 1.986648 2.038117 1.943592 1.941122 0.1129033 2.717913 0.15678969 11954 1.049735 up 2.012382 1.942357 0.036394 0.001747 0.0700251 1.036052
1614571_aVvi.8206 Transcr ibed locus 3.489171 3.508563 3.390308 3.387885 16 1.802884 1.81088 1.761416 1.760385 0.007598 11.40684 0.03135112 4019 1.0323853 up 1.806882 1.760901 0.005654 7.29E-04 0.0459817 1.026113
1614572_aVvi.15126 Transcr ibed locus 5.707062 5.738053 5.378569 5.375879 16 2.512748 2.520561 2.427222 2.426501 0.0019034 22.88828 0.02532748 1244 1.0642177 up 2.516655 2.426862 0.005525 5.10E-04 0.0897932 1.037
1614573_sVvi.647 Transcr ibed locus 425.7914 338.7741 159.2934 133.7461 16 8.734003 8.40418 7.315543 7.063353 0.0219003 6.645834 0.04730047 7684 2.6020415 up 8.569092 7.189448 0.23322 0.178325 1.379644 1.191898
1614574_at 1208.189 1175.264 2342.96 2286.523 16 10.23863 10.19877 11.19412 11.15894 7.69E-04 36.0331 0.02212453 573 1.9423841 down 10.2187 11.17653 0.028186 0.024874 -0.957829 0.9143
1614575_aVvi.11490 Transcr ibed locus, weakly similar to NP_187963.1 myb family transcr iption factor [Arabidopsis 4.182079 4.206277 4.039973 4.055381 16 2.06422 2.072544 2.014346 2.019838 0.0093185 10.28665 0.03317521 4662 1.0361912 up 2.068382 2.017092 0.005886 0.003883 0.0512902 1.025428
1614576_sVvi.1315 Transcr ibed locus, moderately similar to NP_188991.1 cyanate lyase family [Arabidopsis thali 1864.854 1834.636 1082.745 1130.679 16 10.86485 10.84128 10.08048 10.14297 0.0020232 22.19842 0.02553182 1311 1.6717253 up 10.85306 10.11173 0.016666 0.044191 0.741338 1.073315
1614577_aVvi.8379 Transcr ibed locus, moderately similar to NP_916158.1 P0435B05.31 [Oryza sativa (japonica c 620.4439 618.972 771.3225 810.7304 16 9.277157 9.27373 9.59119 9.663078 0.0103077 9.773316 0.03427398 4990 1.2760549 down 9.275444 9.627134 0.002423 0.050832 -0.35169 0.963469
1614578_aVvi.4267 Transcr ibed locus 3.776993 3.805993 3.663415 3.698848 16 1.917238 1.928273 1.873189 1.887076 0.0406714 4.806007 0.07092711 9519 1.0299847 up 1.922756 1.880133 0.007803 0.00982 0.0426229 1.02267
1614579_aVvi.14937 Transcr ibed locus 211.1893 193.2054 229.2549 206.7987 16 7.722393 7.593992 7.840809 7.692084 0.3853762 1.10191 0.4410904 14504 1.0779225 down 7.658193 7.766446 0.090793 0.105164 -0.1082534 0.986061
1614580_aVvi.3801 Transcr ibed locus, weakly similar to NP_683410.1 peroxin-3 family protein [Arabidopsis thalia 240.6173 230.0857 279.5953 286.4414 16 7.910596 7.846027 8.127196 8.162096 0.0184623 7.257345 0.04322843 7089 1.2027473 down 7.878312 8.144646 0.045657 0.024678 -0.266334 0.967299
1614581_aVvi.5455 Transcr ibed locus 14.67658 15.36891 14.6962 16.08867 16 3.875444 3.941943 3.877371 4.007973 0.6884366 0.463697 0.7248387 15766 1.023832 down 3.908693 3.942672 0.047022 0.092349 -0.033979 0.991382
1614582_aVvi.200 Transcr ibed locus, moderately similar to NP_915149.1 putative calreticulin [Oryza sativa (japo 228.7771 258.9916 553.483 538.548 16 7.837799 8.016762 9.112395 9.072931 0.0061255 12.7182 0.030159 3371 2.2429266 down 7.92728 9.092663 0.126546 0.027905 -1.1653826 0.871833
1614583_aVvi.6866 Transcr ibed locus, moderately similar to NP_173210.3 transcr iption factor-related [Arabidops  4.352624 4.379906 4.197378 4.232631 16 2.121886 2.1309 2.069488 2.081555 0.0212201 6.755031 0.04636091 7598 1.0358905 up 2.126393 2.075522 0.006374 0.008532 0.0508713 1.02451
1614584_aVvi.5950 Transcr ibed locus, weakly similar to NP_188771.1 leucine-rich repeat protein kinase, putative 1255.573 1293.486 1228.321 1131.277 16 10.29413 10.33705 10.26247 10.14374 0.2167153 1.781884 0.26932168 13358 1.0810895 up 10.31559 10.2031 0.030348 0.083959 0.112486 1.011025
1614585_aVvi.15492 Transcr ibed locus 5.373171 5.909991 5.253071 5.272907 16 2.425774 2.563156 2.393161 2.398598 0.2879801 1.434074 0.34358928 13914 1.0707228 up 2.494465 2.39588 0.097144 0.003845 0.0985852 1.041148
1614586_aVvi.13401 Transcr ibed locus 3.717838 3.722951 3.593443 3.601303 16 1.894464 1.896447 1.845367 1.848519 0.00147 26.05357 0.0245034 994 1.0341978 up 1.895455 1.846943 0.001402 0.002229 0.0485121 1.026266
1614587_aVvi.5560 Transcr ibed locus, weakly similar to NP_916995.1 P0519D04.17 [Oryza sativa (japonica cultiv 36.27954 39.61442 53.21499 55.41351 16 5.181084 5.307954 5.733761 5.792166 0.0176644 7.423972 0.04222679 6943 1.4324095 down 5.244519 5.762963 0.08971 0.041299 -0.5184443 0.910039
1614588_sVvi.11189 Transcr ibed locus, weakly similar to NP_188755.2 calcium-transporting ATPase, plasma mem186.6536 201.748 461.9391 428.4211 16 7.544219 7.65641 8.851559 8.742886 0.0042305 15.32587 0.02895056 2425 2.2924774 down 7.600315 8.797222 0.079331 0.076843 -1.1969074 0.863945
1614589_aVvi.8143 Transcr ibed locus, moderately similar to NP_186814.1 copine-related [Arabidopsis thaliana] 1192.68 1211.652 946.2977 858.5016 16 10.21999 10.24276 9.88615 9.745677 0.0281006 5.838973 0.05483374 8507 1.3337253 up 10.23138 9.815914 0.016099 0.09933 0.415462 1.042325
1614590_aVvi.8757 Transcr ibed locus, moderately similar to XP_493849.1 putative phosphatidylglycerolphosphate 498.2605 417.7865 479.8862 443.916 16 8.960756 8.706622 8.906549 8.794143 0.9155344 0.11988 0.92864543 16366 1.0116125 down 8.833689 8.850346 0.1797 0.079483 -0.016657 0.998118
1614591_aVvi.3487 Transcr ibed locus, moderately similar to NP_563693.1 expressed protein [Arabidopsis thalian 1262.335 1261.001 1569.896 1543.782 16 10.30188 10.30035 10.61645 10.59225 0.0015947 25.01181 0.02483053 1064 1.2339098 down 10.30112 10.60435 0.001079 0.017112 -0.303237 0.971404
1614592_aVvi.3519 Transcr ibed locus, weakly similar to NP_188856.2 far-red impaired responsive protein, putativ 417.9829 413.7038 432.5209 449.4077 16 8.7073 8.692454 8.756626 8.811881 0.0982943 2.94947 0.1398117 11671 1.06023 down 8.699877 8.784254 0.010498 0.039071 -0.084377 0.990395
1614593_aVvi.6644 Transcr ibed locus, moderately similar to NP_194559.2 hydroxyproline-rich glycoprotein family  1596.87 1594.867 20.32606 22.30685 16 10.64103 10.63922 4.345259 4.479415 1.16E-04 92.83537 0.01656679 115 74.946465 up 10.64013 4.412337 0.001281 0.094863 6.227788 2.411449
1614594_aVvi.1419 Transcr ibed locus, strongly similar to NP_178111.1 heat shock protein, putative [Arabidopsis 158.8919 150.1504 172.8198 154.1253 16 7.311902 7.230264 7.433125 7.26796 0.4792866 0.862566 0.53128904 14976 1.0566219 down 7.271083 7.350542 0.057727 0.116789 -0.079459 0.98919
1614595_aVvi.10181 Transcr ibed locus, moderately similar to XP_480181.1 putative mitogen-activated protein kina 288.5684 301.0002 525.9265 517.7625 16 8.17277 8.233621 9.038717 9.016147 0.0015465 25.39937 0.02480849 1031 1.7705971 down 8.203196 9.027432 0.043028 0.01596 -0.8242355 0.908697
1614596_aVvi.14725 Transcr ibed locus 57.68517 57.07385 6.639931 8.963194 16 5.850129 5.834758 2.731168 3.164013 0.0055497 13.36752 0.02968837 3100 7.437681 up 5.842444 2.947591 0.010869 0.306067 2.8948529 1.982108
1614597_aVvi.6535 Transcr ibed locus 113.014 109.7082 174.418 246.7586 16 6.820358 6.777527 7.446405 7.946957 0.0701516 3.573935 0.1072626 10857 1.8631431 down 6.798943 7.696681 0.030286 0.353944 -0.8977384 0.88336
1614598_aVvi.7795 Transcr ibed locus, strongly similar to NP_195773.1 chlorophyll A-B binding protein CP29 (LH  1518.015 1391.325 49.86892 65.21296 16 10.56797 10.44224 5.640069 6.027087 0.0018916 22.96001 0.02530472 1239 25.48416 up 10.50511 5.833578 0.088902 0.273663 4.671529 1.8008
1614599_aVvi.8184 Transcr ibed locus, moderately similar to NP_567217.1 protein transport protein-related [Arab 711.1948 727.4337 739.3331 778.093 16 9.474101 9.506672 9.530081 9.603799 0.1978563 1.899754 0.24930258 13175 1.0544958 down 9.490387 9.56694 0.023031 0.052127 -0.076553 0.991998
1614600_sVvi.10097 Transcr ibed locus, weakly similar to XP_474041.1 OSJNBb0034I13.8 [Oryza sativa (japonica 42.73721 44.80951 288.8176 335.1234 16 5.417421 5.485733 8.174015 8.388549 0.0015789 25.13648 0.02483053 1054 7.1092887 down 5.451577 8.281282 0.048304 0.151698 -2.829705 0.658301
1614601_at 3.113785 3.128879 3.028783 3.045625 16 1.638669 1.645646 1.598738 1.606738 0.0176497 7.427163 0.04221579 6940 1.0277 up 1.642158 1.602738 0.004933 0.005657 0.0394192 1.024595
1614602_aVvi.6835 Transcr ibed locus, moderately similar to XP_479670.1 putative chain A, C-terminal domain of 435.3921 464.8531 592.1535 510.2138 16 8.766171 8.860631 9.209827 8.994958 0.1328332 2.46248 0.1790741 12314 1.2217854 down 8.813401 9.102392 0.066793 0.151936 -0.288991 0.968251
1614603_aVvi.12469 Transcr ibed locus, weakly similar to NP_201009.1 diphthamide synthesis DPH2 family protein 131.9408 132.6085 171.1574 183.724 16 7.043746 7.051029 7.419179 7.521396 0.0143639 8.253655 0.03835535 6216 1.3406198 down 7.047388 7.470288 0.00515 0.072278 -0.4229004 0.943389
1614604_aVvi.5624 Transcr ibed locus, moderately similar to NP_566368.1 mitochondrial import inner membrane 544.6904 479.3478 649.3316 670.1703 16 9.089293 8.904929 9.342812 9.388384 0.0604468 3.880601 0.09535705 10523 1.2909986 down 8.99711 9.365598 0.130365 0.032224 -0.368488 0.960655
1614605_at 58.98821 52.96396 75.33646 81.92927 16 5.882355 5.726939 6.235276 6.356307 0.0379403 4.986666 0.06737138 9348 1.4055597 down 5.804647 6.295792 0.109895 0.085581 -0.4911446 0.921988
1614606_aVvi.10165 Transcr ibed locus 80.90919 112.3477 140.0595 144.0222 16 6.338232 6.811827 7.129896 7.170147 0.1366641 2.419479 0.18328606 12378 1.4896694 down 6.575029 7.150022 0.334882 0.028462 -0.5749922 0.919582
1614607_aVvi.7455 Transcr ibed locus, moderately similar to NP_565000.1 expressed protein [Arabidopsis thalian 823.1583 858.7916 2119.657 2115.864 16 9.685026 9.746164 11.04962 11.04703 5.27E-04 43.55838 0.01978115 441 2.518784 down 9.715595 11.04832 0.043231 0.001827 -1.332728 0.879373
1614608_aVvi.10187 Transcr ibed locus, moderately similar to NP_187366.2 protein transport protein Sec24, putati  1554.101 1512.459 1615.523 1503.728 16 10.60187 10.56268 10.65779 10.55433 0.709107 0.429979 0.74350095 15833 1.0166222 down 10.58227 10.60606 0.027708 0.073155 -0.023783 0.997758
1614609_at 2.765104 2.77743 2.690842 2.709062 16 1.467334 1.47375 1.428058 1.437794 0.0231888 6.452141 0.04884505 7880 1.0264167 up 1.470542 1.432926 0.004537 0.006884 0.0376165 1.026252
1614610_at 10.30903 9.802432 8.826807 8.785893 16 3.365836 3.29314 3.141892 3.135189 0.0346555 5.231091 0.06328011 9090 1.1415136 up 3.329488 3.13854 0.051404 0.00474 0.190948 1.06084
1614611_aVvi.5125 Transcr ibed locus 6.331598 6.435223 5.944041 5.995982 16 2.66257 2.68599 2.571444 2.583996 0.0184106 7.267822 0.04319566 7075 1.0692208 up 2.67428 2.57772 0.016561 0.008876 0.0965598 1.037459
1614612_aVvi.8957 Transcr ibed locus, strongly similar to NP_189150.1 glycosyl transferase family 8 protein [Ara 2071.695 2011.414 3697.594 3493.927 16 11.0166 10.97399 11.85237 11.77063 0.0031731 17.71011 0.02773125 1897 1.7607718 down 10.9953 11.8115 0.030124 0.057798 -0.816207 0.930897
1614613_aVvi.12394 Transcr ibed locus, moderately similar to NP_182039.1 vesicle-associated membrane protein,     477.4539 478.2053 457.704 467.047 16 8.899218 8.901486 8.838271 8.867424 0.0830883 3.249163 0.122052 11301 1.0334756 up 8.900353 8.852848 0.001604 0.020614 0.0475045 1.005366
1614614_aVvi.8089 Transcr ibed locus, weakly similar to NP_182147.1 IQ domain-containing protein / BAG domai 155.0439 139.5492 154.5741 150.7088 16 7.276533 7.12463 7.272154 7.23562 0.5654306 0.682376 0.6114695 15351 1.0376397 down 7.200582 7.253887 0.107412 0.025834 -0.0533054 0.992651
1614615_s_at 24.99824 20.33625 21.93668 29.28226 10 4.643755 4.345982 4.455273 4.871955 0.5776349 0.658978 0.62238055 15407 1.124081 down 4.494868 4.663614 0.210557 0.294639 -0.168746 0.963816
1614616_aVvi.1606 Transcr ibed locus, strongly similar to XP_469911.1 putative thioredoxin [Oryza sativa (japonic 519.2219 440.3832 406.1736 366.1862 16 9.020207 8.782616 8.665953 8.516434 0.1576816 2.210133 0.2063558 12685 1.2398949 up 8.901411 8.591193 0.168003 0.105726 0.310218 1.036109
1614617_at 1395.316 1400.658 1005.037 1023.363 16 10.44638 10.45189 9.973033 9.999103 8.27E-04 34.75649 0.0221369 616 1.3784674 up 10.44913 9.986068 0.003898 0.018434 0.463065 1.046371
1614618_aVvi.15440 Transcr ibed locus 5.023624 5.095493 4.831847 4.847192 16 2.328729 2.349222 2.272575 2.277149 0.0257823 6.106782 0.05215527 8206 1.0454422 up 2.338975 2.274862 0.014491 0.003235 0.0641134 1.028183
1614619_at 7.105124 6.984215 6.390777 6.495039 16 2.82886 2.804098 2.675991 2.699338 0.0170066 7.570001 0.04139205 6820 1.0933945 up 2.816479 2.687665 0.017509 0.016509 0.128814 1.047928
1614620_aVvi.8371 Transcr ibed locus, strongly similar to NP_178306.1 endomembrane protein 70, putative [Arab 4391.044 4357.422 5990.046 5836.131 16 12.10035 12.08926 12.54835 12.5108 0.0020218 22.20607 0.02553182 1309 1.351695 down 12.0948 12.52957 0.007841 0.026555 -0.434769 0.965301
1614621_at 80.2362 81.12987 175.1119 136.2219 16 6.326181 6.342162 7.452134 7.089815 0.0354864 5.166126 0.06436632 9152 1.9142814 down 6.334171 7.270974 0.0113 0.256198 -0.9368027 0.871159
1614622_aVvi.14500 Transcr ibed locus 255.2474 245.8144 187.8815 185.2027 16 7.995752 7.941425 7.55368 7.532961 0.0046406 14.62835 0.02926091 2632 1.3428221 up 7.968589 7.543321 0.038415 0.01465 0.4252683 1.056377
1614623_aVvi.8395 Transcr ibed locus 59.3721 67.57695 42.83242 41.18211 16 5.891713 6.078459 5.420631 5.363946 0.0260425 6.074979 0.05242176 8246 1.5081681 up 5.985086 5.392289 0.13205 0.040083 0.5927973 1.109934
1614624_at 421.248 435.0647 411.9276 438.8279 16 8.718526 8.765086 8.686247 8.777512 0.8642466 0.193778 0.88298815 16248 1.0069045 up 8.741806 8.731879 0.032923 0.064534 0.009927 1.001137
1614625_aVvi.15149 Transcr ibed locus 2.840572 2.85612 2.76272 2.776242 16 1.506181 1.514057 1.46609 1.473133 0.0165874 7.667532 0.04089447 6733 1.0284756 up 1.510119 1.469611 0.005569 0.004981 0.0405076 1.027563
1614626_aVvi.9415 Transcr ibed locus, weakly similar to NP_201377.2 serine carboxypeptidase S28 family protein 169.0388 173.0444 186.6685 163.4594 16 7.40121 7.434998 7.544334 7.352789 0.7837836 0.313184 0.81134653 16037 1.021336 down 7.418104 7.448562 0.023891 0.135443 -0.0304577 0.995911
1614627_aVvi.7417 Transcr ibed locus, moderately similar to NP_194842.1 expressed protein [Arabidopsis thalian 8401.962 8284.736 8843.508 9004.031 16 13.03651 13.01624 13.1104 13.13636 0.0276241 5.89129 0.05421623 8458 1.06955 down 13.02638 13.12338 0.014333 0.018352 -0.097004 0.992608
1614628_aVvi.15623 Transcr ibed locus 3.563144 3.581967 3.464523 3.486324 16 1.833151 1.840752 1.792657 1.801707 0.0213733 6.729997 0.0465851 7616 1.0279496 up 1.836951 1.797182 0.005375 0.006399 0.0397696 1.022129
1614629_at 5.455308 5.502159 5.190709 5.164744 16 2.447661 2.459998 2.375932 2.368697 0.0076081 11.39916 0.03135112 4022 1.0581287 up 2.453829 2.372314 0.008724 0.005116 0.0815151 1.034361
1614630_aVvi.3756 Transcr ibed locus, weakly similar to NP_567438.1 chlorophyll A-B binding family protein / ear 4.358404 4.202684 4.053992 3.973907 16 2.1238 2.071311 2.019343 1.990558 0.0905125 3.093849 0.13070263 11496 1.0662935 up 2.097555 2.004951 0.037115 0.020354 0.0926046 1.046188
1614631_aVvi.6909 Transcr ibed locus, strongly similar to XP_464561.1 26S proteasome regulatory particle triple 2946.185 3116.463 2911.124 3049.936 16 11.52463 11.60569 11.50736 11.57456 0.6908773 0.45968 0.72695804 15777 1.0169159 up 11.56516 11.54096 0.057318 0.047519 0.024201 1.002097
1614632_aVvi.12460 Transcr ibed locus, weakly similar to NP_563754.1 amino acid permease family protein [Arabid 5.762596 5.815061 5.622883 5.63173 16 2.526719 2.539794 2.49131 2.493578 0.0254286 6.150793 0.05172963 8160 1.028693 up 2.533257 2.492444 0.009246 0.001604 0.0408125 1.016374
1614633_aVvi.1312 Transcr ibed locus, strongly similar to NP_915902.1 putative transcr iption factor HBP-1b [Ory    133.781 134.1495 139.4026 139.5791 16 7.06373 7.067698 7.123114 7.124939 0.0013999 26.69918 0.02397054 968 1.041247 down 7.065714 7.124026 0.002806 0.001291 -0.0583123 0.991815
1614634_aVvi.1942 Transcr ibed locus, moderately similar to NP_564846.1 PspA/IM30 family protein [Arabidopsis 282.6461 255.5701 233.1645 217.6103 16 8.142853 7.997575 7.865204 7.765603 0.1015846 2.893229 0.14370371 11735 1.1931784 up 8.070213 7.815404 0.102727 0.070429 0.2548095 1.032603
1614635_aVvi.11700 Transcr ibed locus, moderately similar to NP_189499.1 AAA-type ATPase family protein [Arab 249.3417 344.6116 219.3903 185.7724 16 7.96198 8.428827 7.777355 7.537393 0.1768664 2.049998 0.22690803 12938 1.4519886 up 8.195404 7.657374 0.330111 0.169679 0.53803 1.070263
1614636_aVvi.9622 Transcr ibed locus, weakly similar to XP_468404.1 putative myosin subfamily XI heavy chain [O 4.940422 6.141629 4.798453 4.819698 16 2.304634 2.618621 2.262569 2.268943 0.3385132 1.247384 0.3947735 14235 1.1454159 up 2.461628 2.265756 0.222023 0.004507 0.1958716 1.086449
1614637_aVvi.7497 Transcr ibed locus, weakly similar to NP_171807.1 kinase interacting family protein [Arabidops 235.9542 247.2609 336.449 312.8782 16 7.882363 7.94989 8.394244 8.289457 0.0207702 6.830171 0.04577543 7532 1.3432465 down 7.916126 8.34185 0.047748 0.074096 -0.4257237 0.948965
1614638_at 7.126208 7.225768 6.601723 6.570644 10 2.833135 2.853151 2.722843 2.716035 0.0072235 11.70212 0.03105226 3861 1.0895287 up 2.843143 2.719439 0.014154 0.004814 0.1237041 1.045489
1614639_aVvi.8812 Transcr ibed locus, moderately similar to NP_915367.1 P0506B12.9 [Oryza sativa (japonica cu 443.2111 450.4996 574.3991 452.4927 16 8.79185 8.815382 9.16591 8.821751 0.3850641 1.10281 0.4407939 14502 1.140933 down 8.803616 8.99383 0.01664 0.243357 -0.190214 0.978851
1614640_s_at 1774.071 1796.941 2221.19 2141.451 16 10.79285 10.81133 11.11712 11.06437 0.0092416 10.32997 0.03306676 4639 1.2215028 down 10.80209 11.09075 0.013067 0.037296 -0.288657 0.973973
1614641_aVvi.8614 Transcr ibed locus 401.2306 305.6113 439.3995 523.5435 16 8.648288 8.255554 8.779389 9.032166 0.1914136 1.943504 0.2425283 13102 1.3696958 down 8.451921 8.905777 0.277705 0.17874 -0.453856 0.949038
1614642_at 134.2251 114.5465 84.3278 104.5916 16 7.068511 6.839789 6.397936 6.708623 0.1732735 2.078136 0.22310272 12893 1.3203042 up 6.95415 6.55328 0.161731 0.219689 0.40087 1.061171
1614643_aVvi.116 GO:000980Caffeoyl-CoA O-methyltransferase 1078.888 1177.316 3510.656 3267.59 16 10.07533 10.20129 11.77753 11.67401 0.0026265 19.47396 0.02668185 1632 3.005199 down 10.13831 11.72577 0.089065 0.073195 -1.58746 0.864618
1614644_x_at 7.468072 7.893459 6.916053 6.853324 16 2.900736 2.980657 2.789949 2.776804 0.0603313 3.884675 0.09522914 10517 1.1152138 up 2.940697 2.783377 0.056513 0.009295 0.1573202 1.056521
1614645_aVvi.14447 Transcr ibed locus 350.2245 393.683 183.1964 174.4093 16 8.452136 8.620891 7.517248 7.446333 0.0074461 11.52393 0.03121627 3959 2.077319 up 8.536513 7.481791 0.119328 0.050144 1.0547225 1.140972
1614646_aVvi.9574 Transcr ibed locus, weakly similar to NP_567055.1 glycoside hydrolase family 28 protein / poly 790.3425 801.2119 232.4066 230.1939 16 9.626334 9.64604 7.860507 7.846705 4.55E-05 148.1885 0.01326001 54 3.4404097 up 9.636187 7.853606 0.013934 0.009759 1.782581 1.226976
1614647_aVvi.12547 Transcr ibed locus, weakly similar to NP_567383.1 expressed protein [Arabidopsis thaliana] 221.8264 196.5185 205.4546 197.0161 16 7.793287 7.618521 7.682675 7.62217 0.6214714 0.578356 0.6633876 15552 1.037766 up 7.705904 7.652423 0.123578 0.042784 0.053481 1.006989
1614648_aVvi.4886 Transcr ibed locus 4.152621 4.195906 4.013335 4.033945 16 2.054022 2.068982 2.004802 2.012191 0.0238889 6.353463 0.04981205 7961 1.0374243 up 2.061503 2.008496 0.010578 0.005225 0.0530062 1.026391
1614649_sVvi.3179 Transcr ibed locus, weakly similar to NP_567153.1 vesicle-associated membrane family protei 442.6469 426.3311 394.3266 476.7607 16 8.790012 8.73583 8.623247 8.897121 0.9861355 0.019608 0.9884618 16561 1.001899 up 8.762921 8.760184 0.038313 0.193658 0.002737 1.000312
1614650_aVvi.15107 Transcr ibed locus 4.415108 4.441919 4.361848 4.266056 16 2.142449 2.151183 2.124939 2.092903 0.1499504 2.28241 0.19789168 12579 1.0266147 up 2.146816 2.108921 0.006176 0.022653 0.0378948 1.017969
1614651_aVvi.11317 Transcr ibed locus 25.78169 26.98007 28.02354 26.86791 16 4.688275 4.753822 4.808567 4.747812 0.3293241 1.278704 0.38551956 14181 1.0404022 down 4.721048 4.77819 0.046349 0.04296 -0.0571413 0.988041
1614652_aVvi.9024 Transcr ibed locus, moderately similar to XP_474410.1 OSJNBa0088H09.6 [Oryza sativa (jap 241.1029 218.3592 469.9684 449.6466 16 7.913505 7.770559 8.87642 8.812648 0.0060394 12.8094 0.03012808 3327 2.003471 down 7.842032 8.844534 0.101078 0.045094 -1.0025016 0.886653
1614653_aVvi.15043 Transcr ibed locus 2.941383 2.956481 2.862333 2.86123 16 1.556495 1.563881 1.517192 1.516635 0.0072446 11.68488 0.03106787 3869 1.0304499 up 1.560188 1.516913 0.005223 3.93E-04 0.0432743 1.028528
1614654_aVvi.7772 Transcr ibed locus, strongly similar to NP_175706.1 GTP-binding family protein [Arabidopsis 1775.832 1858.375 2362.021 2244.812 16 10.79428 10.85983 11.20581 11.13238 0.0200809 6.950086 0.04511268 7389 1.2675469 down 10.82705 11.16909 0.046349 0.051921 -0.342039 0.969376
1614655_aVvi.1448 Transcr ibed locus, moderately similar to NP_199405.2 magnesium-chelatase subunit chlI, ch 475.3147 466.5234 310.1166 328.8059 16 8.892739 8.865806 8.276667 8.361093 0.0061937 12.64737 0.03023456 3400 1.4746703 up 8.879272 8.31888 0.019045 0.059698 0.560392 1.067364
1614656_aVvi.3815 Transcr ibed locus, weakly similar to NP_195405.1 BEL1-like homeobox 2 protein (BLH2) [Ara 4.301916 4.289237 4.113205 4.135944 16 2.104979 2.100721 2.040263 2.048217 0.0058715 12.99292 0.03008594 3239 1.041462 up 2.10285 2.04424 0.003011 0.005624 0.0586102 1.028671
1614657_aVvi.6488 Transcr ibed locus 6.015117 6.052764 5.661223 5.639497 16 2.588593 2.597594 2.501114 2.495567 0.0030984 17.92331 0.02770756 1854 1.0678828 up 2.593093 2.49834 0.006365 0.003922 0.0947533 1.037927
1614658_aVvi.574 GO:000436Glutathione S-transferase (GST4) 3.440043 3.455213 3.328476 3.352921 16 1.782427 1.788775 1.734862 1.745418 0.0178648 7.381088 0.04249164 6979 1.0320125 up 1.785601 1.74014 0.004489 0.007465 0.0454603 1.026125
1614659_aVvi.12618 Transcr ibed locus, moderately similar to NP_910573.1 EST AU082557(R0845) corresponds 410.5767 396.4722 583.7829 541.6703 16 8.681508 8.631076 9.189288 9.081271 0.0151346 8.036018 0.039083 6428 1.3937653 down 8.656292 9.13528 0.035661 0.07638 -0.478988 0.947567
1614660_aVvi.8142 Transcr ibed locus, weakly similar to NP_188173.1 auxin-responsive protein / indoleacetic acid 907.4019 1048.356 1539.862 1325.453 16 9.825598 10.03391 10.58859 10.37227 0.0669707 3.66732 0.1033219 10760 1.4647664 down 9.929756 10.48043 0.147302 0.152958 -0.550671 0.947457
1614661_aVvi.5995 Transcr ibed locus, weakly similar to NP_916484.1 putative lysophospholipase 2 [Oryza sativa 1075.556 1118.639 1458.421 1551.456 16 10.07087 10.12753 10.51019 10.59941 0.0131874 8.621663 0.03712028 5893 1.3713555 down 10.0992 10.5548 0.040066 0.063085 -0.455603 0.956835
1614662_aVvi.6705 Transcr ibed locus, moderately similar to NP_178073.1 phosphoglycerate kinase, putative [Ara 5384.85 5415.281 5786.335 5813.579 16 12.39469 12.40282 12.49844 12.50521 0.0026257 19.47701 0.02668185 1631 1.0740546 down 12.39876 12.50182 0.005749 0.004791 -0.103067 0.991756
1614663_aVvi.8559 Transcr ibed locus, moderately similar to NP_172633.1 obtusifoliol 14-demethylase (CYP51) [ 765.8066 789.5264 1313.029 1262.342 16 9.580836 9.624844 10.35868 10.30189 0.00243 20.24918 0.02636745 1529 1.6557039 down 9.60284 10.33029 0.031118 0.04016 -0.727445 0.929581
1614664_aVvi.15676 Transcr ibed locus 4.84699 4.876081 4.685092 4.6517 16 2.277089 2.285722 2.228077 2.217758 0.0129723 8.694299 0.03688248 5838 1.0413737 up 2.281405 2.222918 0.006104 0.007297 0.0584878 1.026311
1614665_sVvi.6639 Transcr ibed locus, weakly similar to NP_173899.1 F-box family protein / tubby family protein [A 1571.504 1531.63 1221.284 1114.988 16 10.61793 10.58085 10.25418 10.12281 0.0264989 6.020304 0.05296398 8305 1.3295097 up 10.59939 10.1885 0.026218 0.092893 0.410894 1.040329
1614666_sVvi.9255 Transcr ibed locus, weakly similar to NP_199326.1 Ras-related protein (RHA1) / small GTP-b 223.0251 244.5516 251.2753 236.5069 16 7.801062 7.933995 7.973125 7.885738 0.5178791 0.778242 0.56777585 15142 1.0438414 down 7.867529 7.929431 0.093998 0.061791 -0.0619024 0.992193
1614667_aVvi.6094 Transcr ibed locus, weakly similar to NP_566014.1 expressed protein [Arabidopsis thaliana] 135.3355 145.7088 164.3207 178.6118 16 7.080396 7.186944 7.36037 7.480684 0.070295 3.569872 0.10738284 10867 1.2199796 down 7.13367 7.420527 0.07534 0.085075 -0.286857 0.961343
1614668_aVvi.10625 Transcr ibed locus, weakly similar to XP_466713.1 putative adenine phosphoribosyltransferase      12.78593 12.30127 22.94398 24.2465 16 3.676486 3.620735 4.520044 4.599705 0.0028341 18.74422 0.0270467 1730 1.8806927 down 3.64861 4.559875 0.039421 0.056329 -0.9112641 0.800156
1614669_aVvi.11905 Transcr ibed locus 21.93594 17.97408 13.7579 13.20902 16 4.455225 4.167846 3.782188 3.723451 0.0625121 3.809597 0.0978989 10600 1.472957 up 4.311535 3.75282 0.203208 0.041533 0.5587155 1.148879
1614670_aVvi.246 Transcr ibed locus, weakly similar to XP_472297.1 OSJNBa0055C08.3 [Oryza sativa (japonica 5.734715 5.762735 6.615685 5.629198 16 2.519722 2.526754 2.72589 2.49293 0.53664 0.739463 0.58521396 15223 1.0615498 down 2.523238 2.60941 0.004972 0.164728 -0.0861721 0.966976
1614671_aVvi.8841 Transcr ibed locus, weakly similar to NP_190718.1 expressed protein [Arabidopsis thaliana] 2453.418 2298.824 1737.552 1737.686 16 11.26058 11.16668 10.76284 10.76295 0.0106759 9.600584 0.03473971 5101 1.3667346 up 11.21363 10.7629 0.066395 7.89E-05 0.450733 1.041878
1614672_at 5.423917 5.478244 5.126672 5.137006 16 2.439335 2.453714 2.358023 2.360928 0.0070246 11.86837 0.03087309 3773 1.0621954 up 2.446524 2.359475 0.010167 0.002054 0.0870493 1.036894
1614673_at 327.9279 280.7224 393.4034 431.5833 16 8.357235 8.133 8.619865 8.753495 0.077364 3.383198 0.11563852 11106 1.3580745 down 8.245117 8.68668 0.158558 0.094491 -0.441563 0.949168
1614674_aVvi.733 GO:000905Clone BACCA01_001393 sucrose-phosphate synthase 1 4.353521 4.378738 4.205554 4.233206 16 2.122183 2.130515 2.072296 2.081751 0.0159309 7.827844 0.04003098 6606 1.0347812 up 2.126349 2.077023 0.005892 0.006686 0.0493257 1.023748
1614675_aVvi.9442 Transcr ibed locus, weakly similar to NP_200845.1 expressed protein [Arabidopsis thaliana] 26.87099 31.62858 21.99304 24.32063 16 4.747977 4.983157 4.458975 4.604109 0.1368583 2.417345 0.18344271 12385 1.2605256 up 4.865567 4.531542 0.166297 0.102625 0.334025 1.073711
1614676_sVvi.12890 Transcr ibed locus, strongly similar to NP_051044.1 ATPase alpha subunit [Arabidopsis thalia 5381.253 5777.483 5143.794 5880.223 16 12.39373 12.49623 12.32862 12.52166 0.8726716 0.181547 0.8903149 16272 1.0138465 up 12.44498 12.42514 0.072478 0.136498 0.019839 1.001597
1614677_aVvi.11159 Transcr ibed locus 5.327274 5.353735 5.083159 5.14051 16 2.413398 2.420546 2.345726 2.361912 0.0190656 7.138293 0.04391946 7206 1.0447468 up 2.416972 2.353818 0.005055 0.011445 0.0631533 1.02683
1614678_at 29.21871 19.31574 17.91031 16.76129 16 4.868821 4.271705 4.162718 4.067061 0.2710188 1.50604 0.32642582 13783 1.371137 up 4.570263 4.11489 0.422224 0.06764 0.455373 1.110665
1614679_aVvi.11292 Transcr ibed locus, moderately similar to NP_176433.2 phosphatidate cytidylyltransferase / CD 461.6024 468.3418 533.6661 480.5125 16 8.850507 8.871418 9.059793 8.90843 0.248304 1.611892 0.3026461 13620 1.0891101 down 8.860962 8.984112 0.014786 0.10703 -0.12315 0.986292
1614680_aVvi.2124 Transcr ibed locus, moderately similar to XP_463952.1 putative 3-isopropylmalate dehydratase 2081.763 1984.015 2065.82 2046.612 16 11.02359 10.95421 11.0125 10.99902 0.6803256 0.477124 0.7173103 15744 1.0117557 down 10.9889 11.00576 0.049061 0.00953 -0.016861 0.998468
1614681_at 1876.651 1813.534 2131.998 2145.518 16 10.87394 10.82459 11.05799 11.06711 0.0135639 8.49873 0.03749387 6005 1.1593238 down 10.84927 11.06255 0.0349 0.006449 -0.213284 0.98072
1614682_at 4.325585 4.313206 4.157744 4.174966 16 2.112895 2.10876 2.055801 2.061765 0.0048253 14.34378 0.02932456 2729 1.0367336 up 2.110828 2.058783 0.002924 0.004217 0.0520454 1.02528
1614683_aVvi.4002 Transcr ibed locus, weakly similar to NP_567438.1 chlorophyll A-B binding family protein / ear     7.719982 7.462962 7.140907 7.11332 16 2.948597 2.899748 2.836107 2.830523 0.06604 3.695864 0.10218997 10728 1.0650032 up 2.924173 2.833315 0.034542 0.003949 0.0908578 1.032068
1614684_at 45.50983 32.80578 42.7535 54.68953 16 5.508106 5.035878 5.417971 5.773193 0.3877088 1.095213 0.44330174 14519 1.2514406 down 5.271992 5.595582 0.333916 0.25118 -0.32359 0.94217
1614685_aVvi.11316 Transcr ibed locus, strongly similar to NP_195848.1 synbindin, putative [Arabidopsis thaliana] 1290.007 1241.276 950.1306 845.9067 16 10.33316 10.27761 9.891982 9.724355 0.030118 5.631201 0.0575329 8690 1.4114883 up 10.30539 9.808168 0.039284 0.11853 0.497218 1.050694
1614686_aVvi.14754 Transcr ibed locus 3.659704 3.670275 3.550694 3.573375 16 1.871727 1.875888 1.828101 1.837287 0.0147123 8.153153 0.03874717 6300 1.0289077 up 1.873808 1.832694 0.002943 0.006496 0.0411135 1.022433
1614687_aVvi.12634 Transcr ibed locus 455.4058 445.39 726.7291 755.8142 16 8.831009 8.798925 9.505274 9.561888 0.0020437 22.0864 0.02553182 1327 1.6456 down 8.814967 9.533581 0.022686 0.040032 -0.718614 0.924623
1614688_at 7.400141 7.070187 6.709106 6.619123 16 2.887553 2.821748 2.746121 2.72664 0.0748469 3.446745 0.11268776 11026 1.0854328 up 2.854651 2.73638 0.046531 0.013775 0.1182705 1.043222
1614689_aVvi.12445 Transcr ibed locus, weakly similar to NP_181162.1 kinesin motor protein-related [Arabidopsis 7.710111 11.53684 31.41836 42.37018 16 2.946751 3.528176 4.973536 5.404977 0.0327215 5.391591 0.06083068 8927 3.8685508 down 3.237464 5.189257 0.411129 0.305075 -1.9517932 0.623878
1614690_aVvi.11370 Transcr ibed locus, weakly similar to XP_472869.1 OSJNBa0022H21.19 [Oryza sativa (japonic 727.2923 757.6009 756.101 658.8154 16 9.506392 9.565294 9.562435 9.36373 0.5553027 0.702144 0.60228235 15306 1.0517266 up 9.535843 9.463083 0.041651 0.140505 0.07276 1.007689
1614691_at 7.554092 7.714296 7.3603 7.356551 16 2.917258 2.947535 2.879765 2.87903 0.0728281 3.499981 0.11027833 10963 1.0374196 up 2.932396 2.879397 0.021409 5.20E-04 0.0529994 1.018406
1614692_aVvi.12252 Transcr ibed locus, moderately similar to NP_849932.1 heat shock protein, putative [Arabidops 216.0815 242.0811 183.9317 207.3466 16 7.755432 7.919346 7.523027 7.6959 0.1958021 1.913494 0.24714568 13152 1.1711495 up 7.837389 7.609464 0.115905 0.12224 0.2279253 1.029953
1614693_at 55.42876 75.56086 75.05261 78.29868 16 5.792563 6.239567 6.22983 6.290916 0.3919939 1.083027 0.44724643 14550 1.1845249 down 6.016065 6.260373 0.316079 0.043194 -0.2443084 0.960975
1614694_aVvi.1731 Transcr ibed locus, weakly similar to XP_465810.1 putative Ras-GTPase-activating protein bin 464.7827 562.9417 610.516 587.2935 16 8.860413 9.136842 9.253885 9.197938 0.2483324 1.611752 0.3026586 13621 1.1706302 down 8.998627 9.225912 0.195465 0.039561 -0.227285 0.975364
1614695_aVvi.3018 Transcr ibed locus 194.6193 198.1642 175.1846 165.3029 16 7.604511 7.630552 7.452732 7.368969 0.042201 4.712418 0.07273139 9632 1.1540304 up 7.617532 7.410851 0.018414 0.059229 0.2066815 1.027889
1614696_aVvi.354 Transcr ibed locus 3.759224 3.777582 3.626752 3.645243 16 1.910435 1.917463 1.858678 1.866015 0.0095532 10.15773 0.03342509 4744 1.0364155 up 1.913949 1.862347 0.00497 0.005188 0.0516024 1.027708
1614697_aVvi.7515 Transcr ibed locus, weakly similar to NP_186806.1 glycine-rich protein / oleosin [Arabidopsis 4.585597 4.612453 4.448877 4.421046 16 2.19711 2.205534 2.153441 2.144388 0.0136372 8.475382 0.03754026 6030 1.036994 up 2.201322 2.148914 0.005957 0.006402 0.0524075 1.024388
1614698_at 5.767497 5.749716 5.449669 5.468442 16 2.527945 2.523491 2.446169 2.45113 0.0018659 23.11784 0.02525701 1224 1.0548726 up 2.525718 2.448649 0.00315 0.003508 0.0770688 1.031474
1614699_aVvi.1704 Transcr ibed locus 289.5653 293.0916 380.5556 346.584 16 8.177745 8.195208 8.571963 8.437061 0.0428182 4.676054 0.07355078 9664 1.2466332 down 8.186476 8.504513 0.012348 0.09539 -0.318037 0.962604
1614700_aVvi.4034 Transcr ibed locus, weakly similar to NP_568595.2 ubiquitin-conjugating enzyme 8 (UBC8) [A 5.387446 5.437897 5.17556 5.141195 16 2.429601 2.443049 2.371715 2.362104 0.0138801 8.399345 0.03775272 6102 1.0492917 up 2.436325 2.366909 0.009509 0.006796 0.0694157 1.029328
1614701_aVvi.15261 Transcr ibed locus 3.036239 3.046378 2.943217 2.958355 16 1.602286 1.607095 1.557394 1.564795 0.0100934 9.878094 0.03399048 4924 1.0306797 up 1.60469 1.561094 0.003401 0.005234 0.043596 1.027927
1614702_aVvi.7906 Transcr ibed locus 6.980966 6.344595 5.376271 5.386127 16 2.803427 2.665528 2.426606 2.429248 0.0470637 4.445208 0.07886855 9906 1.2367471 up 2.734478 2.427927 0.097509 0.001868 0.3065505 1.12626
1614703_aVvi.8922 Transcr ibed locus 5.400764 5.066144 4.828056 4.882031 16 2.433163 2.340888 2.271442 2.287481 0.1484607 2.296929 0.19617513 12563 1.0774075 up 2.387026 2.279462 0.065249 0.011341 0.1075639 1.047188
1614704_aVvi.6669 Transcr ibed locus, moderately similar to NP_178108.1 mitochondrial substrate carrier family 4.682451 4.544342 4.31473 4.311835 16 2.227264 2.184071 2.10927 2.108302 0.0462912 4.484889 0.07793959 9859 1.0694592 up 2.205668 2.108786 0.030542 6.85E-04 0.0968815 1.045942
1614705_aVvi.6055 Transcr ibed locus 4.505342 4.526069 4.371449 4.212193 16 2.171637 2.178258 2.128111 2.074571 0.1121509 2.728784 0.15596655 11937 1.0523438 up 2.174948 2.101341 0.004682 0.037858 0.0736063 1.035028
1614706_s_at 5.233984 5.415605 5.421439 5.287583 16 2.387909 2.437122 2.438676 2.402608 0.8149018 0.266371 0.8395804 16113 1.0056486 down 2.412516 2.420642 0.034799 0.025504 -0.0081262 0.996643
1614707_aVvi.321 Transcr ibed locus, moderately similar to NP_190281.1 starch phosphorylase, putative [Arabid 689.066 699.9754 424.0255 387.3585 16 9.428498 9.45116 8.728007 8.597526 0.0071835 11.735 0.03103162 3841 1.7136381 up 9.439829 8.662766 0.016025 0.092265 0.777063 1.089701
1614708_aVvi.12589 Transcr ibed locus, moderately similar to NP_851065.1 diacylglycerol kinase family protein [Ar  138.8421 134.4395 178.0046 181.4039 16 7.117301 7.070814 7.475771 7.503061 0.0046154 14.66857 0.02926091 2613 1.3152701 down 7.094057 7.489416 0.032872 0.019297 -0.395359 0.947211
1614709_aVvi.8968 Transcr ibed locus, moderately similar to NP_195463.1 hydrolase, alpha/beta fold family protei 31.59019 25.33281 43.98898 40.08161 16 4.981405 4.662935 5.45907 5.324869 0.0809541 3.29754 0.11970078 11227 1.4843172 down 4.82217 5.39197 0.225192 0.094895 -0.5697994 0.894324
1614710_aVvi.7093 Transcr ibed locus 213.9595 191.6107 214.6636 217.4007 16 7.741194 7.582035 7.745934 7.764213 0.3636131 1.166738 0.41947776 14390 1.0669249 down 7.661614 7.755073 0.112543 0.012925 -0.0934586 0.987949
1614711_aVvi.8072 Thaumatin-like protein (Tl3) 3.34759 3.366613 3.234762 3.271374 16 1.743123 1.751298 1.693659 1.709897 0.0377744 4.998261 0.06714453 9339 1.0319924 up 1.74721 1.701778 0.005781 0.011481 0.0454324 1.026697
1614712_aVvi.15138 Transcr ibed locus 121.6813 147.6876 118.0896 116.4296 16 6.926963 7.206405 6.883738 6.863314 0.3019197 1.378782 0.35742095 14023 1.1432637 up 7.066684 6.873526 0.197595 0.014442 0.1931584 1.028102
1614713_aVvi.2651 Transcr ibed locus, moderately similar to NP_197880.3 expressed protein [Arabidopsis thalian 823.1377 738.147 941.0255 1011.173 16 9.68499 9.527764 9.87809 9.981814 0.0752739 3.435749 0.11322802 11036 1.2514286 down 9.606377 9.929953 0.111175 0.073344 -0.323576 0.967414
1614714_aVvi.14528 Transcr ibed locus 3.985169 4.005787 3.842495 3.871642 16 1.994641 2.002086 1.942044 1.952946 0.0164245 7.70642 0.04068622 6701 1.0358886 up 1.998363 1.947495 0.005264 0.007709 0.0508689 1.02612
1614715_aVvi.5543 Transcr ibed locus, moderately similar to XP_507429.1 PREDICTED B1370C05.32 gene prod 524.7784 499.3723 855.321 834.1784 16 9.035564 8.963972 9.740322 9.704212 0.003065 18.02114 0.02768036 1831 1.6500376 down 8.999768 9.722267 0.050623 0.025534 -0.722499 0.925686
1614716_aVvi.3375 Transcr ibed locus, moderately similar to XP_467296.1 phosphoribulokinase precursor [Oryza 4.399598 4.419784 4.27238 4.300196 16 2.137372 2.143976 2.09504 2.104402 0.0190112 7.148794 0.04386722 7194 1.0287927 up 2.140674 2.099721 0.00467 0.00662 0.0409524 1.019504
1614717_aVvi.15364 Transcr ibed locus 3.714943 3.726685 3.60323 3.617208 16 1.89334 1.897893 1.849291 1.854877 0.0067814 12.08152 0.03073394 3657 1.0306344 up 1.895616 1.852084 0.00322 0.00395 0.0435327 1.023505
1614718_aVvi.4507 Transcr ibed locus, weakly similar to NP_197570.1 senescence-associated protein-related [Ar  76.89571 67.8015 234.264 264.4834 16 6.264831 6.083245 7.871991 8.047033 0.0049516 14.15827 0.02943507 2786 3.4473178 down 6.174038 7.959512 0.128401 0.123773 -1.785474 0.77568
1614719_aVvi.1302 Transcr ibed locus 6.409651 6.444584 6.012824 6.30791 16 2.680246 2.688087 2.588043 2.657162 0.2187418 1.770029 0.2715178 13374 1.0435965 up 2.684166 2.622603 0.005545 0.048875 0.0615639 1.023474
1614720_aVvi.2942 Transcr ibed locus, moderately similar to NP_849444.1 Rieske [2Fe-2S] domain-containing pr 650.7144 633.9406 30.48783 20.49509 16 9.345881 9.308204 4.930162 4.357206 0.0037368 16.31285 0.02823139 2192 25.693966 up 9.327042 4.643684 0.026642 0.40514 4.683358 2.008544
1614721_aVvi.10355 Transcr ibed locus 5.335449 5.356786 5.08028 5.342064 16 2.41561 2.421368 2.344908 2.417397 0.4124431 1.026876 0.46790904 14633 1.026217 up 2.418489 2.381153 0.004072 0.051258 0.0373359 1.01568
1614722_aVvi.2031 Transcr ibed locus, moderately similar to NP_917939.1 putative Sur2p: syringomycin response 86.52117 74.69177 221.7075 257.169 16 6.434981 6.222877 7.792514 8.006573 0.0090779 10.42399 0.03284026 4587 2.9703116 down 6.328929 7.899543 0.14998 0.151362 -1.5706143 0.801177
1614723_aVvi.5492 Transcr ibed locus, weakly similar to XP_467326.1 putative growth-regulating factor 1 [Oryza   4.819569 3.966488 16.95574 15.61169 16 2.268904 1.987862 4.083702 3.964555 0.0064196 12.42074 0.03041107 3502 3.7211416 down 2.128383 4.024128 0.198727 0.084249 -1.8957452 0.528905
1614724_aVvi.4203 Transcr ibed locus 92.06208 87.89727 4.244675 3.581825 16 6.524535 6.457747 2.085654 1.840695 7.85E-04 35.66716 0.02212453 584 23.070326 up 6.491141 1.963174 0.047227 0.173212 4.5279667 3.306452
1614725_aVvi.2778 Transcr ibed locus, weakly similar to NP_917323.1 P0694A04.6 [Oryza sativa (japonica cultiva 16.46463 17.32829 25.51979 31.62801 16 4.041298 4.115058 4.673544 4.983131 0.0421702 4.714253 0.07270852 9628 1.6819791 down 4.078178 4.828338 0.052156 0.218911 -0.7501597 0.844634
1614726_aVvi.15284 Transcr ibed locus 3.667013 3.668996 3.543639 3.569758 16 1.874605 1.875385 1.825232 1.835826 0.0139707 8.371482 0.03792499 6113 1.0313016 up 1.874995 1.830529 5.51E-04 0.007492 0.0444663 1.024292
1614727_at 21.40001 19.78581 19.90497 22.23632 16 4.41954 4.306394 4.315057 4.474846 0.7749018 0.326722 0.80315393 16017 1.0224181 down 4.362967 4.394952 0.080006 0.112988 -0.0319855 0.992722
1614728_aVvi.8610 Transcr ibed locus, weakly similar to NP_188773.1 expressed protein [Arabidopsis thaliana] 9.53137 9.392364 10.90181 9.375182 16 3.252683 3.231488 3.446496 3.228847 0.4741923 0.874208 0.52648574 14952 1.0684988 down 3.242086 3.337671 0.014987 0.153902 -0.0955853 0.971362
1614729_aVvi.15358 Transcr ibed locus 71.746 74.7342 69.8224 65.74359 16 6.164826 6.223696 6.125618 6.038779 0.1661556 2.136295 0.21543364 12803 1.0807725 up 6.194261 6.082198 0.041628 0.061405 0.112063 1.018425
1614730_aVvi.5114 Transcr ibed locus, strongly similar to NP_174210.1 26S proteasome regulatory subunit, puta 1300.573 1313.274 1433.079 1456.249 16 10.34493 10.35895 10.4849 10.50804 0.0086472 10.68396 0.03227166 4447 1.1053699 down 10.35194 10.49647 0.009914 0.016362 -0.144529 0.986231
1614731_aVvi.15298 Transcr ibed locus 5.620411 5.645912 5.406582 5.427595 16 2.490676 2.497207 2.434717 2.440313 0.0057581 13.12139 0.02992968 3193 1.0398867 up 2.493941 2.437515 0.004618 0.003957 0.0564263 1.023149
1614732_aVvi.791 Transcr ibed locus, strongly similar to NP_191121.1 eukaryotic translation initiation factor 6, p 2983.558 2916.193 3747.69 3453.773 16 11.54282 11.50987 11.87179 11.75396 0.0426855 4.683809 0.07339156 9654 1.219701 down 11.52634 11.81287 0.023297 0.083317 -0.286528 0.975744
1614733_aVvi.1978 Transcr ibed locus 237.4178 239.0426 241.5496 233.308 16 7.891285 7.901124 7.916176 7.866092 0.8608849 0.19867 0.8801829 16237 1.0035206 up 7.896204 7.891134 0.006957 0.035415 0.00507 1.000642
1614734_sVvi.1142 Transcr ibed locus, weakly similar to NP_196849.1 ATP synthase delta chain, mitochondrial, p 2263.679 2101.174 2739.607 2746.612 16 11.14445 11.03698 11.41975 11.42344 0.0254052 6.153731 0.05170745 8156 1.257778 down 11.09072 11.4216 0.075996 0.002605 -0.330878 0.97103
1614735_aVvi.5309 Transcr ibed locus, weakly similar to NP_190812.1 Dof-type zinc finger domain-containing pro 75.42136 53.33209 11.0883 11.12906 16 6.236901 5.736932 3.470966 3.476259 0.0097498 10.05327 0.0336397 4810 5.70926 up 5.986917 3.473613 0.353532 0.003743 2.5133037 1.723542
1614736_aVvi.14367 Transcr ibed locus 33.42856 15.70377 6.088284 6.106244 16 5.063009 3.973039 2.606036 2.610285 0.0726637 3.504408 0.11006205 10959 3.7577367 up 4.518024 2.608161 0.770725 0.003005 1.9098639 1.732265
1614737_aVvi.15194 Transcr ibed locus 4.476184 4.49191 4.278656 4.290236 16 2.162269 2.167329 2.097158 2.101057 0.0023555 20.56801 0.02616672 1487 1.0465868 up 2.164799 2.099107 0.003578 0.002757 0.0656919 1.031295
1614738_at 8.47092 8.571809 7.665051 7.719964 16 3.082519 3.0996 2.938295 2.948594 0.0045333 14.80173 0.02926091 2565 1.1077363 up 3.091059 2.943445 0.012078 0.007282 0.1476145 1.05015
1614739_aVvi.4802 Transcr ibed locus, moderately similar to XP_464562.1 putative serine-threonine kinase recep 717.83 733.6899 768.8073 792.2141 16 9.487498 9.519027 9.586478 9.629746 0.0594282 3.91693 0.09412584 10481 1.0753825 down 9.503263 9.608112 0.022294 0.030595 -0.1048495 0.989087
1614740_aVvi.1293 Transcr ibed locus, moderately similar to NP_565913.1 ribulose bisphosphate carboxylase/oxy 4.460242 4.47971 4.24856 4.314852 16 2.157122 2.163405 2.086974 2.109311 0.0331555 5.35438 0.0613653 8969 1.0439996 up 2.160264 2.098143 0.004443 0.015795 0.0621212 1.029608
1614741_aVvi.5252 Transcr ibed locus, moderately similar to XP_474019.1 OSJNBa0043L09.15 [Oryza sativa (jap 705.5029 684.5436 589.1822 611.6317 16 9.462508 9.418999 9.20257 9.256519 0.02588 6.094783 0.0522548 8218 1.1576581 up 9.440754 9.229545 0.030766 0.038148 0.211209 1.022884
1614742_aVvi.1671 Transcr ibed locus, moderately similar to NP_849993.1 semialdehyde dehydrogenase family p 339.438 342.4239 547.6502 557.5338 16 8.407004 8.41964 9.097111 9.122915 4.25E-04 48.49599 0.01871624 371 1.6207826 down 8.413322 9.110013 0.008934 0.018247 -0.696691 0.923525
1614743_aVvi.2123 Transcr ibed locus, moderately similar to NP_566111.1 transducin family protein / WD-40 repe    490.6443 487.7888 577.4608 560.7056 16 8.938534 8.930113 9.173579 9.1311 0.0097206 10.0686 0.03358614 4804 1.1631335 down 8.934323 9.15234 0.005955 0.030038 -0.218017 0.976179
1614744_aVvi.6145 Transcr ibed locus, weakly similar to NP_566301.1 expressed protein [Arabidopsis thaliana] 86.64735 65.19695 98.41682 112.9657 16 6.437084 6.026732 6.620832 6.819742 0.1654878 2.141925 0.21477711 12791 1.4028682 down 6.231908 6.720287 0.290162 0.14065 -0.4883793 0.927328
1614745_aVvi.180 Transcr ibed locus, moderately similar to NP_850047.1 ribosomal protein L35 family protein [A 872.9218 808.6124 682.3024 629.6168 16 9.769709 9.659305 9.414268 9.29833 0.0464833 4.474932 0.07814837 9874 1.2818325 up 9.714506 9.356298 0.078067 0.08198 0.358208 1.038285
1614746_aVvi.10337 Transcr ibed locus, moderately similar to XP_474462.1 OSJNBa0039K24.22 [Oryza sativa (jap 3.583254 3.605488 3.476996 3.49464 16 1.84127 1.850194 1.797841 1.805144 0.0165634 7.673225 0.0408778 6726 1.0311397 up 1.845732 1.801493 0.00631 0.005164 0.0442398 1.024557
1614747_aVvi.13127 Transcr ibed locus 189.1476 178.376 5.031199 5.187098 16 7.563368 7.478778 2.330902 2.374928 8.51E-05 108.3911 0.01503107 93 35.955948 up 7.521073 2.352915 0.059814 0.031131 5.1681585 3.196492
1614748_aVvi.5204 Transcr ibed locus 56.59831 49.54856 81.68608 89.26652 16 5.822687 5.630771 6.352018 6.480047 0.0268799 5.975726 0.0533503 8362 1.6125047 down 5.726729 6.416033 0.135705 0.09053 -0.6893036 0.892565
1614749_sVvi.433 Transcr ibed locus, strongly similar to NP_567871.1 ChaC-like family protein [Arabidopsis tha 214.5846 220.2833 311.336 334.6533 16 7.745403 7.783216 8.282329 8.386523 0.0093182 10.28685 0.03317521 4661 1.484643 down 7.76431 8.334426 0.026738 0.073677 -0.570116 0.931595
1614750_s_at 103.1215 75.10318 31.81759 34.04568 16 6.688201 6.230802 4.991753 5.0894 0.0261034 6.067597 0.05245967 8260 2.6738625 up 6.459501 5.040576 0.32343 0.069047 1.4189253 1.281501
1614751_aVvi.7220 Transcr ibed locus, strongly similar to NP_197516.1 ribosomal protein L7Ae/L30e/S12e/Gadd 3173.581 2906.569 4227.129 4341.362 16 11.6319 11.5051 12.04546 12.08393 0.0173642 7.489612 0.04185853 6886 1.4104922 down 11.5685 12.0647 0.089658 0.027202 -0.496198 0.958872
1614752_aVvi.4066 Transcr ibed locus, moderately similar to NP_198413.1 glutamine synthetase (GS2) [Arabidop 4.778894 4.787229 4.623515 4.564029 16 2.256676 2.259191 2.20899 2.190308 0.0251673 6.183888 0.05139962 8128 1.0412269 up 2.257934 2.199649 0.001778 0.01321 0.0582846 1.026497
1614753_aVvi.36 Transcr ibed locus, moderately similar to NP_181837.1 aconitase C-terminal domain-containi   1419.535 1449.929 1855.799 1855.345 16 10.4712 10.50177 10.85782 10.85747 0.0016911 24.28651 0.02493529 1119 1.2933954 down 10.48649 10.85765 0.021612 2.50E-04 -0.371163 0.965816
1614754_aVvi.725 Transcr ibed locus, weakly similar to NP_201222.1 dentin sialophosphoprotein-related [Arabid 1958.117 1992.287 939.14 890.6758 16 10.93525 10.96021 9.875196 9.798757 0.0013076 27.6268 0.02357308 919 2.1595848 up 10.94773 9.836977 0.017648 0.054051 1.110754 1.112916
1614755_aVvi.12698 Transcr ibed locus 7.806189 6.466404 6.146772 6.184504 16 2.964618 2.692964 2.619829 2.628658 0.2712223 1.505143 0.32664725 13784 1.1523252 up 2.828791 2.624243 0.192089 0.006243 0.2045478 1.077945
1614756_at 5.744075 5.826529 5.609223 5.641594 16 2.522075 2.542637 2.487801 2.496103 0.0677402 3.644148 0.10426688 10785 1.0284016 up 2.532356 2.491952 0.014539 0.00587 0.0404038 1.016214



1614757_aVvi.916 Transcr ibed locus, strongly similar to NP_565477.1 26S proteasome regulatory subunit S2 (R 2303.115 2179.41 2417.675 2573.824 16 11.16937 11.08972 11.23941 11.3297 0.123509 2.574779 0.16873732 12151 1.1134259 down 11.12955 11.28455 0.05632 0.063847 -0.155006 0.986264
1614758_aVvi.231 Transcr ibed locus, weakly similar to NP_181134.1 expressed protein [Arabidopsis thaliana] 550.9286 523.5497 131.1949 141.5409 16 9.105721 9.032183 7.035567 7.145075 0.0011093 30.00005 0.02300491 799 3.9411905 up 9.068953 7.090321 0.052 0.077434 1.978632 1.279061
1614759_at 4.511226 4.541658 4.329544 4.339922 16 2.17352 2.183219 2.114215 2.117669 0.0067321 12.1262 0.03068819 3640 1.0442213 up 2.17837 2.115942 0.006859 0.002442 0.0624275 1.029503
1614760_aVvi.1754 Transcr ibed locus, strongly similar to NP_564919.1 F-box family protein (FKF1) / adagio 3 (A 203.6067 173.7473 108.4387 143.3073 16 7.669642 7.440846 6.760736 7.162968 0.1243134 2.56463 0.16969666 12161 1.5087899 up 7.555244 6.961852 0.161783 0.284421 0.593392 1.085235
1614761_aVvi.8197 Transcr ibed locus 998.2054 935.6421 676.407 626.5283 16 9.963193 9.869813 9.401748 9.291236 0.0157274 7.879542 0.03978464 6562 1.484535 up 9.916503 9.346492 0.06603 0.078144 0.570011 1.060987
1614762_aVvi.11633 Transcr ibed locus 3636.228 3466.17 3389.109 2904.112 16 11.82823 11.75913 11.72669 11.50388 0.2657796 1.529426 0.3209305 13748 1.1316208 up 11.79368 11.61529 0.048861 0.15755 0.17839 1.015358
1614763_aVvi.11865 Transcr ibed locus, strongly similar to NP_176553.1 GMP synthase [glutamine-hydrolyzing], p 593.3502 653.2239 1413.04 1389.074 16 9.21274 9.351434 10.46459 10.43991 0.0036037 16.61307 0.02810168 2128 2.250367 down 9.282087 10.45225 0.098071 0.01745 -1.170161 0.888047
1614764_aVvi.550 GO:000681Hexose transporter HT2 3.610128 3.634788 3.615793 4.262987 16 1.85205 1.861871 1.854312 2.091865 0.4316573 0.976867 0.48651558 14729 1.0838219 down 1.856961 1.973088 0.006945 0.167975 -0.1161278 0.941144
1614765_aVvi.14968 Transcr ibed locus 355.0318 365.0481 332.4906 359.8652 16 8.471805 8.511943 8.37717 8.491313 0.441314 0.952642 0.49521422 14794 1.0407565 up 8.491874 8.434241 0.028382 0.080712 0.057633 1.006833
1614766_aVvi.8026 Transcr ibed locus, weakly similar to NP_567893.1 expressed protein [Arabidopsis thaliana] 1410.93 1355.169 1887.081 1771.384 16 10.46243 10.40426 10.88194 10.79066 0.0175651 7.445503 0.04214099 6919 1.3222152 down 10.43334 10.8363 0.041135 0.064545 -0.402957 0.962814
1614767_aVvi.9802 Transcr ibed locus, weakly similar to XP_483549.1 receptor protein kinase PERK1-like protein 529.5899 584.7167 594.4054 514.6807 16 9.048732 9.191594 9.215303 9.007534 0.9510153 0.069358 0.9585209 16471 1.0060794 up 9.120163 9.111419 0.101019 0.146915 0.008744 1.00096
1614768_aVvi.15166 Transcr ibed locus 4.943612 4.946765 4.725644 4.716977 16 2.305565 2.306485 2.240511 2.237863 4.40E-04 47.68148 0.01871624 387 1.0474188 up 2.306025 2.239187 6.50E-04 0.001873 0.0668385 1.029849
1614769_at 1509.287 1656.276 440.5358 466.1054 16 10.55965 10.69373 8.783115 8.864512 0.0018869 22.98855 0.02530472 1236 3.4891498 up 10.62669 8.823814 0.094806 0.057556 1.802876 1.204319
1614770_aVvi.14559 Transcr ibed locus 3.696026 3.704698 3.579756 3.595443 16 1.885975 1.889356 1.839861 1.84617 0.0063625 12.47686 0.03037423 3474 1.0314329 up 1.887665 1.843015 0.002391 0.004461 0.04465 1.024227
1614771_aVvi.4457 Transcr ibed locus, weakly similar to NP_181678.1 embryo-specific protein-related [Arabidops 4.528258 4.580842 4.372692 4.302301 16 2.178956 2.195613 2.128522 2.105108 0.0391402 4.905012 0.06887917 9433 1.0500582 up 2.187285 2.116815 0.011778 0.016556 0.0704695 1.03329
1614772_aVvi.15363 Transcr ibed locus 6.034714 6.072641 5.81442 5.823968 16 2.593285 2.602324 2.539635 2.542002 0.0066539 12.19791 0.03064172 3604 1.0402901 up 2.597805 2.540819 0.006391 0.001674 0.0569858 1.022428
1614773_aVvi.2346 Transcr ibed locus 5.020987 7.190025 4.356299 4.244707 16 2.327971 2.845997 2.123103 2.085665 0.2042185 1.85838 0.25621068 13232 1.3972595 up 2.586984 2.104384 0.3663 0.026473 0.4826 1.229331
1614774_at 3.429443 3.440176 3.340188 3.36741 16 1.777974 1.782482 1.739929 1.751639 0.0316142 5.489932 0.0593513 8842 1.0241619 up 1.780228 1.745784 0.003188 0.00828 0.0344438 1.01973
1614775_aVvi.5132 Transcr ibed locus, weakly similar to NP_175882.2 expressed protein [Arabidopsis thaliana] 4.115997 4.146765 3.969058 4.000142 16 2.041242 2.051986 1.988797 2.000051 0.0215066 6.708406 0.04676319 7634 1.0368378 up 2.046614 1.994424 0.007597 0.007958 0.0521903 1.026168
1614776_aVvi.2574 Transcr ibed locus, moderately similar to NP_172360.1 superoxide dismutase [Cu-Zn] (SODC 351.1213 313.5706 464.4087 392.7963 16 8.455826 8.292646 8.859251 8.617638 0.1297485 2.498381 0.17564288 12263 1.287175 down 8.374236 8.738444 0.115385 0.170846 -0.364208 0.958321
1614777_aVvi.37 Transcr ibed locus, strongly similar to NP_193014.2 auxilin-related [Arabidopsis thaliana] 2118.543 2049.604 2356.969 2206.792 16 11.04886 11.00113 11.20272 11.10774 0.1339025 2.450306 0.18016449 12338 1.0944703 down 11.02499 11.15523 0.033749 0.067163 -0.130233 0.988325
1614778_aVvi.5557 Transcr ibed locus 7.598203 7.549775 7.255866 7.253503 16 2.925658 2.916434 2.859148 2.858678 0.0054792 13.45397 0.02965942 3063 1.044008 up 2.921046 2.858913 0.006523 3.32E-04 0.0621328 1.021733
1614779_sVvi.1573 Transcr ibed locus, strongly similar to XP_478758.1 remorin-like protein [Oryza sativa (japoni  372.7227 342.17 25.97936 35.76524 16 8.541959 8.41857 4.699294 5.160486 0.00449 14.87339 0.02926091 2540 11.715727 up 8.480265 4.92989 0.087249 0.326112 3.550375 1.720173
1614780_aVvi.1679 Transcr ibed locus, weakly similar to NP_198861.1 expressed protein [Arabidopsis thaliana] 632.6052 617.2987 466.0422 441.4161 16 9.305161 9.269825 8.864317 8.785996 0.0085245 10.76155 0.03210617 4407 1.3777714 up 9.287493 8.825156 0.024987 0.055382 0.462337 1.052389
1614781_aVvi.15268 Transcr ibed locus 3.980485 4.0214 3.83888 3.859284 16 1.992944 2.007698 1.940685 1.948333 0.0214528 6.717095 0.0466972 7626 1.0394439 up 2.000321 1.944509 0.010432 0.005408 0.0558118 1.028702
1614782_aVvi.1690 Transcr ibed locus 54.78504 64.91744 249.7416 249.7181 16 5.77571 6.020534 7.964292 7.964157 0.0034919 16.87824 0.0280266 2067 4.1875386 down 5.898122 7.964224 0.173117 9.58E-05 -2.0661023 0.740577
1614783_at 4.781653 4.814192 4.541635 4.57123 16 2.25751 2.267294 2.183212 2.192582 0.0081648 10.99901 0.03164294 4279 1.0529993 up 2.262402 2.187897 0.006918 0.006626 0.0745044 1.034053
1614784_sVvi.7029 GO:000976Chlorophyll a/b binding protein (Lhca3) mRNA, partial cds; nuclear gene for chloroplast prod 1509.666 1550.594 4.644723 5.213564 16 10.56001 10.59861 2.215592 2.38227 1.07E-04 96.79742 0.01628633 106 310.9154 up 10.57931 2.298931 0.027288 0.117859 8.2803779 4.601838
1614785_at 10.04889 10.21673 8.990318 8.189523 16 3.328964 3.352861 3.168372 3.033779 0.0724935 3.50901 0.10988192 10952 1.1808592 up 3.340913 3.101076 0.016898 0.095171 0.239837 1.07734
1614786_aVvi.1817 Transcr ibed locus, weakly similar to NP_199702.1 pentatricopeptide (PPR) repeat-containing 5.773691 5.730938 7.385801 5.686774 16 2.529494 2.518771 2.884754 2.507611 0.4580328 0.912015 0.51121366 14873 1.1266583 down 2.524133 2.696183 0.007582 0.266681 -0.17205 0.936188
1614787_aVvi.9297 Transcr ibed locus, moderately similar to NP_180357.2 expressed protein [Arabidopsis thalian 337.1232 319.2432 237.0635 235.5062 16 8.397132 8.318512 7.88913 7.879622 0.0069222 11.9568 0.03077344 3728 1.3884227 up 8.357822 7.884376 0.055593 0.006723 0.4734464 1.060049
1614788_at 6.049448 6.009575 5.577102 5.603485 16 2.596803 2.587263 2.479516 2.486324 0.0028724 18.61844 0.02715657 1755 1.0785651 up 2.592033 2.48292 0.006746 0.004815 0.1091131 1.043945
1614789_aVvi.6631 Transcr ibed locus, moderately similar to NP_566536.1 L-asparaginase, putative / L-asparagin    3.7863 3.807529 15.32417 9.214046 16 1.920789 1.928855 3.937737 3.203835 0.0462844 4.485243 0.07793959 9857 3.1295683 down 1.924822 3.570786 0.005704 0.518947 -1.6459637 0.539047
1614790_aVvi.8528 Transcr ibed locus, weakly similar to NP_191325.1 DNA-directed RNA polymerase family prot 261.128 266.3919 377.1065 367.1434 16 8.028613 8.057406 8.558828 8.5202 0.0023457 20.61079 0.02616672 1482 1.4107915 down 8.04301 8.539515 0.02036 0.027315 -0.496505 0.941858
1614791_aVvi.15011 Transcr ibed locus 5.960259 6.024344 5.73416 5.820402 16 2.575375 2.590804 2.519582 2.541119 0.0576831 3.981325 0.09198492 10410 1.037232 up 2.583089 2.530351 0.01091 0.015229 0.0527387 1.020842
1614792_aVvi.4912 Transcr ibed locus 5.338796 5.379047 5.101352 5.109411 16 2.416514 2.427351 2.35088 2.353157 0.0062128 12.62778 0.03025465 3404 1.0496544 up 2.421933 2.352018 0.007662 0.00161 0.0699143 1.029725
1614793_at 1212.823 1248.257 1360.068 1365.739 16 10.24415 10.2857 10.40946 10.41547 0.0196433 7.029438 0.04464305 7304 1.1076777 down 10.26493 10.41246 0.029377 0.004245 -0.147538 0.985831
1614794_aVvi.11404 Transcr ibed locus, moderately similar to XP_507019.1 PREDICTED OSJNBa0054K20.36 ge      75.17878 91.04204 493.9363 573.3923 16 6.232254 6.508461 8.948181 9.163379 0.0042233 15.33898 0.02891331 2424 6.4326935 down 6.370358 9.05578 0.195308 0.152168 -2.6854225 0.703458
1614795_aVvi.729 Transcr ibed locus, moderately similar to NP_182287.1 NAD-dependent epimerase/dehydrata 1681.651 1721.468 1949.918 2325.283 16 10.71566 10.74942 10.9292 11.18319 0.12742 2.526279 0.17305523 12223 1.2514931 down 10.73254 11.05619 0.023873 0.1796 -0.32365 0.970727
1614796_aVvi.15480 Transcr ibed locus 1357.926 1232.122 867.2978 808.2689 16 10.40719 10.26693 9.760384 9.658691 0.018527 7.244298 0.04328537 7105 1.5449086 up 10.33706 9.709538 0.099179 0.071907 0.6275215 1.064629
1614797_s_at 397.3661 435.8655 285.8796 266.2291 16 8.634325 8.767739 8.159264 8.056524 0.0195598 7.044872 0.0445521 7287 1.5085251 up 8.701033 8.107894 0.094338 0.072648 0.593139 1.073156
1614798_at 3.513494 3.546541 3.420715 3.417143 16 1.812907 1.826413 1.774298 1.77279 0.0210289 6.786676 0.04611298 7570 1.0324813 up 1.81966 1.773544 0.00955 0.001066 0.0461156 1.026002
1614799_aVvi.10196 Transcr ibed locus, moderately similar to XP_466263.1 putative calmodulin-binding protein [O    794.5468 722.8526 800.0195 802.5911 16 9.633988 9.497558 9.643891 9.648521 0.3598414 1.178431 0.41573328 14369 1.0573353 down 9.565773 9.646206 0.096471 0.003274 -0.080433 0.991662
1614800_aVvi.5588 Transcr ibed locus, weakly similar to NP_568688.1 glycosyl transferase family 8 protein [Arabi 123.9003 135.8987 237.878 251.6454 16 6.953035 7.086388 7.894078 7.975248 0.0071998 11.72158 0.03103162 3849 1.8855054 down 7.019712 7.934663 0.094295 0.057396 -0.9149515 0.884689
1614801_aVvi.6241 Transcr ibed locus, moderately similar to XP_470008.1 putative helicase [Oryza sativa (japonic 189.8911 204.0191 279.9559 299.6819 16 7.569028 7.672561 8.129056 8.227288 0.0159986 7.810861 0.04010628 6620 1.4715921 down 7.620794 8.178172 0.073209 0.069461 -0.5573777 0.931846
1614802_aVvi.2958 Transcr ibed locus, moderately similar to NP_188788.1 two-component phosphorelay mediator 1439.186 1498.765 1367.537 1344.829 16 10.49104 10.54956 10.41736 10.39321 0.0681069 3.63324 0.10468569 10800 1.0829849 up 10.5203 10.40529 0.041381 0.017082 0.115013 1.011053
1614803_aVvi.161 Proline rich protein 1 (VPRP1) 3661.291 3763.592 6234.372 6302.556 16 11.83814 11.8779 12.60603 12.62172 7.99E-04 35.36713 0.0221369 596 1.6886361 down 11.85802 12.61387 0.028114 0.011096 -0.755858 0.940077
1614804_aVvi.5150 Transcr ibed locus 7.469067 7.366177 8.672384 7.218909 16 2.900928 2.880916 3.116429 2.851781 0.5552756 0.702197 0.60228235 15304 1.066721 down 2.890922 2.984105 0.014151 0.187134 -0.0931829 0.968774
1614805_aVvi.6159 Transcr ibed locus 412.4995 492.7945 539.3054 508.7406 16 8.688249 8.944842 9.074959 8.990787 0.2502911 1.602146 0.30479965 13632 1.1617726 down 8.816546 9.032873 0.181439 0.059519 -0.2163275 0.976051
1614806_sVvi.6808 Transcr ibed locus, weakly similar to NP_178199.1 WRKY family transcr iption factor [Arabidop 3587.904 4237.302 2320.915 2435.541 16 11.80893 12.04893 11.18048 11.25003 0.0293069 5.712184 0.05642125 8622 1.6399779 up 11.92893 11.21525 0.169709 0.049178 0.713676 1.063634
1614807_s_at 4261.377 4434.112 8017.098 8832.432 16 12.0571 12.11443 12.96887 13.1086 0.0062209 12.61939 0.03025465 3408 1.9358455 down 12.08577 13.03873 0.040535 0.098804 -0.952964 0.926913
1614808_aVvi.1725 Transcr ibed locus, moderately similar to NP_564626.1 DJ-1 family protein [Arabidopsis thalia 1067.012 1173.404 1365.137 1320.092 16 10.05936 10.19648 10.41483 10.36642 0.0687907 3.613123 0.10559015 10815 1.1997259 down 10.12792 10.39063 0.096961 0.034229 -0.262705 0.974717
1614809_aVvi.3982 Transcr ibed locus 30.15778 21.51646 14.64252 20.72553 16 4.914458 4.427369 3.872092 4.373337 0.2572708 1.568683 0.3120177 13688 1.4622593 up 4.670914 4.122715 0.344424 0.354434 0.5481992 1.13297
1614810_s_at 1839.219 1779.892 1306.339 1769.112 16 10.84488 10.79757 10.35131 10.78881 0.3719009 1.141535 0.42755336 14440 1.1901673 up 10.82123 10.57006 0.033448 0.309357 0.251164 1.023762
1614811_aVvi.1800 Transcr ibed locus, strongly similar to NP_199586.1 protein kinase, putative [Arabidopsis thali 379.8734 370.5055 439.9447 454.9915 16 8.569375 8.533351 8.781178 8.829696 0.0138489 8.40902 0.03771986 6094 1.1925701 down 8.551363 8.805437 0.025473 0.034307 -0.254074 0.971146
1614812_sVvi.5022 Transcr ibed locus, moderately similar to NP_186907.1 delta 7-sterol-C5-desaturase (STE1) 3129.845 3068.248 1319.876 1432.696 16 11.61188 11.5832 10.36619 10.48452 0.0026864 19.25467 0.02688248 1658 2.2535288 up 11.59754 10.42535 0.020277 0.083673 1.172186 1.112436
1614813_at 4.009587 4.029125 3.872183 3.882303 16 2.003454 2.010467 1.953147 1.956913 0.0058225 13.04791 0.03002726 3218 1.0366508 up 2.00696 1.95503 0.004959 0.002662 0.05193 1.026562
1614814_sVvi.6799 Transcr ibed locus, moderately similar to NP_566100.2 CP12 domain-containing protein [Arab  1946.734 1879.687 4.051565 3.915753 16 10.92684 10.87628 2.018479 1.96929 1.57E-05 252.5484 0.01194834 20 480.26035 up 10.90156 1.993885 0.035753 0.034782 8.9076734 5.467497
1614815_s_at 4.752459 4.797385 4.621525 4.65915 16 2.248674 2.262248 2.208369 2.220067 0.0440939 4.603276 0.07521286 9732 1.0290003 up 2.255461 2.214218 0.009598 0.008272 0.0412432 1.018627
1614816_aVvi.5641 Transcr ibed locus 8.586478 8.704068 8.608845 7.734117 16 3.102067 3.12169 3.10582 2.951237 0.3967056 1.069802 0.45196995 14571 1.0594754 up 3.111878 3.028528 0.013876 0.109307 0.0833502 1.027522
1614817_aVvi.3276 Transcr ibed locus, moderately similar to NP_195032.2 peptidyl-prolyl cis- trans isomerase cyc 500.6472 506.9017 583.5858 546.2946 16 8.96765 8.985562 9.188801 9.093535 0.0768748 3.395312 0.1151354 11084 1.1208259 down 8.976606 9.141169 0.012666 0.067363 -0.164563 0.981998
1614818_aVvi.15026 Transcr ibed locus 5.092247 5.12411 4.860371 4.856264 16 2.348302 2.357302 2.281066 2.279847 0.0039162 15.93269 0.02847866 2282 1.0514245 up 2.352802 2.280457 0.006363 8.62E-04 0.0723453 1.031724
1614819_aVvi.2892 Transcr ibed locus, moderately similar to NP_177331.1 protein tyrosine phosphatase 1 (PTP1  1234.034 1230.15 1718.765 1704.689 16 10.26917 10.26462 10.74716 10.73529 1.79E-04 74.66487 0.0168302 175 1.3892738 down 10.26689 10.74122 0.003216 0.008389 -0.474331 0.95584
1614820_aVvi.5477 Transcr ibed locus, moderately similar to NP_199567.1 sodium/dicarboxylate cotransporter, pu 1093.25 1152.815 995.7479 916.106 16 10.09441 10.17095 9.959637 9.839371 0.0820997 3.271347 0.12094012 11269 1.1754175 up 10.13268 9.899504 0.05412 0.085041 0.233173 1.023554
1614821_aVvi.379 Transcr ibed locus, moderately similar to NP_568715.1 nitrogen fixation NifU-like family prote 993.0587 888.9512 682.5316 665.1179 16 9.955735 9.79596 9.414752 9.377466 0.028017 5.848058 0.05472205 8499 1.3944916 up 9.875848 9.396109 0.112978 0.026365 0.479739 1.051057
1614822_aVvi.4000 Transcr ibed locus 3.86824 3.879494 3.764445 3.777671 16 1.951677 1.955868 1.912437 1.917497 0.0070903 11.81271 0.03091369 3804 1.0272629 up 1.953773 1.914967 0.002964 0.003578 0.0388055 1.020264
1614823_s_at 3137.499 2773.015 3409.19 3487.284 16 11.6154 11.43724 11.73521 11.76789 0.1307229 2.486913 0.1766882 12282 1.1689645 down 11.52632 11.75155 0.125979 0.023105 -0.2252315 0.980834
1614824_aVvi.10615 Transcr ibed locus 17.60357 19.39345 311.7502 359.2938 16 4.137796 4.277498 8.284246 8.48902 8.78E-04 33.71663 0.02224117 651 18.113401 down 4.207647 8.386633 0.098784 0.144797 -4.1789857 0.501709
1614825_aVvi.5445 Transcr ibed locus, moderately similar to NP_564216.1 3-oxoacyl-[acyl-carrier protein] reduct 286.4925 286.8495 625.2809 646.8011 16 8.162354 8.16415 9.288361 9.337178 4.51E-04 47.06249 0.0187265 399 2.2183962 down 8.163252 9.312769 0.00127 0.034519 -1.149517 0.876565
1614826_aVvi.346 Transcr ibed locus 3.357359 3.370541 3.256812 3.272047 16 1.747327 1.75298 1.703461 1.710193 0.0101375 9.856277 0.03400379 4948 1.0304872 up 1.750153 1.706827 0.003998 0.004761 0.0433265 1.025384
1614827_aVvi.8279 Transcr ibed locus, weakly similar to XP_464921.1 putative HcrVf2 protein [Oryza sativa (japon 91.57809 101.9597 129.2618 116.6164 16 6.51693 6.671855 7.014152 6.865627 0.084431 3.219632 0.12359644 11340 1.2705888 down 6.594393 6.93989 0.109548 0.105023 -0.345497 0.950216
1614828_aVvi.6096 Transcr ibed locus, moderately similar to NP_187379.1 wound-responsive protein-related [Ara 10097.84 9512.989 9968.285 10174.64 16 13.30176 13.21568 13.28313 13.31269 0.479889 0.861198 0.53188574 14978 1.0275363 down 13.25872 13.29791 0.060865 0.020902 -0.03919 0.997053
1614829_aVvi.9617 Transcr ibed locus, moderately similar to NP_567984.1 pantothenate kinase family protein [Ara  304.072 328.6914 307.5542 308.9206 16 8.248269 8.36059 8.264697 8.271092 0.5826499 0.649491 0.6270275 15426 1.0256476 up 8.30443 8.267895 0.079423 0.004522 0.036535 1.004419
1614830_aVvi.8560 Transcr ibed locus, weakly similar to NP_908999.1 putative rust resistance kinase Lr10 [Oryza 4.873063 4.8853 4.680296 4.68816 16 2.284829 2.288447 2.2266 2.229022 0.0013667 27.02155 0.02388501 949 1.0416186 up 2.286638 2.227811 0.002558 0.001713 0.0588271 1.026406
1614831_aVvi.9522 Transcr ibed locus, strongly similar to NP_199671.1 structural maintenance of chromosomes 96.15925 94.69198 278.8732 263.2817 16 6.587354 6.56517 8.123466 8.040463 8.13E-04 35.05083 0.0221369 605 2.8396292 down 6.576262 8.081965 0.015686 0.058691 -1.5057025 0.813696
1614832_aVvi.2403 Transcr ibed locus, weakly similar to NP_849932.1 heat shock protein, putative [Arabidopsis th 900.4187 1003.592 1358.011 1266.414 16 9.814452 9.970957 10.40728 10.30653 0.037921 4.98801 0.06735478 9346 1.3795549 down 9.892704 10.35691 0.110665 0.071238 -0.464203 0.955179
1614833_at 4.304496 4.331016 4.127327 4.118016 16 2.105845 2.114706 2.045208 2.041949 0.0049722 14.12869 0.02943507 2798 1.0473157 up 2.110275 2.043579 0.006266 0.002304 0.0666964 1.032637
1614834_aVvi.6734 GO:001599Vacuolar pyrophosphatase (vpp2 gene) 257.5853 293.5084 406.1862 391.8824 16 8.008906 8.197258 8.665998 8.614277 0.0315135 5.499127 0.05921086 8835 1.4510065 down 8.103083 8.640137 0.133185 0.036572 -0.537054 0.937842
1614835_aVvi.251 Transcr ibed locus, moderately similar to NP_849987.1 membrane protein, putative [Arabidops 1013.09 985.5219 1221.878 1311.93 16 9.984547 9.944744 10.25489 10.35748 0.0249841 6.207395 0.05118291 8103 1.2671037 down 9.964645 10.30618 0.028145 0.072542 -0.341535 0.966861
1614836_sVvi.6655 Transcr ibed locus, strongly similar to NP_908513.1 unnamed protein product [Oryza sativa (j 338.9938 424.8835 2019.044 2073.536 16 8.405115 8.730924 10.97946 11.01788 0.0045234 14.81804 0.02926091 2561 5.391351 down 8.56802 10.99867 0.230381 0.027168 -2.430647 0.779005
1614837_sVvi.182 Transcr ibed locus, moderately similar to NP_180245.1 plectin-related [Arabidopsis thaliana] 76.41505 66.25042 97.30703 103.4328 16 6.255785 6.049858 6.604472 6.69255 0.0474376 4.42634 0.07930446 9929 1.4099944 down 6.152822 6.648511 0.145613 0.062281 -0.4956895 0.925444
1614838_aVvi.6835 Transcr ibed locus, moderately similar to XP_479670.1 putative chain A, C-terminal domain of 406.3756 384.5958 575.1852 488.8941 16 8.66667 8.587199 9.167883 8.933378 0.0757986 3.42236 0.11386252 11051 1.34136 down 8.626934 9.050631 0.056194 0.16582 -0.423697 0.953186
1614839_sVvi.6205 Transcr ibed locus, weakly similar to NP_563705.1 thioesterase family protein [Arabidopsis tha 823.7713 790.5311 996.7476 1009.916 16 9.6861 9.626678 9.961084 9.98002 0.0097087 10.07488 0.03358614 4795 1.2432903 down 9.656389 9.970552 0.042017 0.013389 -0.314163 0.968491
1614840_aVvi.571 Transcr ibed locus, moderately similar to XP_472198.1 OSJNBb0006N15.13 [Oryza sativa (ja 1426.317 1382.359 1683.982 1724.336 16 10.47808 10.43292 10.71766 10.75183 0.0101253 9.862291 0.03399048 4943 1.21356 down 10.4555 10.73474 0.031935 0.024158 -0.279245 0.973987
1614841_aVvi.6368 Transcr ibed locus 224.937 234.6045 233.5187 232.3316 16 7.813377 7.874087 7.867394 7.860042 0.5804499 0.653644 0.62494355 15419 1.0139498 down 7.843732 7.863718 0.042928 0.005199 -0.019986 0.997458
1614842_at 6.196234 5.619772 6.764495 6.108576 16 2.631392 2.490512 2.757982 2.610836 0.3492433 1.212071 0.40532243 14304 1.0893424 down 2.560952 2.684409 0.099617 0.104048 -0.1234574 0.954009
1614843_aVvi.8480 Transcr ibed locus 4.86536 4.862924 4.679359 4.706317 16 2.282547 2.281824 2.226311 2.234598 0.006403 12.43696 0.03040815 3494 1.0365076 up 2.282185 2.230454 5.11E-04 0.00586 0.0517306 1.023193
1614844_aVvi.13695 Transcr ibed locus, moderately similar to XP_479626.1 putative prephenate dehydratase [Oryz    4.666561 4.681537 4.524763 4.531171 16 2.22236 2.226982 2.177842 2.179884 0.0030288 18.12903 0.02766159 1812 1.032261 up 2.224671 2.178863 0.003269 0.001444 0.045808 1.021024
1614845_aVvi.11160 Transcr ibed locus, weakly similar to NP_196956.1 pescadillo-related [Arabidopsis thaliana] 1430.753 1428.251 2824.348 2744.658 16 10.48256 10.48003 11.4637 11.42241 4.62E-04 46.49734 0.01885422 406 1.9476839 down 10.4813 11.44306 0.001786 0.029197 -0.961759 0.915953
1614846_aVvi.8592 Transcr ibed locus, weakly similar to XP_468292.1 decapping protein 2-like [Oryza sativa (japo 474.87 435.6722 487.98 473.9969 16 8.891389 8.767099 8.930678 8.888734 0.3447266 1.226776 0.40083697 14277 1.0573562 down 8.829245 8.909706 0.087886 0.029659 -0.080461 0.990969
1614847_x_at 10.2167 10.33759 9.712631 9.985172 16 3.352857 3.369828 3.279862 3.319787 0.1050911 2.836069 0.14789538 11796 1.043563 up 3.361342 3.299825 0.012 0.028231 0.0615177 1.018643
1614848_at 4.803729 4.824403 4.651804 4.682601 16 2.264155 2.270351 2.21779 2.22731 0.0157599 7.871231 0.03982425 6569 1.0314705 up 2.267252 2.22255 0.004381 0.006732 0.0447024 1.020113
1614849_aVvi.4760 Transcr ibed locus, weakly similar to NP_179090.1 expressed protein [Arabidopsis thaliana] 251.1859 252.0633 256.6999 269.0856 16 7.972611 7.977642 8.003939 8.071921 0.2067187 1.842588 0.2588583 13257 1.044493 down 7.975127 8.03793 0.003557 0.048071 -0.0628033 0.992187
1614850_at 68.54708 62.10883 77.98075 99.42506 16 6.099023 5.956727 6.285046 6.635538 0.1495543 2.286251 0.19748153 12571 1.3494924 down 6.027875 6.460292 0.100619 0.247835 -0.432417 0.933065
1614851_s_at 3.927421 3.945778 3.783705 3.798095 16 1.973582 1.98031 1.9198 1.925276 0.0062952 12.54408 0.0303503 3441 1.038433 up 1.976946 1.922538 0.004757 0.003872 0.0544081 1.0283
1614852_aVvi.4026 Transcr ibed locus, weakly similar to NP_569046.1 leucine-rich repeat transmembrane protein 194.0161 196.4511 551.9299 516.4939 16 7.600033 7.618027 9.108341 9.012608 0.0011241 29.80073 0.0230302 806 2.7348175 down 7.60903 9.060474 0.012724 0.067694 -1.451444 0.839805
1614853_at 4.022739 4.041159 3.874852 3.897518 16 2.008178 2.014769 1.954141 1.962556 0.0099683 9.94083 0.03389936 4880 1.0375099 up 2.011474 1.958349 0.00466 0.00595 0.0531252 1.027128
1614854_aVvi.8547 Transcr ibed locus 4.022509 4.042348 3.908186 3.896432 16 2.008096 2.015194 1.966499 1.962154 0.0076457 11.37073 0.03135112 4046 1.0333422 up 2.011645 1.964326 0.005019 0.003073 0.0473182 1.024089
1614855_aVvi.3101 Transcr ibed locus, weakly similar to NP_171804.1 epsin N-terminal homology (ENTH) doma 188.7366 179.7939 416.5764 414.5368 16 7.56023 7.4902 8.702437 8.695356 8.98E-04 33.34925 0.02235831 664 2.2558658 down 7.525215 8.698896 0.049519 0.005007 -1.173681 0.865077
1614856_aVvi.7033 Transcr ibed locus, moderately similar to NP_197572.1 20 kDa chaperonin, chloroplast (CPN 475.4568 482.3089 710.2134 619.5443 16 8.89317 8.913814 9.472109 9.275064 0.0416514 4.745462 0.07215122 9583 1.3852004 down 8.903492 9.373587 0.014597 0.139332 -0.470095 0.949849
1614857_aVvi.14988 Transcr ibed locus 5.836819 5.889242 5.494446 5.500465 16 2.545182 2.558082 2.457974 2.459554 0.0048602 14.2918 0.02938541 2744 1.0664883 up 2.551632 2.458764 0.009121 0.001117 0.0928682 1.03777
1614858_aVvi.8624 Transcr ibed locus, moderately similar to NP_850764.1 KH domain-containing protein NOVA, 3100.696 3140.072 3115.868 3026.596 16 11.59838 11.61658 11.60542 11.56348 0.4197928 1.00745 0.4752404 14664 1.0160908 up 11.60748 11.58445 0.012873 0.029655 0.023029 1.001988
1614859_aVvi.6252 Transcr ibed locus 4.74543 4.846932 4.58177 4.596242 16 2.246539 2.277072 2.195905 2.200455 0.0541185 4.122121 0.08766466 10248 1.0450886 up 2.261806 2.19818 0.02159 0.003217 0.0636253 1.028945
1614860_aVvi.15544 Transcr ibed locus 3.810817 3.834283 3.695352 3.730097 16 1.9301 1.938957 1.885712 1.899213 0.0349168 5.210412 0.06358529 9115 1.0295874 up 1.934529 1.892462 0.006263 0.009547 0.0420663 1.022228
1614861_aVvi.15221 Transcr ibed locus 462.0753 469.553 301.1357 281.6821 16 8.851984 8.875144 8.23427 8.137924 0.0053059 13.67371 0.02950386 2982 1.5993286 up 8.863564 8.186097 0.016377 0.068127 0.677467 1.082758
1614862_aVvi.787 Transcr ibed locus, moderately similar to NP_912376.1 hypothetical protein [Oryza sativa (japo 4751.269 4479.067 2882.563 3133.236 16 12.2141 12.12898 11.49314 11.61344 0.0139081 8.390712 0.03780326 6107 1.535014 up 12.17154 11.55329 0.060184 0.085066 0.6182515 1.053513
1614863_aVvi.9689 Transcr ibed locus 139.688 156.4266 135.183 128.1443 16 7.126064 7.289342 7.078769 7.001625 0.2047277 1.855143 0.2567524 13237 1.1231151 up 7.207703 7.040197 0.115455 0.054549 0.1675056 1.023793
1614864_aVvi.3374 Transcr ibed locus 112.8671 107.0343 17.79127 17.97854 16 6.818481 6.741929 4.153097 4.168204 2.22E-04 67.14327 0.01744732 210 6.1456027 up 6.780205 4.160651 0.054131 0.010682 2.6195545 1.629602
1614865_aVvi.11264 Transcr ibed locus 70.8971 66.64096 58.9081 51.50758 16 6.147655 6.058337 5.880395 5.686713 0.0957153 2.99546 0.13685796 11610 1.247848 up 6.102996 5.783554 0.063157 0.136954 0.3194424 1.055233
1614866_aVvi.12354 Transcr ibed locus, moderately similar to NP_564681.1 zinc finger (C3HC4-type RING finger 270.629 251.8905 233.9719 243.3939 16 8.080173 7.976652 7.870192 7.927149 0.1592428 2.196127 0.20802185 12708 1.0940977 up 8.028412 7.89867 0.0732 0.040275 0.129742 1.016426
1614867_at 92.24849 102.3933 137.2298 111.4734 16 6.527453 6.677978 7.10045 6.800557 0.1739288 2.072946 0.22377293 12903 1.2726078 down 6.602716 6.950503 0.106437 0.212056 -0.3477878 0.949962
1614868_aVvi.10569 Transcr ibed locus, weakly similar to NP_564455.1 arabinogalactan-protein (AGP5) [Arabidop 1144.936 1370.288 810.1469 974.6913 16 10.16105 10.42026 9.66204 9.928802 0.1168246 2.662867 0.16139813 12016 1.4095517 up 10.29066 9.795421 0.18329 0.188629 0.495236 1.050558
1614869_aVvi.9335 Transcr ibed locus, moderately similar to NP_564573.2 membrane trafficking VPS53 family pr  317.8612 338.0234 379.7273 362.6075 16 8.312253 8.400979 8.56882 8.502265 0.0841203 3.226404 0.12320828 11334 1.1320412 down 8.356616 8.535543 0.062739 0.047062 -0.1789265 0.979037
1614870_aVvi.12276 Transcr ibed locus 3.903386 3.90737 3.748612 3.763475 16 1.964726 1.966198 1.906357 1.912065 0.0027346 19.08363 0.02700983 1677 1.0397604 up 1.965462 1.909211 0.001041 0.004037 0.0562511 1.029463
1614871_sVvi.679 Transcr ibed locus, moderately similar to NP_567896.1 WD-40 repeat family protein (LEUNIG 1384.537 1405.944 1493.332 1373.431 16 10.43519 10.45732 10.54432 10.42357 0.6017498 0.614003 0.64515656 15484 1.0264677 down 10.44626 10.48394 0.015652 0.085383 -0.037688 0.996405
1614872_s_at 14755 14929.13 11354.22 10453.96 10 13.84892 13.86584 13.47094 13.35176 0.0177261 7.410707 0.04229992 6956 1.3622851 up 13.85738 13.41135 0.01197 0.084271 0.446029 1.033258
1614873_aVvi.9035 Transcr ibed locus, weakly similar to XP_473783.1 OSJNBa0041A02.21 [Oryza sativa (japonic 1258.002 1182.25 427.3254 380.6323 16 10.29692 10.20732 8.739191 8.572254 0.0035028 16.85185 0.02803947 2073 3.0238707 up 10.25212 8.655723 0.063356 0.118042 1.596396 1.184432
1614874_aVvi.6654 Transcr ibed locus, weakly similar to NP_178052.1 latex-abundant protein, putative (AMC7) / c    1022.979 1020.197 1212.029 1231.087 16 9.998561 9.994632 10.24321 10.26572 0.0019571 22.57141 0.02540366 1278 1.1957095 down 9.996596 10.25446 0.002778 0.015916 -0.257867 0.974853
1614875_aVvi.12763 Transcr ibed locus, weakly similar to NP_563728.1 expressed protein [Arabidopsis thaliana] 4.668724 4.69897 4.602406 4.523207 16 2.223028 2.232345 2.202388 2.177346 0.1054182 2.830874 0.14829294 11801 1.026561 up 2.227686 2.189867 0.006588 0.017708 0.0378194 1.01727
1614876_aVvi.9806 Transcr ibed locus, moderately similar to XP_468337.1 hypothetical protein [Oryza sativa (japo 36.49517 34.97706 63.09364 56.23539 16 5.189634 5.128337 5.979423 5.813407 0.0140943 8.333908 0.0380974 6141 1.6672028 down 5.158985 5.896415 0.043343 0.117391 -0.7374298 0.874936
1614877_at 3.815099 3.837625 3.694351 3.721489 16 1.931721 1.940214 1.885321 1.89588 0.0215855 6.695738 0.04686775 7644 1.0319455 up 1.935967 1.8906 0.006006 0.007466 0.0453668 1.023996
1614878_at 4.631393 4.665434 4.508205 4.594746 16 2.211446 2.222011 2.172553 2.199985 0.1740025 2.072363 0.22383311 12905 1.0213375 up 2.216729 2.186269 0.00747 0.019397 0.0304597 1.013932
1614879_aVvi.5399 Transcr ibed locus, weakly similar to NP_564218.1 expressed protein [Arabidopsis thaliana] 161.7116 165.9585 136.7562 101.9245 16 7.337279 7.374679 7.095463 6.671357 0.1566022 2.219929 0.20512103 12674 1.3875781 up 7.355979 6.88341 0.026445 0.299888 0.472569 1.068653
1614880_sVvi.6707 Transcr ibed locus, weakly similar to NP_683296.1 hypothetical protein [Arabidopsis thaliana] 102.7973 103.2216 109.4783 88.93491 16 6.683659 6.689601 6.774501 6.474679 0.7191956 0.413765 0.7529377 15857 1.0439411 up 6.68663 6.62459 0.004202 0.212007 0.0620402 1.009365
1614881_aVvi.3479 Transcr ibed locus, strongly similar to XP_475868.1 putative ATP synthase beta chain [Oryza 3224.659 3244.686 4420.024 4278.644 16 11.65493 11.66386 12.10984 12.06294 0.0031109 17.88712 0.02771931 1861 1.3444262 down 11.6594 12.08639 0.006316 0.033163 -0.426991 0.964672
1614882_aVvi.15186 Transcr ibed locus 5.036842 5.023493 4.859375 4.837599 16 2.33252 2.328691 2.280771 2.274291 0.0049894 14.10413 0.02943507 2804 1.0374732 up 2.330605 2.277531 0.002707 0.004582 0.0530742 1.023303
1614883_aVvi.9696 Transcr ibed locus 7.09561 7.260828 6.649214 6.622153 16 2.826927 2.860134 2.733184 2.7273 0.0214445 6.718439 0.04668523 7625 1.0816908 up 2.84353 2.730242 0.023481 0.00416 0.1132881 1.041494
1614884_at 10.17999 9.734004 10.23141 14.43133 16 3.347664 3.283033 3.354933 3.851132 0.3691471 1.149836 0.42494518 14421 1.2206789 down 3.315349 3.603032 0.045701 0.350866 -0.2876838 0.920155
1614885_aVvi.1960 Transcr ibed locus 723.2928 663.8379 216.3556 212.6012 16 9.498436 9.374687 7.757261 7.732007 0.0013902 26.79234 0.02397054 958 3.2308817 up 9.436562 7.744634 0.087504 0.017857 1.6919283 1.218465
1614886_at 3.667738 3.680665 3.542291 3.562463 16 1.874891 1.879966 1.824683 1.832875 0.0096679 10.09643 0.03355114 4778 1.0342965 up 1.877429 1.828779 0.003589 0.005793 0.0486498 1.026602
1614887_at 17.05775 17.32455 13.62205 16.27251 16 4.092356 4.114746 3.767872 4.024365 0.2484185 1.611328 0.30271897 13623 1.1546317 up 4.103551 3.896118 0.015832 0.181368 0.2074328 1.053241
1614888_aVvi.10198 Transcr ibed locus 3.871743 3.871201 3.7416 3.763373 16 1.952983 1.952781 1.903656 1.912026 0.0085294 10.75845 0.03211714 4408 1.0317128 up 1.952882 1.907841 1.43E-04 0.005919 0.0450413 1.023609
1614889_aVvi.12183 Transcr ibed locus 7.024496 7.020237 6.734193 6.68238 16 2.812395 2.81152 2.751505 2.740362 0.0070892 11.81365 0.03091369 3802 1.0468274 up 2.811957 2.745934 6.19E-04 0.007879 0.0660236 1.024044
1614890_aVvi.11995 Transcr ibed locus, weakly similar to NP_039377.1 ATP synthase CF0 A chain [Oryza sativa (j 6.630155 6.130132 5.9197 5.914656 16 2.729043 2.615918 2.565524 2.564294 0.1975625 1.901708 0.24902685 13170 1.0774128 up 2.67248 2.564909 0.079991 8.70E-04 0.1075711 1.04194
1614891_sVvi.6943 Transcr ibed locus, weakly similar to NP_191227.1 expressed protein [Arabidopsis thaliana] 3503.974 3729.166 2318.85 2171.711 16 11.77478 11.86464 11.17919 11.08462 0.0088746 10.54433 0.03258197 4520 1.6108289 up 11.81971 11.13191 0.063541 0.066876 0.687803 1.061787
1614892_aVvi.11771 Transcr ibed locus, moderately similar to XP_463364.1 protein phosphatase 2C-like protein [O 4.801183 4.82572 4.589262 4.622192 16 2.26339 2.270744 2.198262 2.208577 0.0097594 10.04826 0.03364966 4813 1.0451047 up 2.267067 2.20342 0.0052 0.007294 0.0636475 1.028886
1614893_at 4.490424 4.525634 4.306692 4.308805 16 2.166852 2.17812 2.10658 2.107288 0.0073351 11.61175 0.03110529 3914 1.0464851 up 2.172486 2.106934 0.007968 5.01E-04 0.0655518 1.031112
1614894_aVvi.556 Transcr ibed locus, moderately similar to NP_566326.1 rhomboid protein-related [Arabidopsis 1113.458 1062.742 1280.525 1276.074 16 10.12083 10.05358 10.32252 10.3175 0.0203434 6.903706 0.04538358 7440 1.1751162 down 10.0872 10.32001 0.047557 0.003552 -0.232803 0.977442
1614895_aVvi.8486 Transcr ibed locus, moderately similar to NP_563997.1 surfeit locus protein 5 family protein / S 307.7011 280.6753 323.2505 327.9104 16 8.265386 8.132758 8.336509 8.357158 0.15862 2.201691 0.20730136 12702 1.1078491 down 8.199072 8.346833 0.093782 0.014601 -0.147761 0.982297
1614896_aVvi.3740 Transcr ibed locus 6.558112 6.55018 6.214023 6.162468 16 2.71328 2.711535 2.635528 2.623508 0.0053247 13.64938 0.0295062 2995 1.0591372 up 2.712408 2.629518 0.001235 0.008499 0.0828896 1.031523
1614897_aVvi.9041 Transcr ibed locus, weakly similar to NP_564158.1 expressed protein [Arabidopsis thaliana] 634.1631 616.594 665.4186 671.0418 16 9.30871 9.268177 9.378119 9.390259 0.0455168 4.525658 0.07696772 9817 1.0686171 down 9.288444 9.384189 0.028661 0.008584 -0.095745 0.989797
1614898_aVvi.12379 Transcr ibed locus, moderately similar to NP_172325.2 cysteine desulfurase, putative [Arabido 106.3869 103.27 97.58782 70.92072 16 6.733177 6.690277 6.608629 6.148135 0.2861627 1.441528 0.34178764 13899 1.2599316 up 6.711727 6.378382 0.030335 0.325619 0.3333453 1.052262
1614899_aVvi.5519 Transcr ibed locus 4.621554 4.56304 4.387969 4.389895 16 2.208378 2.189995 2.133553 2.134186 0.0192548 7.102103 0.04416341 7237 1.046315 up 2.199187 2.13387 0.012999 4.48E-04 0.0653172 1.03061
1614900_aVvi.15214 Transcr ibed locus 4.565842 4.586803 4.409861 4.439473 16 2.190881 2.197489 2.140733 2.150389 0.0141677 8.31184 0.03815766 6161 1.0342782 up 2.194185 2.145561 0.004673 0.006827 0.0486243 1.022663
1614901_aVvi.3207 Transcr ibed locus, weakly similar to NP_172327.1 acyl-[acyl carrier protein] thioesterase / ac 4.356209 4.372722 4.243574 4.260952 16 2.123073 2.128532 2.08528 2.091176 0.0112389 9.353056 0.03516247 5304 1.026387 up 2.125803 2.088228 0.00386 0.004169 0.0375748 1.017994
1614902_at 7.931086 7.208396 6.540953 6.973673 8 2.987518 2.849678 2.709501 2.801919 0.188626 1.963049 0.23956312 13071 1.1195264 up 2.918598 2.75571 0.097467 0.065349 0.1628886 1.059109
1614903_aVvi.10218 Transcr ibed locus, weakly similar to NP_199574.1 acyl carrier family protein / ACP family pro 186.5957 190.1781 278.6353 243.5991 16 7.543772 7.571208 8.122234 7.928365 0.0411135 4.778429 0.0715479 9539 1.3830086 down 7.55749 8.0253 0.0194 0.137086 -0.46781 0.941708
1614904_aVvi.2785 Transcr ibed locus, moderately similar to NP_567109.1 COP9 signalosome complex subunit 1 1025.408 949.6603 1231.811 1250.942 16 10.00198 9.891268 10.26657 10.2888 0.0278771 5.863346 0.05455155 8483 1.2579352 down 9.946625 10.27768 0.078287 0.015722 -0.331057 0.967789
1614905_aVvi.2110 Transcr ibed locus, strongly similar to XP_463248.1 calcineurin B protein [Oryza sativa (japon 1799.132 1732.343 2019.855 2056.028 16 10.81309 10.75851 10.98004 11.00564 0.020545 6.868677 0.04552621 7489 1.1543195 down 10.7858 10.99284 0.038592 0.018108 -0.207043 0.981166
1614906_aVvi.9558 Transcr ibed locus, weakly similar to NP_568650.1 pollen Ole e 1 allergen and extensin family 3.797443 3.815601 3.65691 3.703017 16 1.925028 1.93191 1.870625 1.888701 0.0370924 5.046694 0.06633725 9282 1.0344086 up 1.928469 1.879663 0.004866 0.012782 0.0488062 1.025965
1614907_aVvi.9759 Transcr ibed locus, weakly similar to NP_196756.2 expressed protein [Arabidopsis thaliana] 5.696957 5.709952 5.460613 5.491989 16 2.510191 2.513479 2.449063 2.457329 0.0057041 13.1839 0.02987341 3169 1.041483 up 2.511835 2.453196 0.002324 0.005845 0.0586392 1.023903
1614908_aVvi.11428 Transcr ibed locus 4.820248 4.900704 4.646017 4.664622 16 2.269107 2.292989 2.215994 2.22176 0.0368924 5.061153 0.06606486 9270 1.0440357 up 2.281048 2.218877 0.016887 0.004077 0.062171 1.028019
1614909_aVvi.3426 Transcr ibed locus 6.197849 6.243632 6.05464 5.836397 16 2.631768 2.642386 2.598041 2.545078 0.1360932 2.425781 0.18262362 12371 1.0464597 up 2.637076 2.57156 0.007508 0.037451 0.0655167 1.025477
1614910_aVvi.15760 Transcr ibed locus 27525.55 29156.48 23996.51 22474.07 16 14.74848 14.83153 14.55054 14.45598 0.044935 4.556956 0.07630269 9776 1.2198898 up 14.79001 14.50326 0.058722 0.066866 0.286751 1.019771
1614911_aVvi.5734 Transcr ibed locus, weakly similar to NP_671784.2 GCN5-related N-acetyltransferase (GNAT 479.7847 439.2398 247.3554 232.6015 16 8.906243 8.778865 7.950441 7.861717 0.0067994 12.06542 0.03073394 3669 1.913846 up 8.842554 7.906079 0.09007 0.062737 0.9364747 1.11845
1614912_aVvi.15611 Transcr ibed locus 7.288479 7.30991 6.853628 6.845346 16 2.865618 2.869854 2.776868 2.775123 6.23E-04 40.05121 0.02102278 490 1.0656548 up 2.867736 2.775996 0.002995 0.001234 0.0917402 1.033048
1614913_aVvi.15208 Transcr ibed locus 3.957689 3.974706 3.837219 3.851315 16 1.984658 1.990848 1.940061 1.945351 0.0080695 11.06461 0.03159664 4239 1.0317168 up 1.987753 1.942706 0.004377 0.003741 0.0450471 1.023188
1614914_aVvi.15399 Transcr ibed locus 8.175131 7.09441 7.588293 6.489965 16 3.031242 2.826683 2.923775 2.698211 0.5195066 0.774825 0.5694097 15146 1.0852063 up 2.928962 2.810993 0.144645 0.159498 0.1179692 1.041967
1614915_aVvi.284 Transcr ibed locus, moderately similar to NP_188714.2 topoisomerase 6 subunit B (TOP6B) [A 80.4291 96.7103 139.8565 128.5614 16 6.329645 6.595598 7.127804 7.006314 0.0538208 4.134491 0.0873187 10232 1.5203851 down 6.462622 7.067059 0.188057 0.085906 -0.6044369 0.914471
1614916_aVvi.5743 Transcr ibed locus, moderately similar to NP_181254.1 plasma membrane intrinsic protein 2B 606.9019 669.9749 2045.719 1869.845 16 9.245319 9.387963 10.99839 10.8687 0.0035352 16.77407 0.02809704 2084 3.0671678 down 9.316641 10.93355 0.100864 0.091704 -1.616907 0.852115
1614917_aVvi.424 Transcr ibed locus, weakly similar to XP_475770.1 'unknown protein, contains IQ calmodulin-b 196.6666 226.5904 379.8506 383.5366 16 7.619608 7.823943 8.569288 8.583221 0.0140605 8.344149 0.03805563 6132 1.8081055 down 7.721775 8.576254 0.144486 0.009852 -0.854479 0.900367
1614918_aVvi.15059 Transcr ibed locus 413.7793 406.0821 532.8324 513.4218 16 8.692718 8.665628 9.057538 9.004001 0.007202 11.7197 0.03103162 3852 1.2759721 down 8.679173 9.030769 0.019156 0.037857 -0.3515965 0.961067
1614919_aVvi.12271 Transcr ibed locus 4.687092 4.715319 4.503535 4.543804 16 2.228693 2.237356 2.171058 2.183901 0.0188954 7.17132 0.04375184 7169 1.0392517 up 2.233024 2.177479 0.006125 0.009081 0.0555451 1.025509
1614920_aVvi.671 Transcr ibed locus, moderately similar to NP_565936.1 potassi um transporter, putative (KT2) 83.97065 117.299 399.9201 322.6649 16 6.391813 6.874047 8.643568 8.333893 0.023022 6.476312 0.04865826 7854 3.6195257 down 6.63293 8.48873 0.340991 0.218973 -1.8558 0.781381
1614921_aVvi.6193 Transcr ibed locus 422.5465 445.2817 472.1765 511.9448 16 8.722966 8.798574 8.883183 8.999845 0.1215227 2.600243 0.1664895 12117 1.133467 down 8.760771 8.941513 0.053463 0.082493 -0.180742 0.979786
1614922_aVvi.7229 Transcr ibed locus 9938.047 10997.65 9064.821 9481.768 16 13.27875 13.42491 13.14606 13.21094 0.162475 2.167719 0.21156152 12749 1.1276534 up 13.35183 13.1785 0.103352 0.045875 0.173324 1.013152
1614923_aVvi.14789 Transcr ibed locus 1106.339 1274.447 1055.646 876.5653 16 10.11158 10.31566 10.04391 9.775718 0.2131782 1.802932 0.26588422 13310 1.2343936 up 10.21362 9.909815 0.144305 0.189641 0.303802 1.030657
1614924_aVvi.7699 Transcr ibed locus, moderately similar to XP_478301.1 unknown protein [Oryza sativa (japonic  2772.054 2766.504 2593.399 2636.453 16 11.43674 11.43385 11.34063 11.36438 0.0202541 6.919375 0.04529353 7423 1.0590631 up 11.43529 11.35251 0.002045 0.016797 0.082788 1.007292
1614925_aVvi.678 Transcr ibed locus, moderately similar to NP_916023.1 putative mitochondrial processi ng pep 1033.788 1026.695 1533.828 1497.415 16 10.01372 10.00379 10.58292 10.54826 0.0010466 30.88597 0.02259248 766 1.4710348 down 10.00876 10.56559 0.007023 0.02451 -0.556831 0.947298
1614926_aVvi.10442 Transcr ibed locus, weakly similar to NP_172716.1 oxidoreductase family protein [Arabidopsis 19.29182 20.29709 33.55865 22.78849 16 4.269917 4.343201 5.068613 4.510233 0.2285146 1.714814 0.2820878 13448 1.3975152 down 4.306559 4.789423 0.05182 0.394834 -0.482864 0.899181
1614927_x_at 7.347606 7.392971 7.136127 7.17597 16 2.877274 2.886154 2.835141 2.843174 0.0192221 7.10833 0.0441146 7233 1.0299373 up 2.881714 2.839158 0.006279 0.00568 0.0425564 1.014989
1614928_at 7.579256 7.675273 7.21948 6.888911 16 2.922056 2.940218 2.851895 2.784276 0.0839864 3.229336 0.12308811 11327 1.0815135 up 2.931137 2.818085 0.012842 0.047814 0.1130516 1.040116
1614929_aVvi.999 Transcr ibed locus, weakly similar to NP_172088.2 expressed protein [Arabidopsis thaliana] 228.504 225.7747 196.2673 202.7524 16 7.836076 7.81874 7.616676 7.663575 0.0173568 7.491232 0.04185626 6883 1.1386167 up 7.827408 7.640126 0.012258 0.033162 0.1872822 1.024513
1614930_aVvi.3972 Transcr ibed locus, moderately similar to NP_568677.1 ribosomal protein L19 family protein [A 3.599515 3.633864 3.501767 3.521293 16 1.847802 1.861505 1.808083 1.816106 0.0330804 5.360761 0.06128111 8961 1.0299392 up 1.854653 1.812094 0.009689 0.005673 0.0425592 1.023486
1614931_at 998.2081 1080.508 542.9193 553.5416 16 9.963197 10.0775 9.084594 9.112548 0.004049 15.66757 0.02864669 2339 1.8944445 up 10.02035 9.098571 0.080821 0.019767 0.921775 1.10131
1614932_aVvi.5667 Transcr ibed locus, moderately similar to NP_181344.2 myb family transcr iption factor [Arabid 63.4086 51.7664 257.1836 208.6278 16 5.986607 5.693944 8.006655 7.704787 0.0107054 9.587156 0.03476531 5110 4.043053 down 5.840275 7.855721 0.206944 0.213453 -2.0154452 0.743442
1614933_aVvi.12374 Transcr ibed locus, moderately similar to NP_172007.1 calcium-binding EF hand family protei 139.5387 122.7216 282.3308 282.9444 16 7.124522 6.939245 8.141243 8.144375 0.0068839 11.99037 0.03077344 3709 2.1598418 down 7.031883 8.142809 0.13101 0.002215 -1.1109258 0.86357
1614934_aVvi.14793 Transcr ibed locus 4.378267 4.38115 4.200474 4.214407 16 2.13036 2.13131 2.070552 2.07533 0.001765 23.77134 0.02500867 1170 1.0409449 up 2.130835 2.072941 6.71E-04 0.003378 0.0578938 1.027928
1614935_aVvi.15684 Transcr ibed locus 2108.492 2236.394 2709.417 2555.158 16 11.042 11.12696 11.40377 11.3192 0.0437705 4.621432 0.07483035 9710 1.2116762 down 11.08448 11.36148 0.060078 0.0598 -0.277005 0.975619
1614936_aVvi.7727 Transcr ibed locus, weakly similar to NP_191362.2 zinc finger (C3HC4-type RING finger) fam 297.9376 292.0501 383.056 368.5764 16 8.218866 8.190072 8.581411 8.52582 0.0079426 11.15373 0.03158117 4172 1.2738063 down 8.20447 8.553616 0.020361 0.039309 -0.349146 0.959181
1614937_sVvi.5748 Transcr ibed locus, strongly similar to XP_464508.1 26S proteasome regulatory particle triple 3437.856 3326.44 2944.458 2999.288 16 11.74729 11.69976 11.52379 11.55041 0.020685 6.844672 0.04568234 7516 1.1379459 up 11.72353 11.5371 0.033608 0.018822 0.186432 1.016159
1614938_aVvi.11755 Transcr ibed locus 6.426265 6.439161 6.01348 5.978936 16 2.68398 2.686873 2.5882 2.579889 0.0018784 23.04081 0.02529164 1232 1.0728006 up 2.685427 2.584045 0.002045 0.005877 0.101382 1.039234
1614939_aVvi.826 Transcr ibed locus, weakly similar to NP_200010.1 sorbitol dehydrogenase, putative / L-iditol 2   8.778411 8.817471 8.506748 8.255231 16 3.13396 3.140365 3.088608 3.045309 0.0849761 3.207835 0.12424243 11354 1.0498651 up 3.137162 3.066958 0.004529 0.030617 0.070204 1.02289
1614940_at 7.117484 7.223213 6.684476 6.67137 16 2.831367 2.852641 2.740814 2.737983 0.0107608 9.562026 0.03483509 5127 1.0737106 up 2.842004 2.739399 0.015043 0.002002 0.1026051 1.037455
1614941_sVvi.7903 Transcr ibed locus, moderately similar to XP_467909.1 putative immunophilin [Oryza sativa (ja 5770.761 5591.732 5944.113 5968.733 16 12.49455 12.44908 12.53725 12.54321 0.0963572 2.98385 0.13758682 11626 1.0485638 down 12.47181 12.54023 0.03215 0.004216 -0.068415 0.994544
1614942_at 6.035207 6.083921 5.975424 5.772436 16 2.593403 2.605001 2.579041 2.52918 0.2201844 1.761676 0.2730489 13386 1.0317489 up 2.599202 2.554111 0.008201 0.035257 0.0450919 1.017655
1614943_aVvi.9609 Transcr ibed locus, weakly similar to NP_176109.2 expressed protein [Arabidopsis thaliana] 6.007658 6.008031 5.810238 5.781415 16 2.586803 2.586892 2.538597 2.531423 0.0047558 14.44891 0.02932456 2687 1.0365845 up 2.586848 2.53501 6.34E-05 0.005073 0.0518376 1.020449
1614944_aVvi.6714 Transcr ibed locus, weakly similar to NP_563823.1 expressed protein [Arabidopsis thaliana] 137.1447 137.7584 133.4703 134.1241 16 7.099555 7.105996 7.060375 7.067424 0.0147504 8.142396 0.03877961 6311 1.0273132 up 7.102776 7.0639 0.004555 0.004985 0.0388761 1.005503
1614945_aVvi.3441 Transcr ibed locus, moderately similar to NP_564813.1 glutathione peroxidase, putative [Arabi 92.65463 101.4096 346.9028 292.6411 16 6.533791 6.66405 8.438388 8.192988 0.0064838 12.3585 0.0304738 3531 3.2869928 down 6.59892 8.315688 0.092107 0.173524 -1.716768 0.793551
1614946_aVvi.3520 Transcr ibed locus, strongly similar to XP_472939.1 OSJNBa0081L15.15 [Oryza sativa (japon 1433.701 1393.803 1558.125 1696.33 16 10.48553 10.44481 10.6056 10.7282 0.0890491 3.122989 0.12913986 11447 1.1500757 down 10.46517 10.6669 0.028791 0.086695 -0.201729 0.981088
1614947_aVvi.1596 Transcr ibed locus 144.2378 152.9453 105.6649 101.8303 16 7.172305 7.256872 6.723352 6.670023 0.0091883 10.36036 0.03297047 4625 1.43187 up 7.214588 6.696688 0.059798 0.037709 0.5179003 1.077337
1614948_aVvi.9617 Transcr ibed locus, moderately similar to NP_567984.1 pantothenate kinase family protein [Ara 820.4829 777.0825 820.7063 876.0156 16 9.680329 9.601924 9.680722 9.774813 0.2927419 1.414819 0.34839275 13949 1.0618951 down 9.641127 9.727768 0.055441 0.066532 -0.086641 0.991093
1614949_x_at 298.8874 299.4914 492.6434 505.8119 16 8.223458 8.226371 8.9444 8.982457 6.67E-04 38.69745 0.02179512 506 1.6684563 down 8.224915 8.963429 0.002059 0.026911 -0.7385135 0.917608
1614950_aVvi.3942 Transcr ibed locus 6.011368 6.081876 5.72892 5.685452 16 2.587694 2.604517 2.518263 2.507275 0.0142249 8.294743 0.03821604 6178 1.0594652 up 2.596105 2.512769 0.011896 0.00777 0.083336 1.033165
1614951_aVvi.6003 Transcr ibed locus, moderately similar to XP_476301.1 putative phi-1 [Oryza sativa (japonica c 637.9877 735.7264 6167.701 6810.114 16 9.317385 9.523026 12.59052 12.73346 0.0014887 25.88839 0.02460261 1003 9.459639 down 9.420205 12.66199 0.14541 0.101078 -3.241785 0.743975
1614952_aVvi.9234 Transcr ibed locus 5.369584 5.461395 5.067649 5.115637 16 2.42481 2.44927 2.341317 2.354914 0.0238762 6.355216 0.04979607 7959 1.0635769 up 2.43704 2.348115 0.017295 0.009615 0.0889245 1.037871
1614953_aVvi.10003 Transcr ibed locus, weakly similar to NP_201053.2 myb family transcr iption factor (MYB96) [A 201.1522 174.5575 21.22906 20.69138 16 7.652143 7.447558 4.407969 4.370958 0.0010802 30.4021 0.02261392 792 8.940696 up 7.549851 4.389463 0.144664 0.02617 3.1603871 1.719994
1614954_aVvi.4332 Transcr ibed locus, weakly similar to NP_649154.2 CG8103-PA, isoform A [Drosophila melan 3.268697 3.285162 3.175429 3.190967 16 1.708716 1.715964 1.666951 1.673994 0.0142563 8.285406 0.03826112 6185 1.0294456 up 1.71234 1.670472 0.005126 0.00498 0.0418677 1.025063
1614955_at 4.034559 4.048106 3.912821 3.927451 16 2.012411 2.017247 1.968209 1.973593 0.0067177 12.13931 0.03067327 3633 1.0309168 up 2.014829 1.970901 0.00342 0.003807 0.0439279 1.022288
1614956_aVvi.4944 Transcr ibed locus, weakly similar to NP_171933.1 2-oxoglutarate-dependent dioxygenase, pu 7.037798 7.138002 6.54899 6.597889 16 2.815124 2.83552 2.711273 2.722004 0.0110562 9.431337 0.03504068 5236 1.078244 up 2.825322 2.716639 0.014422 0.007589 0.1086836 1.040007
1614957_aVvi.14691 Transcr ibed locus 12.07363 12.22459 11.15923 11.15194 16 3.593787 3.611714 3.480166 3.479223 0.005278 13.71007 0.02950386 2960 1.0890392 up 3.60275 3.479694 0.012676 6.66E-04 0.1230559 1.035364
1614958_aVvi.4506 Transcr ibed locus, moderately similar to NP_568284.1 5-formyltetrahydrofolate cyclo-ligase ( 119.5672 112.1523 159.8082 162.3682 16 6.901678 6.809315 7.320197 7.343125 0.0098388 10.00706 0.03375612 4837 1.3910409 down 6.855496 7.331661 0.06531 0.016213 -0.4761646 0.935054
1614959_aVvi.6725 Transcr ibed locus, weakly similar to NP_567534.1 senescence-associated protein-related [Ar  278.0028 277.161 725.911 752.9966 16 8.118956 8.11458 9.503649 9.5565 3.52E-04 53.3006 0.01862789 312 2.6634686 down 8.116768 9.530074 0.003094 0.037371 -1.413306 0.8517
1614960_aVvi.12611 Transcr ibed locus, moderately similar to NP_179232.1 SNF2 domain-containing protein / hel 83.41084 80.47042 100.4706 98.87716 16 6.382164 6.330387 6.650629 6.627565 0.0098925 9.979436 0.03382366 4853 1.2165719 down 6.356276 6.639097 0.036611 0.016308 -0.2828214 0.957401
1614961_aVvi.7995 Transcr ibed locus, weakly similar to NP_199906.1 hypothetical protein [Arabidopsis thaliana] 15.79374 15.07604 17.37222 22.37093 16 3.981282 3.914186 4.118711 4.483553 0.1970222 1.905311 0.24849299 13162 1.2775664 down 3.947734 4.301132 0.047444 0.257983 -0.3533981 0.917836
1614962_at 6.224347 6.290203 5.926308 5.823567 16 2.637923 2.653107 2.567134 2.541903 0.0251955 6.180294 0.05141291 8135 1.0651054 up 2.645515 2.554518 0.010737 0.017841 0.0909963 1.035622
1614963_aVvi.10145 Transcr ibed locus, moderately similar to NP_171697.3 armadillo/beta-catenin repeat family pr 24.97594 20.68941 98.51132 101.3179 16 4.642467 4.370821 6.622217 6.662745 0.0041086 15.55298 0.02873224 2373 4.3949203 down 4.506644 6.642481 0.192083 0.028657 -2.135837 0.678458
1614964_aVvi.11009 Transcr ibed locus 6.34478 6.415648 5.971715 6.013755 16 2.66557 2.681595 2.578145 2.588266 0.0108169 9.536787 0.03488153 5147 1.0646483 up 2.673583 2.583206 0.011331 0.007157 0.0903769 1.034986
1614965_aVvi.3096 GO:000635MADS-box protein 4 (MADS4) 3617.468 3257.521 3952.669 3586.989 16 11.82077 11.66956 11.94861 11.80856 0.3247429 1.294713 0.38078022 14157 1.0968931 down 11.74516 11.87858 0.10692 0.099033 -0.133423 0.988768
1614966_aVvi.967 Transcr ibed locus, weakly similar to NP_915465.1 putative pumilio/Mpt5 family RNA-binding 741.6685 696.3442 510.0934 567.4644 16 9.534631 9.443657 8.994617 9.148386 0.0428337 4.675155 0.07356966 9665 1.3357422 up 9.489143 9.071502 0.064328 0.108731 0.417641 1.046039
1614967_aVvi.12573 Transcr ibed locus 33.48915 33.00937 53.02101 48.75256 16 5.065622 5.044804 5.728492 5.607406 0.0099025 9.974327 0.03383435 4858 1.5291567 down 5.055213 5.667949 0.014721 0.085621 -0.612736 0.891895
1614968_aVvi.13473 Transcr ibed locus, weakly similar to NP_187509.1 DNAJ heat shock N-terminal domain-conta 3.494618 3.520919 3.382019 3.406385 16 1.805135 1.815952 1.757885 1.768241 0.0239792 6.341046 0.04994958 7968 1.0334584 up 1.810543 1.763063 0.007649 0.007323 0.0474802 1.026931
1614969_aVvi.7269 Transcr ibed locus 409.3156 403.6517 369.2729 366.5136 16 8.67707 8.656967 8.528543 8.517723 0.0062349 12.60513 0.03025465 3418 1.1048769 up 8.667019 8.523133 0.014215 0.007651 0.143886 1.016882
1614970_at 19.06579 19.36378 19.87861 19.13663 16 4.252914 4.275289 4.313145 4.258265 0.5417998 0.729025 0.589997 15244 1.0150868 down 4.264102 4.285705 0.015821 0.038806 -0.0216031 0.994959
1614971_at 8.64412 8.779442 7.913717 7.753494 16 3.111719 3.134129 2.984355 2.954847 0.0142891 8.2757 0.03828712 6195 1.1121283 up 3.122924 2.969601 0.015846 0.020866 0.1533231 1.051631
1614972_aVvi.4993 Transcr ibed locus, moderately similar to NP_192880.1 short-chain dehydrogenase/reductase 156.0605 196.1884 25.84236 35.94704 16 7.285961 7.616096 4.691666 5.167801 0.0129461 8.703265 0.03684102 5833 5.740972 up 7.451028 4.929733 0.23344 0.336678 2.521295 1.511447
1614973_aVvi.2854 Transcr ibed locus, weakly similar to NP_173236.1 expressed protein [Arabidopsis thaliana] 380.419 378.4406 340.4283 346.0662 16 8.571445 8.563923 8.411207 8.434904 0.0073069 11.63438 0.03107765 3900 1.105446 up 8.567684 8.423056 0.005319 0.016756 0.144628 1.01717
1614974_aVvi.7266 Transcr ibed locus, weakly similar to NP_195583.1 glycine-rich protein [Arabidopsis thaliana] 188.3677 159.5736 135.5461 122.7474 16 7.557408 7.318079 7.082639 6.939548 0.0922488 3.060135 0.13285172 11527 1.3441085 up 7.437743 7.011094 0.169232 0.101181 0.4266494 1.060853
1614975_aVvi.8520 Transcr ibed locus, weakly similar to NP_192765.1 wound-responsive family protein [Arabidop 1155.742 1154.864 1382.708 1380.99 16 10.1746 10.17351 10.43328 10.43149 1.66E-05 245.786 0.01194834 22 1.1960928 down 10.17406 10.43238 7.75E-04 0.001268 -0.2583295 0.975238
1614976_aVvi.554 GO:000681Putative aquaporin (delta-TIP gene) 28271.35 29022.31 30690.49 29359.22 16 14.78705 14.82487 14.9055 14.84153 0.2107202 1.817832 0.2631744 13292 1.0479367 down 14.80596 14.87352 0.026743 0.045239 -0.0675515 0.995458
1614977_aVvi.5103 Transcr ibed locus 2610.891 2489.756 1791.062 1973.17 16 11.35033 11.28179 10.8066 10.9463 0.0299243 5.650241 0.05726184 8675 1.3562354 up 11.31606 10.87645 0.048463 0.098783 0.439607 1.040418
1614978_at 13.04699 11.25257 23.04271 23.21782 16 3.705645 3.492182 4.526238 4.53716 0.0128737 8.728155 0.03681191 5805 1.9089582 down 3.598914 4.531699 0.150941 0.007723 -0.9327853 0.794164
1614979_aVvi.8993 Transcr ibed locus, weakly similar to NP_190558.1 expressed protein [Arabidopsis thaliana] 189.7407 177.9803 282.7496 241.5222 16 7.567885 7.475574 8.143381 7.916012 0.0536887 4.14001 0.08712999 10229 1.4220449 down 7.52173 8.029696 0.065274 0.160774 -0.5079665 0.936739
1614980_aVvi.196 Transcr ibed locus, moderately similar to NP_194153.1 expressed protein [Arabidopsis thalian 891.4451 884.3976 1161.274 1140.569 16 9.800002 9.788551 10.18149 10.15554 0.0014335 26.38375 0.02412722 985 1.2961547 down 9.794277 10.16852 0.008097 0.018353 -0.374238 0.963196
1614981_aVvi.4361 Transcr ibed locus 5.235228 5.260892 5.082639 5.107729 16 2.388252 2.395308 2.345578 2.352682 0.0134996 8.519377 0.03741159 5989 1.030004 up 2.39178 2.34913 0.004989 0.005024 0.04265 1.018156
1614982_aVvi.9614 Transcr ibed locus, moderately similar to NP_177629.1 ADP-glucose pyrophosphorylase fami 219.318 232.5837 389.4441 258.0918 16 7.77688 7.861606 8.605272 8.011741 0.2442471 1.632106 0.29838043 13589 1.4037272 down 7.819243 8.308506 0.05991 0.41969 -0.4892626 0.941113
1614983_aVvi.476 Transcr ibed locus, weakly similar to NP_187396.1 lipase class 3 family protein [Arabidopsis t 350.9608 323.5517 365.0624 307.2567 16 8.455166 8.337853 8.511999 8.263301 0.9544849 0.064435 0.9613759 16482 1.0061599 up 8.396509 8.38765 0.082953 0.175856 0.008859 1.001056
1614984_aVvi.1684 Transcr ibed locus, weakly similar to NP_197540.1 oxidoreductase, 2OG-Fe(II) oxygenase fam   37.14184 38.06677 61.56953 65.85731 16 5.214973 5.25046 5.944145 6.041272 0.0045964 14.69907 0.02926091 2596 1.6934808 down 5.232717 5.992708 0.025093 0.068679 -0.7599914 0.873181
1614985_aVvi.72 Transcr ibed locus, strongly similar to NP_918587.1 putative 33kDa oxygen evolvingprotein of 4369.109 4321.725 4827.207 4546.313 16 12.09312 12.07739 12.23697 12.15048 0.1323804 2.467678 0.17852153 12310 1.0780828 down 12.08526 12.19373 0.011123 0.061159 -0.1084685 0.991105
1614986_aVvi.269 Transcr ibed locus, moderately similar to NP_199354.3 expressed protein [Arabidopsis thalian 2463.595 2475.798 1763.814 1775.061 16 11.26655 11.27368 10.78448 10.79365 1.46E-04 82.8344 0.0168302 137 1.3957541 up 11.27011 10.78907 0.005041 0.006484 0.481045 1.044586
1614987_aVvi.6143 Transcr ibed locus, moderately similar to NP_920452.1 putative membrane protein [Oryza sati 16.66484 13.82553 10.5336 10.17126 16 4.058736 3.789263 3.396926 3.346427 0.0564351 4.029144 0.09052509 10349 1.4664448 up 3.923999 3.371676 0.190546 0.035709 0.5523229 1.163813
1614988_aVvi.10892 Transcr ibed locus 6.881632 6.933569 6.461124 6.394709 16 2.782751 2.793598 2.691785 2.676879 0.0077875 11.26554 0.03142282 4113 1.074632 up 2.788175 2.684332 0.00767 0.01054 0.1038426 1.038685
1614989_aVvi.9021 Transcr ibed locus, moderately similar to NP_192742.1 cytochrome c, putative [Arabidopsis th 6329.13 6108.595 3760.19 4361.249 16 12.62779 12.57663 11.87659 12.09053 0.030183 5.624848 0.05761733 8696 1.5354372 up 12.60221 11.98356 0.03618 0.151276 0.618649 1.051625
1614990_aVvi.10566 Transcr ibed locus, moderately similar to NP_683562.1 expressed protein [Arabidopsis thalian 297.8138 290.013 471.8751 469.5188 16 8.218267 8.179974 8.882261 8.875039 8.21E-04 34.87632 0.0221369 609 1.6016191 down 8.19912 8.878651 0.027077 0.005107 -0.679531 0.923465
1614991_aVvi.1700 Transcr ibed locus, moderately similar to NP_563929.1 expressed protein [Arabidopsis thalian 838.4402 925.0117 2189.613 1995.968 16 9.711564 9.853328 11.09646 10.96287 0.0060427 12.80588 0.03012973 3328 2.3738372 down 9.782446 11.02967 0.100242 0.094461 -1.247221 0.886921
1614992_aVvi.11655 Transcr ibed locus, moderately similar to NP_916444.1 OSJNBb0036G09.15 [Oryza sativa (ja 795.6957 772.2291 1036.452 1063.885 16 9.636073 9.592885 10.01744 10.05513 0.004585 14.71741 0.02926091 2591 1.3396002 down 9.614479 10.03628 0.030539 0.02665 -0.421803 0.957972
1614993_aVvi.7988 Transcr ibed locus 5.486198 5.513201 5.292532 5.284864 16 2.455807 2.46289 2.403958 2.401866 0.0042547 15.28177 0.02896383 2434 1.0398937 up 2.459348 2.402912 0.005009 0.001479 0.0564361 1.023487
1614994_aVvi.1306 Transcr ibed locus, weakly similar to NP_849451.1 GDSL-motif lipase/hydrolase family protein 4.740021 4.845502 4.58245 4.531369 16 2.244894 2.276646 2.196119 2.179947 0.0550897 4.082449 0.08886501 10291 1.0517099 up 2.26077 2.188033 0.022452 0.011436 0.0727368 1.033243
1614995_aVvi.617 Transcr ibed locus, weakly similar to NP_196779.1 calcium-dependent protein kinase, putative 1106.772 1012.794 1197.186 1240.315 16 10.11214 9.984125 10.22543 10.27649 0.0986493 2.943274 0.14023249 11678 1.1509519 down 10.04813 10.25096 0.090522 0.036105 -0.202827 0.980214
1614996_aVvi.9649 Transcr ibed locus, weakly similar to NP_178183.2 nucleoporin family protein [Arabidopsis tha 305.9161 337.5 449.8996 402.872 16 8.256992 8.398744 8.813459 8.654178 0.0625671 3.807754 0.09797576 10601 1.3249615 down 8.327868 8.733818 0.100233 0.112629 -0.4059505 0.95352
1614997_aVvi.10617 Transcr ibed locus, weakly similar to NP_912062.1 tetratricopeptide repeat (TPR)-containing 90.79548 95.81117 200.2877 174.689 16 6.504548 6.582122 7.64593 7.448645 0.0109635 9.471766 0.03495672 5205 2.0054874 down 6.543335 7.547288 0.054853 0.139502 -1.003953 0.866978
1614998_aVvi.14444 Transcr ibed locus 3.760769 3.774827 3.623453 3.648174 16 1.911028 1.91641 1.857365 1.867175 0.0116189 9.196178 0.03549833 5432 1.0363053 up 1.913719 1.86227 0.003806 0.006936 0.051449 1.027627
1614999_aVvi.15653 Transcr ibed locus 4.10203 4.121213 3.980999 4.00261 16 2.036338 2.043069 1.993131 2.000941 0.0142853 8.276799 0.03828334 6194 1.030017 up 2.039704 1.997036 0.004759 0.005523 0.0426681 1.021366
1615000_aVvi.12735 Transcr ibed locus 10.51797 10.43371 9.998975 8.225937 16 3.394784 3.38318 3.32178 3.04018 0.2779339 1.476034 0.33352068 13834 1.1550875 up 3.388982 3.18098 0.008205 0.199121 0.2080021 1.065389
1615001_s_at 115.7281 116.9058 105.9272 125.2412 16 6.854596 6.869203 6.726929 6.968566 0.9176052 0.116921 0.93021196 16376 1.009858 up 6.861899 6.847747 0.010329 0.170863 0.0141524 1.002067
1615002_aVvi.14633 Transcr ibed locus 5.913726 5.932916 5.696904 5.724232 16 2.564067 2.568741 2.510178 2.517082 0.0061819 12.65957 0.03022839 3393 1.0372576 up 2.566404 2.51363 0.003305 0.004882 0.0527741 1.020995
1615003_sVvi.481 Transcr ibed locus, moderately similar to NP_175576.1 ATP synthase epsilon chain, mitochon 275.7649 287.4332 283.6083 319.0234 16 8.107295 8.167083 8.147756 8.317518 0.4000098 1.060633 0.4553283 14584 1.0683975 down 8.137189 8.232637 0.042276 0.12004 -0.095448 0.988406
1615004_aVvi.5748 Transcr ibed locus, strongly similar to XP_464508.1 26S proteasome regulatory particle triple       3030.84 2923.276 2519.245 2967.324 16 11.5655 11.51337 11.29878 11.53495 0.4174434 1.013619 0.47277412 14658 1.0886768 up 11.53944 11.41686 0.036862 0.166998 0.122575 1.010736
1615005_aVvi.14604 Transcr ibed locus 3.502336 3.514846 3.395173 3.416544 16 1.808317 1.813462 1.763485 1.772538 0.0144226 8.236449 0.03839714 6235 1.030167 up 1.81089 1.768011 0.003637 0.006401 0.0428782 1.024252
1615006_at 7.553335 7.512356 6.959962 6.685051 16 2.917114 2.909265 2.799079 2.740939 0.0395032 4.881032 0.06934154 9457 1.1043369 up 2.913189 2.770009 0.00555 0.041112 0.1431804 1.05169
1615007_aVvi.15312 Transcr ibed locus 4.778023 4.856494 4.67726 6.203507 16 2.256414 2.279915 2.225664 2.633084 0.5122927 0.790053 0.5624311 15121 1.1182241 down 2.268164 2.429374 0.016618 0.28809 -0.1612093 0.933642
1615008_at 15.16333 19.64439 19.22463 20.30936 16 3.922515 4.296046 4.264884 4.344073 0.4141144 1.022426 0.46954834 14641 1.1448814 down 4.10928 4.304478 0.264126 0.055995 -0.195198 0.954652
1615009_at 5.72453 5.783757 5.567435 5.550623 16 2.517157 2.532007 2.477013 2.47265 0.0233514 6.428835 0.04904401 7903 1.0350863 up 2.524582 2.474831 0.0105 0.003085 0.0497511 1.020103
1615010_aVvi.2894 Transcr ibed locus, weakly similar to NP_174546.1 expressed protein [Arabidopsis thaliana] 885.1457 1159.636 592.0357 672.9879 16 9.789771 10.17946 9.20954 9.394437 0.0869863 3.165249 0.12673508 11394 1.6050574 up 9.984613 9.301989 0.275549 0.130742 0.682624 1.073385
1615011_aVvi.4667 Transcr ibed locus, weakly similar to XP_467603.1 putative homeodomain leucine zipper prote 25.83893 26.34921 61.24368 58.47251 16 4.691474 4.719688 5.936489 5.869687 9.15E-04 33.02736 0.022458 675 2.2934294 down 4.705581 5.903088 0.01995 0.047237 -1.1975066 0.797139
1615012_sVvi.7827 Transcr ibed locus, weakly similar to NP_180470.1 scarecrow transcr iption factor family prote 1039.648 1221.869 329.9785 322.2103 16 10.02188 10.25487 8.366228 8.331859 0.0043032 15.19498 0.02906817 2456 3.4565513 up 10.13838 8.349043 0.164752 0.024303 1.789333 1.214316
1615013_aVvi.3909 Transcr ibed locus, weakly similar to NP_849466.1 pfkB-type carbohydrate kinase family protei 7.019403 7.054213 6.823443 7.297102 16 2.811348 2.818485 2.7705 2.867324 0.9419028 0.082302 0.9506742 16447 1.002773 down 2.814917 2.818912 0.005046 0.068465 -0.0039952 0.998583
1615014_aVvi.15290 Transcr ibed locus 3.657883 3.674789 3.547586 3.558322 16 1.871009 1.877661 1.826838 1.831197 0.0076126 11.39577 0.03135112 4025 1.0319103 up 1.874335 1.829017 0.004704 0.003082 0.0453176 1.024777
1615015_aVvi.6691 Transcr ibed locus, moderately similar to XP_483801.1 putative aminopeptidase N [Oryza sativ 1366.992 1343.547 1392.081 1319.76 16 10.41679 10.39183 10.44303 10.36606 0.9959148 0.005775 0.99645495 16592 1.000162 down 10.40431 10.40454 0.017648 0.054424 -0.000234 0.999978
1615016_aVvi.1512 Transcr ibed locus, weakly similar to XP_477474.1 RRM-containing RNA-binding protein-like 518.2227 581.3234 621.4285 606.0896 16 9.017428 9.183197 9.279445 9.243387 0.1979248 1.8993 0.24935094 13177 1.1181412 down 9.100313 9.261416 0.117216 0.025496 -0.1611025 0.982605
1615017_aVvi.10971 Transcr ibed locus 4.931062 4.952523 4.747441 4.803701 16 2.301899 2.308164 2.24715 2.264146 0.0320301 5.452411 0.0599035 8876 1.0348222 up 2.305031 2.255648 0.00443 0.012018 0.0493829 1.021893
1615018_aVvi.434 Transcr ibed locus, moderately similar to NP_568778.1 NADH-ubiquinone oxidoreductase-re 1801.302 1715.294 1888.433 1969.575 16 10.81482 10.74424 10.88297 10.94367 0.1027233 2.874363 0.1450674 11755 1.0971715 down 10.77953 10.91332 0.049911 0.042918 -0.1337895 0.987741
1615019_aVvi.2789 Transcr ibed locus, weakly similar to NP_568446.1 pseudo-response regulator 5 (APRR5) [A  4.710004 4.73189 4.520374 4.509865 16 2.235728 2.242416 2.176442 2.173084 0.0033685 17.18636 0.02783547 2001 1.0455841 up 2.239072 2.174763 0.004729 0.002374 0.0643091 1.029571
1615020_aVvi.1121 Transcr ibed locus, weakly similar to NP_567837.1 expressed protein [Arabidopsis thaliana] 443.6513 473.7592 463.6823 481.5606 16 8.793283 8.88801 8.856993 8.911573 0.5084359 0.798282 0.55901015 15099 1.0307084 down 8.840647 8.884283 0.066982 0.038594 -0.043636 0.995088
1615021_at 94.11757 101.9574 91.91071 92.80744 16 6.556392 6.671824 6.522161 6.536168 0.2814724 1.461041 0.33720624 13857 1.0606464 up 6.614108 6.529164 0.081622 0.009905 0.0849437 1.01301
1615022_aVvi.12722 Transcr ibed locus 6.934412 7.159017 6.739471 6.764679 16 2.793773 2.839762 2.752635 2.758022 0.1174878 2.653814 0.16208513 12033 1.0435061 up 2.816768 2.755328 0.032518 0.003809 0.0614391 1.022298
1615023_aVvi.705 Transcr ibed locus, weakly similar to NP_566400.1 MD-2-related lipid recognition domain-con 5178.159 4878.91 5415.7 5113.252 16 12.33822 12.25234 12.40293 12.32003 0.3828928 1.109092 0.43851998 14495 1.0469528 down 12.29528 12.36148 0.060727 0.058624 -0.066197 0.994645
1615024_aVvi.7441 Transcr ibed locus, moderately similar to NP_178641.1 20S proteasome alpha subunit A2 (PA  4079.142 4025.155 3212.271 3356.735 16 11.99405 11.97483 11.64938 11.71284 0.011738 9.148565 0.03563257 5468 1.2339882 up 11.98444 11.68111 0.013591 0.044877 0.303329 1.025967
1615025_at 2207.298 2142.339 2825.921 2741.121 15 11.10807 11.06497 11.46451 11.42055 0.0073914 11.56696 0.03116885 3936 1.2798809 down 11.08652 11.44253 0.030473 0.031081 -0.35601 0.968887
1615026_aVvi.5499 Transcr ibed locus 216.0959 182.8556 265.399 266.1349 16 7.755528 7.514561 8.052019 8.056014 0.0736918 3.476948 0.11130193 10991 1.3369741 down 7.635045 8.054016 0.170389 0.002825 -0.4189714 0.94798
1615027_sVvi.8053 Transcr ibed locus, moderately similar to NP_565736.1 PUR alpha-1 protein [Arabidopsis tha 4289.377 4254.665 4085.297 4298.573 16 12.06655 12.05483 11.99623 12.06964 0.5330939 0.746692 0.58192027 15208 1.0194257 up 12.06069 12.03293 0.008289 0.051913 0.027757 1.002307
1615028_aVvi.10666 Transcr ibed locus, weakly similar to NP_182031.1 zinc finger (GATA type) family protein [Ara 3.756255 3.775133 3.646152 3.66548 16 1.909295 1.916527 1.866375 1.874002 0.014798 8.129 0.03877961 6332 1.030056 up 1.912911 1.870189 0.005114 0.005393 0.0427227 1.022844
1615029_aVvi.676 Transcr ibed locus, moderately similar to XP_464689.1 putative elongation factor 1-gamma [O    7992.456 8191.967 10557.32 11343.87 16 12.96442 12.99999 13.36596 13.46962 0.0154622 7.948431 0.03949129 6499 1.3524547 down 12.98221 13.41779 0.025152 0.073305 -0.43558 0.967537
1615030_aVvi.4586 Transcr ibed locus, moderately similar to NP_196242.1 expressed protein [Arabidopsis thalian 188.8372 190.8418 202.2909 182.3506 16 7.560999 7.576233 7.660288 7.510571 0.8439332 0.22345 0.86471516 16202 1.0117226 down 7.568616 7.58543 0.010772 0.105866 -0.0168137 0.997783
1615031_aVvi.14400 Transcr ibed locus 41.01213 51.97085 38.1886 45.67933 16 5.357979 5.699631 5.25507 5.51347 0.5693454 0.674821 0.61486197 15372 1.1053743 up 5.528805 5.38427 0.241584 0.182716 0.1445353 1.026844
1615032_s_at 1461.265 1430.258 2123.71 2094.969 16 10.513 10.48206 11.05237 11.03271 0.0011292 29.73385 0.0230302 813 1.459031 down 10.49753 11.04254 0.02188 0.0139 -0.5450105 0.950644
1615033_x_at 10.82751 10.88565 10.32342 10.28704 16 3.43663 3.444356 3.367849 3.362756 0.0037653 16.25074 0.0282353 2212 1.0534999 up 3.440493 3.365302 0.005463 0.003601 0.0751903 1.022343
1615034_aVvi.9842 Transcr ibed locus, weakly similar to NP_188808.2 expressed protein [Arabidopsis thaliana] 54.23559 48.06939 72.47347 62.14592 16 5.761168 5.587047 6.179381 5.957588 0.1075718 2.797238 0.15081124 11841 1.3143748 down 5.674108 6.068484 0.123122 0.156831 -0.3943767 0.935012
1615035_aVvi.13713 Transcr ibed locus, weakly similar to NP_910083.1 unknown protein [Oryza sativa (japonica cu 2069.125 1941.295 1918.869 1961.169 16 11.01481 10.9228 10.90604 10.9375 0.4353641 0.967499 0.48999494 14750 1.0331396 up 10.9688 10.92177 0.065055 0.022244 0.047035 1.004307
1615036_aVvi.4841 Transcr ibed locus 195.487 254.0935 182.8512 185.8742 16 7.610929 7.989216 7.514526 7.538183 0.2854852 1.444321 0.3411159 13893 1.2089193 up 7.800072 7.526354 0.26749 0.016728 0.2737177 1.036368
1615037_aVvi.5697 GO:001602Beta-6-xylosyltransferase (x34.1 gene) 26.59214 35.57109 51.46372 39.38427 16 4.732928 5.152633 5.685484 5.299548 0.1936197 1.928304 0.24490124 13124 1.4638169 down 4.942781 5.492516 0.296777 0.272898 -0.5497351 0.899912
1615038_aVvi.7162 Transcr ibed locus, strongly similar to NP_190930.1 inorganic pyrophosphatase, putative [solu 1882.081 1952.771 2580.456 2758.989 16 10.87811 10.93131 11.33341 11.42992 0.0130849 8.656045 0.03699555 5869 1.3918052 down 10.90471 11.38167 0.037614 0.068246 -0.476957 0.958094
1615039_sVvi.8126 Transcr ibed locus, strongly similar to NP_188850.1 20S proteasome alpha subunit C (PAC1)  4532.162 4522.089 3809.557 3744.345 16 12.14599 12.14277 11.89541 11.8705 0.0022996 20.81739 0.02616672 1458 1.1986637 up 12.14438 11.88295 0.002271 0.017614 0.261427 1.022
1615040_at 4.024149 4.057738 3.91746 3.938707 16 2.008684 2.020676 1.969919 1.977722 0.0293117 5.711696 0.05642125 8624 1.0287265 up 2.01468 1.97382 0.00848 0.005518 0.0408594 1.020701
1615041_aVvi.3025 Transcr ibed locus, moderately similar to NP_201329.1 polyadenylate-binding protein family pr 3450.082 3384.598 4058.352 4035.348 16 11.75242 11.72477 11.98668 11.97848 0.003474 16.92204 0.02799703 2058 1.1842594 down 11.73859 11.98258 0.019549 0.005798 -0.243985 0.979638
1615042_aVvi.15889 Transcr ibed locus 3.439472 3.451036 3.338358 3.354101 16 1.782187 1.787029 1.739139 1.745926 0.0096741 10.09314 0.03355114 4784 1.0295942 up 1.784608 1.742532 0.003424 0.004799 0.0420757 1.024146
1615043_at 7.332821 7.404794 6.875609 6.904358 16 2.874368 2.88846 2.781488 2.787507 0.0061915 12.64963 0.03023277 3399 1.0694853 up 2.881414 2.784497 0.009964 0.004257 0.0969167 1.034806
1615044_aVvi.535 Transcr ibed locus 358.3446 344.0933 332.6242 344.7531 16 8.485204 8.426656 8.377749 8.42942 0.3120118 1.340682 0.36774236 14085 1.0369493 up 8.45593 8.403585 0.0414 0.036536 0.0523455 1.006229
1615045_aVvi.1374 Transcr ibed locus 1514.795 1527.359 226.4084 229.0522 16 10.56491 10.57682 7.822784 7.839533 1.41E-05 266.5642 0.01194834 18 6.679349 up 10.57087 7.831158 0.008426 0.011844 2.739708 1.349847
1615046_aVvi.9204 Transcr ibed locus, moderately similar to NP_201420.1 ferredoxin--NADP(+) reductase, puta 5.449713 5.476724 5.20709 5.173558 16 2.44618 2.453313 2.380477 2.371157 0.006242 12.59792 0.03025465 3421 1.0525798 up 2.449747 2.375817 0.005044 0.006591 0.0739296 1.031118
1615047_aVvi.11328 Transcr ibed locus, weakly similar to NP_567501.1 armadillo/beta-catenin repeat family protein 48.41757 55.55141 11.79267 19.03238 16 5.597459 5.795752 3.559818 4.250384 0.0379358 4.986984 0.06737138 9347 3.4617558 up 5.696605 3.905101 0.140214 0.488304 1.7915037 1.45876
1615048_aVvi.7803 Transcr ibed locus 5.473594 5.51613 5.276917 5.297769 16 2.452488 2.463656 2.399695 2.405385 0.0124974 8.861138 0.03648191 5686 1.0392424 up 2.458072 2.40254 0.007897 0.004023 0.0555322 1.023114
1615049_aVvi.14621 Transcr ibed locus 3.230539 3.241177 3.133927 3.148999 16 1.691775 1.696518 1.647972 1.654893 0.0095105 10.18082 0.03339758 4726 1.0300496 up 1.694146 1.651433 0.003354 0.004895 0.0427138 1.025865
1615050_aVvi.2116 Transcr ibed locus, moderately similar to NP_172647.1 glycosyl hydrolase family 17 protein [A 372.1168 338.882 467.018 480.1277 16 8.539612 8.404639 8.867334 8.907274 0.0275532 5.89919 0.05410264 8454 1.3334634 down 8.472126 8.887304 0.09544 0.028242 -0.415178 0.953284
1615051_aVvi.7960 Transcr ibed locus 6.170803 6.191422 5.97999 5.962242 16 2.625458 2.630271 2.580143 2.575855 0.0041511 15.47258 0.0288721 2385 1.0351682 up 2.627864 2.577999 0.003403 0.003032 0.0498654 1.019343
1615052_aVvi.15150 Transcr ibed locus 4.284973 4.328232 4.13851 4.154914 16 2.099286 2.113778 2.049112 2.054819 0.0197664 7.006841 0.04473313 7335 1.038547 up 2.106532 2.051965 0.010247 0.004035 0.0545667 1.026592
1615053_aVvi.15432 Transcr ibed locus 4.075043 4.087813 3.972323 3.992238 16 2.026815 2.031329 1.989983 1.997198 0.0140789 8.338569 0.03806811 6139 1.0248991 up 2.029072 1.99359 0.003192 0.005102 0.0354819 1.017798
1615054_aVvi.11873 Transcr ibed locus, moderately similar to NP_197191.1 exostosin family protein [Arabidopsis t 150.9777 160.8322 212.6868 214.1235 16 7.238192 7.329412 7.732586 7.7423 0.0100692 9.890185 0.03397725 4919 1.369492 down 7.283802 7.737443 0.064502 0.006869 -0.453641 0.941371
1615055_at 9.629293 9.247446 8.163704 8.916273 12 3.26743 3.209055 3.029224 3.156441 0.173326 2.077719 0.22315307 12894 1.1060448 up 3.238242 3.092833 0.041277 0.089956 0.1454098 1.047015
1615056_aVvi.1785 Transcr ibed locus, weakly similar to NP_187718.1 outer membrane OMP85 family protein [Ar 471.2831 465.7679 672.0046 641.9206 16 8.88045 8.863467 9.392327 9.326251 0.0048639 14.28621 0.02938541 2747 1.4018484 down 8.871959 9.359289 0.012009 0.046723 -0.48733 0.947931
1615057_aVvi.15681 Transcr ibed locus 4.8775 4.90204 4.669946 4.676341 16 2.286142 2.293382 2.223406 2.22538 0.0032788 17.42109 0.02783547 1945 1.0463526 up 2.289762 2.224393 0.00512 0.001396 0.065369 1.029387
1615058_aVvi.3164 Transcr ibed locus, moderately similar to NP_563981.1 WD-40 repeat family protein [Arabidop 902.5968 815.8236 937.272 971.6138 16 9.817938 9.672113 9.872324 9.924239 0.1862277 1.980179 0.23706122 13041 1.112076 down 9.745026 9.898281 0.103113 0.03671 -0.153255 0.984517
1615059_aVvi.9980 Transcr ibed locus 493.6618 507.187 428.384 425.9786 16 8.947379 8.986374 8.742761 8.734637 0.0075323 11.45702 0.03129107 3994 1.1713548 up 8.966877 8.738699 0.027573 0.005744 0.228178 1.026111
1615060_aVvi.596 Transcr ibed locus, weakly similar to NP_177572.2 choline kinase, putative [Arabidopsis thalia 455.7606 458.5365 341.1957 297.3361 16 8.832132 8.840893 8.414455 8.215951 0.0344531 5.247263 0.06303611 9073 1.4352578 up 8.836513 8.315203 0.006195 0.140364 0.52131 1.062694
1615061_aVvi.6354 Transcr ibed locus 10.38 12.93892 9.486468 8.703574 16 3.375735 3.693646 3.245871 3.121608 0.1760464 2.056351 0.22607687 12927 1.2754009 up 3.53469 3.18374 0.224797 0.087867 0.3509507 1.110232
1615062_aVvi.3061 Transcr ibed locus, moderately similar to NP_187616.1 threonine ammonia-lyase / threonine d 186.3927 167.3428 221.5814 291.51 16 7.542202 7.386663 7.791693 8.187402 0.1321711 2.470088 0.1782972 12306 1.4390488 down 7.464432 7.989548 0.109982 0.279808 -0.5251155 0.934275
1615063_at 6.307507 6.34139 6.065394 6.044636 16 2.65707 2.664799 2.600601 2.595655 0.0052941 13.68902 0.02950386 2971 1.0444953 up 2.660934 2.598128 0.005465 0.003497 0.0628061 1.024174
1615064_x_at 2.953043 2.964957 2.870802 2.882161 16 1.562202 1.568011 1.521454 1.527151 0.0097947 10.02989 0.03370881 4823 1.0286874 up 1.565107 1.524302 0.004108 0.004029 0.0408045 1.026769
1615065_aVvi.7425 Transcr ibed locus, moderately similar to NP_565048.1 mitochondrial substrate carrier family 60.79734 64.65359 75.4008 64.66995 16 5.925936 6.014659 6.236508 6.015024 0.3223435 1.303208 0.37825465 14147 1.1137832 down 5.970297 6.125766 0.062736 0.156613 -0.1554687 0.974621
1615066_aVvi.1850 Transcr ibed locus, moderately similar to NP_565534.1 expressed protein [Arabidopsis thalian 188.8709 185.8996 165.9911 212.0384 16 7.561256 7.53838 7.374962 7.728182 0.9929919 0.00991 0.9940096 16582 1.0012164 down 7.549818 7.551572 0.016176 0.249765 -0.001754 0.999768
1615067_sVvi.7635 Putative ripening-induced protein 1 precursor (mrip1) 2748.648 2749.04 3726.869 3664.64 16 11.42451 11.42471 11.86375 11.83946 8.08E-04 35.15381 0.0221369 602 1.3444288 down 11.42461 11.8516 1.46E-04 0.017177 -0.426994 0.963972
1615068_aVvi.599 Transcr ibed locus, weakly similar to NP_195823.1 homeodomain protein (BELLRINGER) [Ar 25.95916 20.66522 63.73599 63.03473 16 4.698172 4.369133 5.994036 5.978075 0.0126183 8.817783 0.03658449 5725 2.736635 down 4.533652 5.986055 0.232666 0.011286 -1.4524031 0.757369
1615069_aVvi.2584 Transcr ibed locus, moderately similar to NP_911150.1 aldo/keto reductase family-like protein    62.43202 77.42414 11.42553 11.73696 16 5.964214 6.274711 3.514189 3.552987 0.0036408 16.52784 0.02818367 2142 6.003796 up 6.119463 3.533588 0.219554 0.027434 2.585875 1.731799
1615070_aVvi.10722 Transcr ibed locus, moderately similar to NP_564639.1 hydroxyproline-rich glycoprotein family 270.937 254.6005 351.4269 376.0742 16 8.081814 7.992092 8.457081 8.554873 0.0194351 7.068106 0.04444381 7259 1.3841734 down 8.036953 8.505978 0.063443 0.06915 -0.469025 0.944859
1615071_aVvi.3032 Transcr ibed locus, moderately similar to XP_467583.1 CGI-144-like protein [Oryza sativa (jap 1437.371 1468.136 1119.066 1058.814 16 10.48922 10.51977 10.12808 10.04823 0.0103777 9.739762 0.03441097 5005 1.3345357 up 10.50449 10.08816 0.021604 0.05646 0.416338 1.04127
1615072_aVvi.13139 Transcr ibed locus 6.237558 6.28288 6.011297 6.590887 16 2.640981 2.651426 2.587676 2.720473 0.9167298 0.118173 0.9294948 16373 1.0054704 down 2.646204 2.654074 0.007385 0.093901 -0.0078706 0.997035
1615073_aVvi.3407 Transcr ibed locus, weakly similar to NP_565279.1 expressed protein [Arabidopsis thaliana] 809.8139 768.6813 943.9692 858.2111 16 9.661447 9.586242 9.882596 9.745189 0.1360248 2.426539 0.18254656 12370 1.1408018 down 9.623844 9.813892 0.053178 0.097162 -0.190048 0.980635
1615074_aVvi.7156 Transcr ibed locus, moderately similar to NP_564596.1 ubiquitin-specific protease 6, putative  2441.149 2500.247 2331.898 2266.318 16 11.25335 11.28786 11.18729 11.14613 0.0607911 3.86852 0.09574559 10540 1.0746654 up 11.2706 11.16671 0.024403 0.029101 0.103887 1.009303
1615075_aVvi.15170 Transcr ibed locus 3.731424 3.74547 3.621041 3.62973 16 1.899726 1.905147 1.856404 1.859862 0.0052247 13.78048 0.02950386 2938 1.031185 up 1.902437 1.858133 0.003833 0.002445 0.0443032 1.023843
1615076_at 257.7611 241.8279 241.604 243.6485 16 8.009891 7.917837 7.916501 7.928658 0.4676914 0.889254 0.5203466 14921 1.02903 up 7.963864 7.922579 0.065092 0.008596 0.041285 1.005211
1615077_aVvi.6731 Transcr ibed locus, moderately similar to NP_171828.1 expressed protein [Arabidopsis thalian 788.6615 710.8264 558.4614 518.9752 16 9.623262 9.473353 9.125314 9.019522 0.0352111 5.187398 0.06400117 9132 1.3907752 up 9.548307 9.072418 0.106002 0.074806 0.475889 1.052454
1615078_aVvi.1188 Transcr ibed locus 2172.424 2124.899 2360.822 2456.699 16 11.08509 11.05318 11.20507 11.26251 0.0375765 5.012178 0.06687164 9328 1.1208985 down 11.06913 11.23379 0.022564 0.040611 -0.164655 0.985343
1615079_x_at 10244.68 10930.84 9117.387 9075.409 16 13.32259 13.41612 13.1544 13.14775 0.043169 4.655729 0.07402306 9681 1.1633419 up 13.36935 13.15108 0.066135 0.004706 0.218275 1.016598
1615080_aVvi.3199 Transcr ibed locus, weakly similar to NP_919858.1 putative RNA-binding protein [Oryza sativa 1473.294 1522.149 1643.153 1506.718 16 10.52483 10.57189 10.68225 10.55719 0.3973123 1.068112 0.45256802 14574 1.0507071 down 10.54836 10.61972 0.033279 0.088429 -0.07136 0.99328
1615081_at 805.2744 838.3997 851.2097 843.0848 16 9.653337 9.711494 9.733371 9.719534 0.2785829 1.473266 0.3342029 13838 1.0309947 down 9.682415 9.726452 0.041124 0.009784 -0.044037 0.995472
1615082_aVvi.15324 Transcr ibed locus 3.995297 4.01171 3.877322 3.867409 16 1.998303 2.004217 1.955061 1.951367 0.0052244 13.78083 0.02950386 2937 1.0338638 up 2.00126 1.953214 0.004182 0.002612 0.0480461 1.024598
1615083_aVvi.14523 Transcr ibed locus 6.456445 6.482717 8.391371 6.417336 16 2.69074 2.696599 3.068907 2.681974 0.4466731 0.939443 0.5003486 14820 1.1342757 down 2.693669 2.875441 0.004143 0.273602 -0.1817713 0.936785
1615084_aVvi.3195 Transcr ibed locus, moderately similar to NP_171913.1 eukaryotic translation initiation factor 2 1674.719 1610.42 2220.949 2232.793 16 10.7097 10.65322 11.11696 11.12463 0.004182 15.41495 0.0288901 2398 1.3559791 down 10.68146 11.1208 0.039939 0.005426 -0.439335 0.960494
1615085_at 13425.48 13337.3 13976.82 13228.33 16 13.71269 13.70318 13.77075 13.69134 0.6216578 0.578024 0.6635013 15554 1.0161493 down 13.70793 13.73105 0.006721 0.056148 -0.023113 0.998317
1615086_sVvi.7395 Transcr ibed locus, moderately similar to NP_565585.1 MIR domain-containing protein [Arabi 1733.282 1786.819 1132.127 1163.046 16 10.75929 10.80318 10.14482 10.18369 0.0022498 21.04743 0.02595298 1437 1.533659 up 10.78124 10.16426 0.031033 0.027487 0.616978 1.060701
1615087_aVvi.15580 Transcr ibed locus 4.774702 4.78661 4.563521 4.561493 16 2.255411 2.259004 2.190147 2.189506 7.33E-04 36.9186 0.02181481 556 1.0478126 up 2.257207 2.189827 0.002541 4.54E-04 0.0673807 1.03077
1615088_aVvi.15465 Transcr ibed locus 3.17694 3.185134 3.082453 3.092077 16 1.667638 1.671354 1.624079 1.628576 0.0045345 14.79971 0.02926091 2566 1.0303745 up 1.669496 1.626327 0.002628 0.00318 0.0431687 1.026544
1615089_aVvi.5278 Transcr ibed locus, strongly similar to NP_912523.1 Putative beta tubulin [Oryza sativa (japon  653.1431 887.7632 7166.584 7944.58 16 9.351255 9.794031 12.80707 12.95576 0.0049448 14.16807 0.02943507 2782 9.9092045 down 9.572643 12.88141 0.31309 0.105138 -3.3087695 0.743136
1615090_at 12160.56 12604.77 7555.913 8064.34 16 13.56992 13.62168 12.88339 12.97734 0.0064333 12.40734 0.0304118 3511 1.5860462 up 13.5958 12.93037 0.036601 0.066432 0.6654345 1.051463
1615091_aVvi.8261 Transcr ibed locus 100.088 112.0486 147.7315 156.4069 16 6.645125 6.807981 7.206834 7.28916 0.0292789 5.715045 0.05638419 8620 1.4353911 down 6.726553 7.247997 0.115156 0.058213 -0.521444 0.928057
1615092_aVvi.3314 Transcr ibed locus, weakly similar to NP_192260.1 zinc finger (C3HC4-type RING finger) fam 351.7746 346.8721 191.7392 164.4383 16 8.458508 8.43826 7.583001 7.361403 0.0127427 8.773813 0.036716 5759 1.9672517 up 8.448383 7.472202 0.014317 0.156694 0.976181 1.130642
1615093_aVvi.6578 Transcr ibed locus 4.155856 4.180774 4.045988 4.060935 16 2.055146 2.06377 2.016492 2.021812 0.0154367 7.955161 0.0394629 6492 1.028332 up 2.059458 2.019152 0.006098 0.003762 0.0403061 1.019962
1615094_aVvi.3318 Transcr ibed locus 197.7928 242.6323 266.1038 253.5582 16 7.627846 7.922628 8.055845 7.986173 0.246109 1.622776 0.3003456 13603 1.1857274 down 7.775237 8.021009 0.208442 0.049266 -0.245772 0.969359
1615095_aVvi.3218 Transcr ibed locus, moderately similar to NP_200065.1 tRNA synthetase class II (G, H, P and 195.2913 189.944 154.4226 147.2536 16 7.609484 7.56943 7.27074 7.202159 0.012419 8.889606 0.03637976 5666 1.2772202 up 7.589457 7.23645 0.028322 0.048494 0.3530073 1.048782
1615096_aVvi.15253 Transcr ibed locus 216.7805 207.2909 268.3101 232.4885 16 7.760091 7.695513 8.067758 7.861016 0.1605436 2.1846 0.2093727 12729 1.1782001 down 7.727802 7.964387 0.045664 0.146189 -0.2365847 0.970295
1615097_at 3.897636 3.926284 3.761555 3.862843 16 1.962599 1.973165 1.911329 1.949663 0.200794 1.880433 0.2525632 13198 1.0262526 up 1.967882 1.930496 0.007471 0.027106 0.0373859 1.019366
1615098_aVvi.1599 Transcr ibed locus, moderately similar to NP_051083.1 ATP-dependent Clp protease proteoly 13195.72 13789.68 13010.22 13780.82 16 13.68778 13.7513 13.66736 13.75037 0.8570446 0.204267 0.87668854 16229 1.0074271 up 13.71954 13.70887 0.044915 0.058701 0.010676 1.000779
1615099_sVvi.13134 Transcr ibed locus, strongly similar to NP_051070.1 photosystem I assembly protein ycf4 [Ara  4301.131 4093.951 3673.992 3624.589 16 12.0705 11.99928 11.84313 11.8236 0.0319735 5.457473 0.0598314 8871 1.14991 up 12.03489 11.83337 0.050362 0.01381 0.201521 1.01703
1615100_aVvi.3214 Transcr ibed locus, strongly similar to NP_187644.1 transcr iption initiation factor IIB-2 / gene 45.45515 37.66565 32.375 32.77023 16 5.506372 5.235178 5.016808 5.034314 0.1262482 2.54059 0.17177281 12201 1.2703393 up 5.370775 5.025561 0.191763 0.012378 0.3452137 1.068692
1615101_aVvi.14705 Transcr ibed locus 7.73345 7.827046 7.205155 7.170238 16 2.951112 2.968468 2.84903 2.842021 0.0066414 12.20951 0.03064144 3596 1.0824234 up 2.95979 2.845525 0.012272 0.004956 0.1142649 1.040156
1615102_aVvi.4844 Transcr ibed locus, moderately similar to XP_507608.1 PREDICTED P0562A06.23 gene prod 805.8404 746.9024 919.2386 1034.917 16 9.65435 9.544776 9.844296 10.0153 0.0829625 3.251964 0.12195361 11293 1.2572178 down 9.599564 9.929798 0.077481 0.120918 -0.330234 0.966743
1615103_aVvi.283 Transcr ibed locus, weakly similar to NP_974873.1 expressed protein [Arabidopsis thaliana] 231.8903 201.7838 373.4043 335.6955 16 7.857299 7.656666 8.544595 8.391009 0.0301664 5.626464 0.05759895 8694 1.6367333 down 7.756983 8.467802 0.141869 0.108601 -0.710819 0.916056
1615104_s_at 7752.81 6907.995 3100.151 4220.906 16 12.9205 12.75405 11.59812 12.04334 0.0505483 4.277384 0.08318223 10086 2.023074 up 12.83728 11.82073 0.117699 0.314815 1.016549 1.085997
1615105_s_at 25064.38 25891.24 24800.43 27161 16 14.61335 14.66018 14.59808 14.72925 0.7365208 0.386264 0.7686038 15908 1.0188202 down 14.63676 14.66366 0.033111 0.092753 -0.026899 0.998166
1615106_at 8.413133 8.491342 10.81642 8.330864 16 3.072643 3.085992 3.435152 3.058466 0.4679154 0.888732 0.5204797 14924 1.123104 down 3.079318 3.246809 0.009439 0.266357 -0.1674914 0.948414
1615107_aVvi.15714 Transcr ibed locus 3.733856 3.747705 3.624903 3.653898 16 1.900666 1.906007 1.857942 1.869436 0.0246084 6.256415 0.05073357 8051 1.0278627 up 1.903337 1.863689 0.003777 0.008127 0.0396474 1.021274
1615108_aVvi.15020 Transcr ibed locus 8.576757 8.684966 8.080862 7.858511 16 3.100432 3.11852 3.014509 2.974256 0.0348451 5.216065 0.06350876 9107 1.0830454 up 3.109476 2.994382 0.01279 0.028463 0.1150936 1.038437
1615109_at 6.316084 6.351271 5.903692 5.892615 16 2.65903 2.667045 2.561617 2.558908 0.0016899 24.29537 0.02493529 1118 1.073837 up 2.663038 2.560263 0.005667 0.001916 0.1027751 1.040142
1615110_aVvi.13752 Transcr ibed locus, moderately similar to XP_476106.1 putative thioredoxin [Oryza sativa (japo 4.041286 4.080654 3.911226 3.916723 16 2.014814 2.0288 1.967621 1.969647 0.017204 7.525323 0.04163794 6858 1.0375446 up 2.021807 1.968634 0.00989 0.001433 0.0531733 1.02701
1615111_aVvi.15734 Transcr ibed locus 4.002641 4.021928 3.88779 3.916241 16 2.000952 2.007887 1.95895 1.969469 0.023677 6.382874 0.049507 7939 1.0282634 up 2.00442 1.96421 0.004904 0.007438 0.04021 1.020471
1615112_aVvi.13947 Transcr ibed locus, moderately similar to NP_564831.2 expressed protein [Arabidopsis thalian 4.791736 4.817645 4.652923 4.680112 16 2.260548 2.268328 2.218137 2.226543 0.0180072 7.351038 0.04268484 7002 1.02961 up 2.264438 2.22234 0.005501 0.005944 0.0420982 1.018943
1615113_aVvi.1111 Transcr ibed locus, weakly similar to XP_463732.1 B1147A04.10 [Oryza sativa (japonica cultiv 7169.052 8272.517 8749.483 8831.638 16 12.80757 13.01411 13.09498 13.10847 0.2064216 1.844451 0.25858384 13252 1.1414634 down 12.91084 13.10172 0.146048 0.009534 -0.190885 0.985431
1615114_aVvi.6093 GO:000911Putative ripening-related protein (grip58 gene) 5558.681 5348.668 5312.687 5717.22 16 12.44053 12.38496 12.37523 12.4811 0.8206038 0.257888 0.8445118 16131 1.0107443 down 12.41274 12.42816 0.03929 0.074864 -0.0154185 0.998759
1615115_aVvi.761 Transcr ibed locus, moderately similar to NP_568148.1 ubiquitin-conjugating enzyme, putative 406.0029 381.741 778.1414 766.3905 16 8.665346 8.57645 9.603889 9.581936 0.0022112 21.23083 0.02589414 1415 1.9615777 down 8.620898 9.592913 0.062859 0.015523 -0.972015 0.898674
1615116_s_at 120.0086 118.7658 102.2292 77.97219 16 6.906993 6.891975 6.675663 6.284888 0.1652491 2.143946 0.21448399 12790 1.3371947 up 6.899485 6.480275 0.010619 0.276319 0.4192096 1.06469
1615117_aVvi.574 GO:000436Glutathione S-transferase (GST4) 6.762147 6.570982 6.13704 6.35719 16 2.757481 2.716109 2.617543 2.668389 0.1034324 2.862764 0.14584553 11773 1.067199 up 2.736795 2.642966 0.029255 0.035954 0.0938292 1.035501
1615118_aVvi.10585 Transcr ibed locus, moderately similar to NP_180431.1 beta-ketoacyl-CoA synthase family pro 3.927421 3.962851 3.793798 3.814716 16 1.973582 1.986539 1.923643 1.931576 0.020335 6.90518 0.04538358 7437 1.0370255 up 1.980061 1.927609 0.009161 0.005609 0.0524513 1.027211
1615119_aVvi.14735 Transcr ibed locus 6.624695 6.682372 6.235026 6.273041 16 2.727854 2.74036 2.640396 2.649165 0.0072306 11.69631 0.03106309 3863 1.0638736 up 2.734107 2.64478 0.008843 0.006201 0.0893268 1.033775
1615120_aVvi.14867 Transcr ibed locus 3.545882 3.562179 3.432598 3.448264 16 1.826144 1.83276 1.779301 1.78587 0.0097489 10.05376 0.0336397 4809 1.033019 up 1.829452 1.782586 0.004678 0.004645 0.0468667 1.026291
1615121_at 38.3503 43.21861 37.3382 37.24492 16 5.261166 5.433581 5.22258 5.218972 0.2797757 1.4682 0.3354399 13846 1.0917158 up 5.347374 5.220776 0.121916 0.002552 0.1265975 1.024249
1615122_aVvi.7165 Transcr ibed locus, moderately similar to NP_565411.2 calcium-dependent protein kinase isof 1176.17 1061.81 1309.96 1355.114 16 10.19988 10.05231 10.35531 10.4042 0.0824549 3.263333 0.1213578 11279 1.1922264 down 10.1261 10.37975 0.104348 0.034572 -0.253658 0.975562
1615123_at 4.19443 4.216766 4.087853 4.104796 16 2.068475 2.076137 2.031344 2.037311 0.0159571 7.821247 0.04004844 6614 1.0266745 up 2.072306 2.034327 0.005418 0.004219 0.037979 1.018669
1615124_aVvi.11918 Transcr ibed locus, weakly similar to NP_916099.1 putative GDSL-motif lipase/hydrolase-like p     4.194689 4.212193 4.07514 4.095701 16 2.068564 2.074571 2.02685 2.03411 0.0128979 8.719808 0.03683278 5812 1.0288892 up 2.071568 2.03048 0.004248 0.005134 0.0410875 1.020235
1615125_aVvi.10492 Transcr ibed locus, moderately similar to NP_187019.1 glycosyltransferase family 14 protein / 7.052103 7.085209 8.088475 8.212032 16 2.818054 2.824811 3.015868 3.037739 0.0030917 17.943 0.02770756 1850 1.1529831 down 2.821432 3.026804 0.004778 0.015466 -0.2053715 0.932149
1615126_aVvi.9040 Transcr ibed locus, weakly similar to NP_566869.1 sec23/sec24 transport family protein [Arab 1619.584 1521.398 1882.196 1704.013 16 10.66141 10.57118 10.8782 10.73472 0.1539972 2.243956 0.20233151 12635 1.1408954 down 10.6163 10.80646 0.063799 0.101457 -0.190166 0.982403
1615127_aVvi.15523 Transcr ibed locus 3.316511 3.336223 3.232618 3.246093 16 1.729666 1.738216 1.692703 1.698705 0.0181495 7.321375 0.04285332 7030 1.0268583 up 1.733941 1.695704 0.006045 0.004244 0.0382373 1.02255
1615128_aVvi.3553 Transcr ibed locus, weakly similar to NP_181234.1 UDP-glucoronosyl/UDP-glucosyl transfer 4.460852 4.390322 4.229172 4.242414 16 2.157319 2.134327 2.080375 2.084885 0.0326938 5.393991 0.06083068 8921 1.0447754 up 2.145823 2.08263 0.016258 0.003189 0.0631928 1.030343
1615129_aVvi.5060 Transcr ibed locus, moderately similar to NP_200632.2 bis(5'-adenosyl)-triphosphatase, putat  1414.986 1262.367 1184.357 1136.269 16 10.46657 10.30192 10.20989 10.15009 0.1449484 2.331968 0.19217645 12521 1.1520914 up 10.38424 10.17999 0.116429 0.042284 0.204255 1.020064
1615130_aVvi.5817 Transcr ibed locus, moderately similar to NP_198322.1 GDSL-motif lipase/hydrolase family pr 5.552038 5.575493 5.279683 5.328745 16 2.473018 2.4791 2.400451 2.413796 0.011126 9.401178 0.0350667 5266 1.048942 up 2.476059 2.407124 0.004301 0.009436 0.0689349 1.028638
1615131_aVvi.2528 Transcr ibed locus, moderately similar to XP_469336.1 unknown protein [Oryza sativa] 8456.903 7961.566 8822.814 8790.737 16 13.04591 12.95884 13.10702 13.10177 0.1442554 2.339021 0.19147308 12506 1.0732768 down 13.00238 13.1044 0.061572 0.003715 -0.102022 0.992215
1615132_aVvi.1418 Transcr ibed locus 210.11 180.5779 143.9173 132.8779 16 7.715002 7.496478 7.169096 7.053957 0.0571464 4.001702 0.09136601 10383 1.4085523 up 7.60574 7.111527 0.15452 0.081416 0.4942131 1.069495
1615133_at 5.80465 5.81312 5.571298 5.565768 16 2.537209 2.539313 2.478014 2.476581 4.35E-04 47.90317 0.01871624 383 1.0431623 up 2.538261 2.477297 0.001488 0.001013 0.0609637 1.024609
1615134_aVvi.2695 Transcr ibed locus, moderately similar to NP_199917.1 expressed protein [Arabidopsis thalian 2588.72 2531.09 1151.456 1087.972 16 11.33802 11.30554 10.16924 10.08743 0.0013574 27.11491 0.02385507 940 2.2869868 up 11.32178 10.12834 0.022967 0.057854 1.193448 1.117833
1615135_aVvi.8368 Transcr ibed locus 5.599393 5.62411 5.347084 5.32252 16 2.485271 2.491625 2.418752 2.412109 0.0039391 15.88595 0.02848929 2290 1.0519141 up 2.488448 2.415431 0.004493 0.004697 0.0730169 1.030229
1615136_at 219.4434 198.0382 208.8658 230.6536 16 7.777705 7.629635 7.706432 7.849584 0.545352 0.721893 0.5934282 15256 1.0528785 down 7.70367 7.778009 0.104701 0.101224 -0.074339 0.990442
1615137_aVvi.1564 Transcr ibed locus, moderately similar to NP_176030.1 calreticulin 1 (CRT1) [Arabidopsis tha 7133.338 7547.432 7413.333 7520.857 16 12.80036 12.88177 12.85591 12.87668 0.6091342 0.600542 0.652021 15509 1.0176402 down 12.84107 12.86629 0.057565 0.01469 -0.025228 0.998039
1615138_aVvi.12209 Transcr ibed locus, moderately similar to NP_566960.1 protein tyrosine phosphatase/kinase in 3.577845 3.598462 3.450629 3.474054 16 1.839091 1.847381 1.786859 1.79662 0.0151109 8.042474 0.03904603 6423 1.036339 up 1.843236 1.79174 0.005862 0.006902 0.051496 1.028741
1615139_at 1078.455 1067.622 25.77857 69.3883 16 10.07475 10.06018 4.6881 6.116621 0.0226507 6.531044 0.04818637 7803 25.370962 up 10.06747 5.40236 0.010299 1.010116 4.6651066 1.863531
1615140_s_at 337.4761 306.763 129.7507 113.7896 16 8.398642 8.260981 7.019598 6.830224 0.0068713 12.00147 0.03077344 3705 2.6479952 up 8.329811 6.924911 0.097341 0.133907 1.4049005 1.202876
1615141_aVvi.7854 Transcr ibed locus, weakly similar to XP_467800.1 glutaredoxin-like [Oryza sativa (japonica cu 2852.551 2527.24 7.061326 7.005615 16 11.47804 11.30335 2.819939 2.808512 1.04E-04 97.98114 0.01628633 104 381.7453 up 11.39069 2.814225 0.123525 0.00808 8.5764666 4.047541
1615142_aVvi.11256 Transcr ibed locus 176.99 187.613 194.2578 173.0096 16 7.467524 7.551617 7.601829 7.434708 0.9343902 0.092987 0.94405705 16431 1.0060475 down 7.50957 7.518269 0.059462 0.118172 -0.0086986 0.998843
1615143_aVvi.2654 Transcr ibed locus, weakly similar to NP_195981.1 GDSL-motif lipase/hydrolase family protein 5.060909 5.059851 4.847623 4.866657 16 2.339397 2.339095 2.277278 2.282931 0.0022833 20.89181 0.02610696 1450 1.0418456 up 2.339246 2.280104 2.13E-04 0.003998 0.0591414 1.025938
1615144_aVvi.14370 Transcr ibed locus 3.998272 4.0103 3.852617 3.863422 16 1.999377 2.00371 1.945839 1.949879 0.0030312 18.1219 0.02766159 1814 1.0379124 up 2.001544 1.947859 0.003064 0.002857 0.0536847 1.027561
1615145_aVvi.15668 Transcr ibed locus 48.94372 51.85116 22.04949 15.10606 16 5.613052 5.696304 4.462674 3.917056 0.033709 5.30794 0.06206467 9016 2.7602782 up 5.654678 4.189865 0.058868 0.38581 1.4648137 1.349609
1615146_aVvi.15094 Transcr ibed locus 4.055373 4.04739 3.879874 3.917459 16 2.019835 2.016992 1.95601 1.969918 0.0159948 7.811801 0.04010628 6618 1.0391824 up 2.018413 1.962964 0.00201 0.009835 0.055449 1.028248
1615147_aVvi.813 Transcr ibed locus 925.4735 1135.936 807.6274 1026.713 16 9.854048 10.14967 9.657546 10.00382 0.5305373 0.751933 0.57962483 15195 1.1259758 up 10.00186 9.830681 0.209034 0.24485 0.171176 1.017412
1615148_aVvi.1074 Transcr ibed locus, strongly similar to NP_915397.1 putative protein kinase AFC1 [Oryza sativ 173.7238 171.1802 234.5449 246.7819 16 7.440652 7.419372 7.87372 7.947093 0.0062631 12.57644 0.03028837 3432 1.395125 down 7.430012 7.910406 0.015047 0.051882 -0.4803943 0.939271
1615149_aVvi.15237 Transcr ibed locus 197.8425 186.8506 218.8341 213.9682 16 7.628209 7.545741 7.773694 7.741252 0.0613861 3.847879 0.09653337 10556 1.1254468 down 7.586975 7.757473 0.058313 0.02294 -0.170498 0.978021
1615150_aVvi.7339 Transcr ibed locus, weakly similar to NP_918652.1 P0520B06.18 [Oryza sativa (japonica cultiv 17426.27 18330.45 18583.96 19357.93 16 14.08898 14.16196 14.18177 14.24064 0.2089292 1.828835 0.26127163 13275 1.0612307 down 14.12547 14.2112 0.051605 0.041625 -0.085739 0.993967
1615151_aVvi.3326 Transcr ibed locus, moderately similar to NP_565438.1 ribosomal protein L6 family protein [Ar 476.4267 500.0307 754.5497 819.6881 16 8.896111 8.965873 9.559472 9.678931 0.0099508 9.949726 0.03389936 4870 1.6112826 down 8.930992 9.619202 0.049329 0.08447 -0.68821 0.928455
1615152_at 6.341349 6.32869 6.01953 6.008459 16 2.66479 2.661907 2.589651 2.586995 6.82E-04 38.28088 0.02179512 517 1.0533795 up 2.663348 2.588323 0.002038 0.001878 0.0750253 1.028986
1615153_aVvi.15744 Transcr ibed locus 3.958429 3.995682 3.895393 3.893415 16 1.984928 1.998442 1.961769 1.961036 0.0464792 4.475142 0.07814837 9873 1.0212121 up 1.991685 1.961402 0.009556 5.18E-04 0.0302825 1.015439
1615154_aVvi.10026 Transcr ibed locus, moderately similar to NP_566342.1 expressed protein [Arabidopsis thalian 788.2086 744.2317 581.8608 525.0622 16 9.622434 9.539608 9.18453 9.036345 0.0310284 5.544041 0.05862456 8786 1.3856692 up 9.58102 9.110437 0.058567 0.104783 0.470583 1.051653
1615155_aVvi.9562 Transcr ibed locus, moderately similar to XP_467592.1 unknown protein [Oryza sativa (japonic 5.203488 5.196939 4.952132 4.927761 16 2.379479 2.377662 2.30805 2.300932 0.0024492 20.16929 0.02638588 1539 1.0526892 up 2.378571 2.304491 0.001285 0.005033 0.0740796 1.032146
1615156_aVvi.10483 Transcr ibed locus, weakly similar to XP_481933.1 putative phosphatidic acid phosphatase bet 93.52251 100.3145 150.5 146.4125 16 6.547242 6.648387 7.23362 7.193894 0.0076916 11.33641 0.03135112 4064 1.5325594 down 6.597814 7.213757 0.07152 0.02809 -0.615943 0.914616
1615157_aVvi.11573 Transcr ibed locus, weakly similar to NP_179407.1 peroxidase, putative [Arabidopsis thaliana] 5.723196 5.764813 5.411451 5.411151 16 2.516821 2.527274 2.436016 2.435936 0.003667 16.46825 0.02821112 2157 1.061476 up 2.522047 2.435976 0.007391 5.66E-05 0.0860717 1.035334
1615158_aVvi.8803 Transcr ibed locus, weakly similar to NP_568905.1 lipid transfer protein 3 (LTP3) [Arabidopsis 3.236482 3.260063 3.159385 3.211092 16 1.694426 1.7049 1.659644 1.683064 0.1580412 2.20689 0.20677754 12688 1.0198164 up 1.699663 1.671354 0.007406 0.016561 0.0283095 1.016938
1615159_sVvi.14755 Transcr ibed locus 1147.94 1098.167 957.588 944.6553 16 10.16483 10.10088 9.903261 9.883644 0.0189635 7.158046 0.04383667 7180 1.1805047 up 10.13286 9.893453 0.045219 0.013871 0.239403 1.024198
1615160_aVvi.12178 Transcr ibed locus 712.0613 557.5101 880.4526 1181.669 16 9.475858 9.122854 9.782102 10.20661 0.1281346 2.517642 0.17390557 12231 1.6188841 down 9.299356 9.994356 0.249611 0.300173 -0.695 0.930461
1615161_aVvi.9958 Transcr ibed locus 7.058455 7.023715 7.113808 6.544721 16 2.819352 2.812234 2.830622 2.710332 0.5304382 0.752136 0.57955486 15194 1.0319095 up 2.815793 2.770477 0.005033 0.085058 0.0453165 1.016357
1615162_aVvi.2224 Transcr ibed locus, moderately similar to NP_197125.2 HEAT repeat-containing protein [Arab 414.0816 383.4669 338.277 349.1143 16 8.693771 8.582958 8.402061 8.447556 0.0704476 3.565558 0.10756651 10872 1.1595429 up 8.638365 8.424809 0.078357 0.032169 0.2135565 1.025349
1615163_aVvi.8958 Transcr ibed locus, moderately similar to NP_563981.1 WD-40 repeat family protein [Arabidop 568.6995 574.7 481.5978 460.322 16 9.151523 9.166665 8.911685 8.846499 0.0139818 8.368098 0.03793526 6118 1.2141963 up 9.159094 8.879092 0.010707 0.046093 0.280002 1.031535
1615164_aVvi.3097 Transcr ibed locus, weakly similar to NP_563635.1 short-chain dehydrogenase/reductase (SD    457.6354 473.1626 316.3229 311.2553 16 8.838055 8.886192 8.305254 8.281955 0.0022049 21.26108 0.02588821 1413 1.483001 up 8.862124 8.293604 0.034038 0.016475 0.5685195 1.068549
1615165_aVvi.3573 Transcr ibed locus 41.27668 38.34779 42.08639 47.04928 16 5.367255 5.261072 5.395282 5.556101 0.2356582 1.67637 0.2895499 13511 1.1184711 down 5.314163 5.475691 0.075083 0.113716 -0.1615283 0.970501
1615166_aVvi.14333 Transcr ibed locus 2.840306 2.862587 2.768271 2.778124 16 1.506047 1.51732 1.468985 1.474111 0.0229835 6.481925 0.04860165 7850 1.0282103 up 1.511683 1.471548 0.007971 0.003624 0.0401353 1.027274
1615167_aVvi.12261 Transcr ibed locus, weakly similar to NP_197009.1 glycosyltransferase family 14 protein / core 6.90679 9.386257 16.50831 12.02375 16 2.788015 3.23055 4.04512 3.587815 0.1265533 2.536845 0.17210342 12207 1.7497935 down 3.009283 3.816467 0.312919 0.323364 -0.8071847 0.7885
1615168_aVvi.16017 Transcr ibed locus 177.5402 178.2834 73.46034 70.01273 16 7.472002 7.478028 6.198894 6.129546 7.04E-04 37.66129 0.02180507 533 2.4807825 up 7.475015 6.16422 0.004261 0.049037 1.310795 1.212646
1615169_aVvi.1874 Transcr ibed locus, weakly similar to NP_188045.1 expressed protein [Arabidopsis thaliana] 97.9334 94.29309 86.87004 87.33409 16 6.613729 6.55908 6.440787 6.448473 0.035856 5.137944 0.06479603 9186 1.1032614 up 6.586404 6.44463 0.038643 0.005435 0.1417746 1.021999
1615170_sVvi.7616 Putative ripening-related protein (grip61 gene) 7977.202 7774.734 5065.684 4838.903 16 12.96167 12.92458 12.30654 12.24047 0.003186 17.67422 0.02774722 1903 1.5906523 up 12.94312 12.2735 0.026225 0.046723 0.669619 1.054558
1615171_aVvi.15286 Transcr ibed locus 6.015982 5.965606 5.728528 5.77085 16 2.5888 2.576669 2.518164 2.528784 0.0180068 7.351138 0.04268484 7001 1.0419315 up 2.582735 2.523474 0.008578 0.007509 0.0592604 1.023484
1615172_aVvi.5597 Transcr ibed locus 6.639572 6.727089 6.295382 6.270618 16 2.73109 2.749982 2.654294 2.648608 0.0120405 9.030824 0.03593332 5562 1.0636958 up 2.740536 2.651451 0.013359 0.004021 0.0890856 1.033599
1615173_aVvi.7756 Transcr ibed locus, strongly similar to NP_195311.1 Ras-related GTP-binding protein, putativ 1222.505 1274.446 823.1682 795.2693 16 10.25563 10.31566 9.685043 9.6353 0.0038616 16.04552 0.02834254 2261 1.5427115 up 10.28564 9.660172 0.042448 0.035174 0.6254685 1.064747
1615174_sVvi.6810 GO:000680Putative leucoanthocyanidin reductase 2 (lar2 gene) 221.8332 232.5352 75.75982 78.37739 16 7.793332 7.861305 6.243361 6.292366 7.21E-04 37.22039 0.02180507 546 2.9474247 up 7.827318 6.267863 0.048064 0.034651 1.5594547 1.248802
1615175_aVvi.1776 Transcr ibed locus 3.147529 3.16087 3.055042 3.069939 16 1.654219 1.660322 1.611192 1.61821 0.0117223 9.154823 0.03560237 5465 1.0299463 up 1.65727 1.614701 0.004315 0.004962 0.0425691 1.026363
1615176_aVvi.14644 Transcr ibed locus 3.72641 3.7451 3.60672 3.64038 16 1.897786 1.905004 1.850688 1.864089 0.0286318 5.78217 0.05551148 8562 1.0309733 up 1.901395 1.857388 0.005104 0.009476 0.0440069 1.023693
1615177_aVvi.2572 Transcr ibed locus 6.10962 6.160962 5.816705 5.783066 16 2.611083 2.623156 2.540202 2.531835 0.0081019 11.04219 0.03164294 4249 1.0578249 up 2.617119 2.536018 0.008537 0.005917 0.0811006 1.031979
1615178_aVvi.4139 Transcr ibed locus, weakly similar to NP_568871.1 expressed protein [Arabidopsis thaliana] 9.839387 9.380063 8.981258 9.158258 16 3.298569 3.229598 3.166918 3.195073 0.1554327 2.230647 0.20383042 12659 1.0592825 up 3.264083 3.180996 0.04877 0.019909 0.0830875 1.02612
1615179_at 4.187235 4.204246 4.102374 4.133296 16 2.065998 2.071847 2.036459 2.047293 0.048095 4.39369 0.08012637 9964 1.0189241 up 2.068923 2.041876 0.004136 0.00766 0.0270467 1.013246
1615180_aVvi.10265 Transcr ibed locus 73.51545 78.98869 6.767682 6.511478 16 6.199975 6.303574 2.758662 2.702985 2.79E-04 59.87384 0.01827131 248 11.479209 up 6.251775 2.730824 0.073256 0.039369 3.5209515 2.289337
1615181_at 71.02161 68.38969 68.42758 67.74765 16 6.150186 6.095707 6.096506 6.082099 0.3548693 1.194066 0.4107893 14341 1.0235944 up 6.122947 6.089303 0.038523 0.010187 0.0336442 1.005525
1615182_aVvi.656 Transcr ibed locus, strongly similar to NP_197053.1 UDP-glucose 6-dehydrogenase, putative 1790.791 1889.833 2728.492 2630.182 16 10.80638 10.88404 11.41389 11.36095 0.0074287 11.53753 0.03119524 3950 1.4561963 down 10.84521 11.38742 0.054915 0.037435 -0.542205 0.952386
1615183_aVvi.8956 Transcr ibed locus, moderately similar to NP_567450.1 expressed protein [Arabidopsis thalian 485.5452 530.7903 635.2405 684.541 16 8.923462 9.051998 9.311159 9.418993 0.0460374 4.498139 0.07761097 9847 1.2989501 down 8.98773 9.365076 0.090889 0.07625 -0.377346 0.959707
1615184_at 356.1863 357.3964 314.1212 350.5434 16 8.476488 8.481381 8.295177 8.453449 0.3172723 1.321416 0.37309855 14116 1.0752126 up 8.478935 8.374313 0.00346 0.111915 0.104622 1.012493
1615185_at 105.3453 115.0727 97.04078 109.3626 16 6.718982 6.846401 6.600519 6.772975 0.4652709 0.894911 0.5180008 14911 1.0687644 up 6.782692 6.686748 0.090099 0.121945 0.0959439 1.014348
1615186_aVvi.14969 Transcr ibed locus 3.542597 3.539987 3.421017 3.438099 16 1.824807 1.823744 1.774425 1.781611 0.006109 12.73558 0.03013007 3363 1.0325829 up 1.824276 1.778018 7.52E-04 0.005081 0.0462576 1.026016
1615187_aVvi.14859 Transcr ibed locus 171.8334 158.3839 146.2538 143.4156 16 7.424867 7.307282 7.192329 7.164058 0.0898419 3.107117 0.13002326 11470 1.1390895 up 7.366075 7.178194 0.083145 0.019991 0.187881 1.026174
1615188_aVvi.5846 Transcr ibed locus 4.851012 4.833208 4.653554 4.644973 16 2.278286 2.272981 2.218333 2.21567 0.002552 19.75723 0.0266497 1585 1.0414777 up 2.275633 2.217001 0.003751 0.001883 0.0586319 1.026446
1615189_aVvi.14966 Transcr ibed locus 32.15137 31.01391 42.72117 35.81841 16 5.006808 4.954844 5.416879 5.162629 0.1402337 2.380894 0.18706496 12444 1.2387869 down 4.980826 5.289754 0.036745 0.179782 -0.308928 0.941599
1615190_aVvi.14997 Transcr ibed locus 9.575606 9.711656 11.15385 9.035004 16 3.259364 3.279717 3.47947 3.175525 0.7401778 0.380512 0.7718864 15919 1.0409904 down 3.269541 3.327498 0.014392 0.214921 -0.0579567 0.982582
1615191_aVvi.819 Transcr ibed locus, moderately similar to NP_915922.1 P0468B07.18 [Oryza sativa (japonica c 166.0799 165.5699 184.6275 167.5293 16 7.375734 7.371296 7.528474 7.38827 0.3499244 1.209873 0.40597093 14309 1.0605826 down 7.373515 7.458372 0.003138 0.099139 -0.084857 0.988623
1615192_x_at 3081.332 2856.128 1998.788 2232.374 16 11.58934 11.47985 10.96491 11.12436 0.0368251 5.06604 0.06600904 9260 1.4044019 up 11.53459 11.04464 0.077423 0.112751 0.489956 1.044361
1615193_aVvi.10139 Transcr ibed locus 4.306378 4.344882 4.16482 4.182243 16 2.106475 2.119317 2.058254 2.064277 0.0183501 7.28012 0.04312871 7062 1.0364356 up 2.112896 2.061266 0.00908 0.004259 0.0516305 1.025048
1615194_aVvi.7503 Transcr ibed locus, strongly similar to NP_174853.1 60S ribosomal protein L30 (RPL30A) [Ar  15671.45 15159.9 18418.11 17609.61 16 13.93585 13.88797 14.16884 14.10408 0.0306886 5.576126 0.05820355 8751 1.1684091 down 13.91191 14.13646 0.033854 0.045794 -0.2245455 0.984116
1615195_aVvi.7739 Transcr ibed locus, moderately similar to XP_473643.1 OSJNBa0064M23.16 [Oryza sativa (ja 2378.738 2242.121 3135.76 3498.022 16 11.21598 11.13065 11.6146 11.77232 0.0284534 5.801068 0.05534663 8534 1.4341007 down 11.17332 11.69346 0.060339 0.111528 -0.520146 0.955518
1615196_aVvi.15739 Transcr ibed locus 3.964574 3.970436 3.805615 3.857981 16 1.987166 1.989297 1.928129 1.947846 0.0368118 5.06701 0.06599884 9259 1.03544 up 1.988232 1.937988 0.001507 0.013942 0.0502439 1.025926
1615197_aVvi.14764 Transcr ibed locus 3.996375 4.032257 3.889195 3.908111 16 1.998692 2.011588 1.959472 1.966471 0.0289612 5.747719 0.05592419 8596 1.0296602 up 2.00514 1.962971 0.009119 0.00495 0.0421684 1.021482
1615198_aVvi.8886 Transcr ibed locus, weakly similar to NP_177023.1 alpha-xylosidase (XYL1) [Arabidopsis thali 169.7615 198.195 1214.866 1229.845 16 7.407366 7.630776 10.24658 10.26426 0.0016727 24.4198 0.02493529 1108 6.6638207 down 7.519071 10.25542 0.157975 0.012502 -2.73635 0.73318
1615199_aVvi.3294 Transcr ibed locus, weakly similar to NP_849588.1 cryptochrome 2 apoprotein (CRY2) / blue l    3.715984 3.731139 3.6148 3.622373 16 1.893744 1.899616 1.853916 1.856935 0.006343 12.49621 0.03037211 3465 1.0290084 up 1.89668 1.855425 0.004152 0.002135 0.0412547 1.022235
1615200_aVvi.14217 Transcr ibed locus 1260.262 986.6555 970.7965 1042.881 16 10.29951 9.946403 9.923025 10.02636 0.5048598 0.805966 0.55588824 15077 1.1082351 up 10.12296 9.974691 0.249683 0.073068 0.148264 1.014864
1615201_aVvi.3269 Transcr ibed locus, weakly similar to NP_193252.1 protease inhibitor/seed storage/lipid transf 7.411673 7.41877 7.577769 7.271115 16 2.889799 2.89118 2.921773 2.862177 0.9647811 0.049837 0.96993244 16512 1.0010301 down 2.89049 2.891975 9.76E-04 0.042141 -0.0014854 0.999486
1615202_aVvi.3877 Transcr ibed locus 121.9403 127.7027 127.4369 143.582 16 6.93003 6.996645 6.993639 7.165731 0.3344888 1.260973 0.39073902 14211 1.0839865 down 6.963338 7.079685 0.047104 0.121688 -0.1163467 0.983566
1615203_aVvi.2983 Transcr ibed locus, weakly similar to NP_194336.1 expressed protein [Arabidopsis thaliana] 647.7827 571.1113 422.2176 364.6883 16 9.339366 9.157628 8.721843 8.51052 0.0453 4.537249 0.0767004 9804 1.550051 up 9.248497 8.616181 0.128508 0.149428 0.632316 1.073387
1615204_aVvi.10469 Transcr ibed locus 2.71796 2.72027 2.643014 2.659223 16 1.442524 1.44375 1.402184 1.411005 0.0145241 8.206985 0.03847607 6266 1.025653 up 1.443137 1.406594 8.67E-04 0.006237 0.0365426 1.025979
1615205_aVvi.14694 Transcr ibed locus 3.721288 3.737786 3.619695 3.63403 16 1.895802 1.902184 1.855868 1.861571 0.0111024 9.411354 0.0350667 5252 1.0283089 up 1.898993 1.858719 0.004513 0.004032 0.0402737 1.021667
1615206_s_at 331.6545 291.7805 176.2259 184.7407 16 8.373537 8.18874 7.461282 7.529358 0.0153415 7.980383 0.03933003 6474 1.7240703 up 8.281138 7.49532 0.130671 0.048137 0.785818 1.104841
1615207_aVvi.14646 Transcr ibed locus 271.0144 255.4327 234.1279 187.2482 16 8.082226 7.9968 7.871153 7.548808 0.1867573 1.976371 0.23756509 13050 1.2566057 up 8.039513 7.709981 0.060405 0.227932 0.3295325 1.042741
1615208_at 188.2691 177.418 56.62663 59.90084 16 7.556652 7.471009 5.823409 5.904504 0.0012752 27.97682 0.02354478 896 3.1380618 up 7.51383 5.863957 0.060559 0.057343 1.6498735 1.281358
1615209_aVvi.9602 Transcr ibed locus, weakly similar to NP_194455.2 dihydroflavonol 4-reductase family / dihydro    4.532714 4.549796 4.359824 4.376822 16 2.180375 2.185802 2.12427 2.129884 0.0048228 14.34741 0.02932456 2725 1.0395877 up 2.183088 2.127077 0.003837 0.00397 0.0560114 1.026333
1615210_aVvi.11363 Transcr ibed locus, strongly similar to NP_175507.1 electron transfer flavoprotein alpha subun 266.514 277.1553 233.2705 191.8711 16 8.058067 8.114551 7.86586 7.583994 0.1284182 2.514232 0.17415449 12241 1.2846564 up 8.086309 7.724927 0.03994 0.199309 0.361382 1.046781
1615211_aVvi.750 Transcr ibed locus, moderately similar to NP_180196.1 smr (Small MutS Related) domain-co 1544.895 1324.927 1284.468 1216.306 16 10.59329 10.3717 10.32696 10.24829 0.239276 1.657475 0.293387 13539 1.1446233 up 10.4825 10.28762 0.156692 0.055624 0.194873 1.018942
1615212_aVvi.6604 Putative ripening-related protein (grip22 gene) 10.57595 11.35104 10.18052 8.692846 16 3.402716 3.504753 3.347739 3.119829 0.2201891 1.76165 0.2730489 13387 1.1646937 up 3.453734 3.233784 0.072151 0.161157 0.2199507 1.068017
1615213_aVvi.1862 Transcr ibed locus, weakly similar to NP_196498.1 laccase family protein / diphenol oxidase fa 4.578775 4.603684 4.448343 4.454209 16 2.194962 2.202789 2.153268 2.155169 0.0080353 11.08845 0.03158401 4222 1.0314378 up 2.198875 2.154219 0.005535 0.001344 0.0446567 1.02073
1615214_aVvi.6689 Transcr ibed locus, moderately similar to XP_464047.1 Sec13p [Oryza sativa (japonica cultiva 3753.053 3857.002 4535.807 4531.641 16 11.87385 11.91326 12.14714 12.14582 0.0060234 12.82651 0.03011773 3315 1.1916198 down 11.89356 12.14648 0.027871 9.37E-04 -0.252924 0.979177
1615215_aVvi.7191 Transcr ibed locus 12.3555 12.8742 12.44159 12.89363 16 3.627082 3.68641 3.637099 3.688587 0.8908945 0.155225 0.90673316 16311 1.0042349 down 3.656746 3.662843 0.041951 0.036408 -0.0060968 0.998336
1615216_aVvi.7737 Transcr ibed locus, strongly similar to NP_191900.1 chloroplast inner envelope membrane pro 760.9768 693.8185 744.1663 704.7496 16 9.571709 9.438415 9.539481 9.460967 0.9558207 0.062541 0.9625461 16485 1.0033591 up 9.505062 9.500224 0.094253 0.055518 0.004838 1.000509
1615217_aVvi.3127 Transcr ibed locus, weakly similar to NP_564116.1 AMP-dependent synthetase and ligase fam 34.9916 36.86884 28.092 32.5182 16 5.128937 5.20433 4.812088 5.023175 0.1564006 2.221768 0.20490557 12671 1.1883851 up 5.166634 4.917631 0.053311 0.149262 0.2490026 1.050635
1615218_aVvi.14845 Transcr ibed locus 210.768 191.3197 374.3227 417.7305 16 7.719512 7.579842 8.548139 8.706429 0.0114572 9.261994 0.03541189 5368 1.9691955 down 7.649677 8.627283 0.098762 0.111928 -0.977606 0.886684
1615219_aVvi.14335 Transcr ibed locus 226.2684 195.7612 283.7888 276.2669 16 7.821891 7.612951 8.148674 8.109919 0.0605664 3.876393 0.0955185 10526 1.3304139 down 7.717421 8.129296 0.147743 0.027404 -0.411875 0.949334
1615220_aVvi.6874 Transcr ibed locus, weakly similar to NP_849488.1 expressed protein [Arabidopsis thaliana] 528.6826 505.8416 302.0596 268.2975 16 9.046258 8.982542 8.238689 8.06769 0.0110391 9.438728 0.03503452 5229 1.8165623 up 9.014401 8.15319 0.045054 0.120915 0.8612105 1.105629
1615221_aVvi.15409 Transcr ibed locus 232.0294 200.6861 265.057 275.7109 16 7.858164 7.648796 8.050159 8.107013 0.0956275 2.997057 0.13676839 11607 1.2527562 down 7.75348 8.078586 0.148045 0.040202 -0.325106 0.959757
1615222_aVvi.12217 Transcr ibed locus, moderately similar to NP_565248.1 expressed protein [Arabidopsis thalian 205.453 187.2197 69.73842 76.8506 16 7.682664 7.548589 6.123882 6.263984 0.0046191 14.66268 0.02926091 2617 2.6789978 up 7.615626 6.193933 0.094806 0.099067 1.4216933 1.22953
1615223_aVvi.4924 Transcr ibed locus, moderately similar to NP_566824.1 carbamoyl-phosphate synthase [glutam 1204.804 1173.573 1367.079 1340.957 16 10.23458 10.19669 10.41688 10.38905 0.0153852 7.968775 0.03938708 6484 1.1386516 down 10.21564 10.40296 0.026793 0.019681 -0.187327 0.981993
1615224_aVvi.8749 Transcr ibed locus, moderately similar to NP_850062.1 expressed protein [Arabidopsis thalian 119.0176 114.6816 101.7416 113.0862 16 6.895032 6.84149 6.668766 6.82128 0.2667934 1.524856 0.32204485 13752 1.0891764 up 6.86826 6.745023 0.03786 0.107843 0.1232374 1.018271
1615225_aVvi.9480 Transcr ibed locus 24.33794 25.18996 29.53561 30.00816 16 4.605135 4.654777 4.884384 4.907283 0.010405 9.726788 0.03441792 5018 1.2023666 down 4.629956 4.895833 0.035102 0.016192 -0.2658768 0.945693
1615226_at 4.7654 4.766299 4.613681 4.636592 16 2.252597 2.252869 2.205918 2.213065 0.0067692 12.09255 0.03073394 3653 1.0304264 up 2.252733 2.209492 1.93E-04 0.005053 0.0432415 1.019571
1615227_aVvi.10475 Transcr ibed locus 3.301978 3.319347 3.213876 3.240985 16 1.723331 1.730899 1.684314 1.696433 0.0357883 5.143073 0.06471149 9180 1.0257943 up 1.727115 1.690373 0.005352 0.008569 0.0367415 1.021736
1615228_aVvi.5276 Transcr ibed locus 201.5166 204.2019 188.388 194.3834 16 7.654755 7.673852 7.557563 7.602761 0.0755109 3.429685 0.1135228 11042 1.0600569 up 7.664304 7.580162 0.013504 0.03196 0.084142 1.0111
1615229_aVvi.15184 Transcr ibed locus 3.644264 3.657688 3.519616 3.521392 16 1.865627 1.870932 1.815418 1.816146 0.0025907 19.60876 0.02666464 1612 1.0370587 up 1.86828 1.815782 0.003751 5.15E-04 0.0524975 1.028912
1615230_at 18.96034 21.44865 21.71916 15.03976 9 4.244913 4.422815 4.440897 3.91071 0.6288437 0.565271 0.67022294 15576 1.1157862 up 4.333864 4.175803 0.125796 0.374899 0.1580607 1.037852
1615231_aVvi.14499 Transcr ibed locus 1987.983 2180.384 3186.752 3342.179 16 10.95709 11.09037 11.63787 11.70657 0.0131031 8.649915 0.03702143 5875 1.5675318 down 11.02373 11.67222 0.094241 0.048579 -0.648495 0.944441
1615232_aVvi.12001 Transcr ibed locus 19.54117 12.41396 9.205847 10.41237 16 4.288445 3.633892 3.20255 3.380226 0.1869406 1.975056 0.23773175 13054 1.5908307 up 3.961168 3.291388 0.462839 0.125636 0.6697803 1.203495
1615233_aVvi.11719 Transcr ibed locus 18.03091 19.10744 19.80307 20.57724 16 4.172401 4.256063 4.307653 4.362978 0.1371255 2.414414 0.18372606 12389 1.0875511 down 4.214232 4.335315 0.059158 0.039121 -0.1210833 0.97207
1615234_aVvi.1580 Transcr ibed locus, moderately similar to NP_175837.2 ABC transporter family protein [Arabid  131.0442 93.55203 22.46936 20.57276 16 7.033909 6.547698 4.489887 4.362663 0.0111066 9.409537 0.0350667 5257 5.1498423 up 6.790803 4.426275 0.343804 0.089961 2.3645281 1.534203
1615235_aVvi.14314 Transcr ibed locus 27.4006 25.14554 26.05755 27.18822 16 4.776135 4.652231 4.70363 4.76491 0.7987045 0.290624 0.8251842 16068 1.0140204 down 4.714183 4.73427 0.087614 0.043332 -0.0200866 0.995757
1615236_aVvi.685 Transcr ibed locus, moderately similar to NP_566959.1 expressed protein [Arabidopsis thalian 100.3873 101.9588 48.89389 50.84418 16 6.649433 6.671843 5.611582 5.668011 8.83E-04 33.62714 0.02224117 657 2.0291023 up 6.660638 5.639796 0.015846 0.039901 1.0208417 1.181007
1615237_aVvi.6739 Transcr ibed locus, moderately similar to NP_565858.1 expressed protein [Arabidopsis thalian 2366.878 2378.546 2156.379 1937.097 16 11.20877 11.21586 11.0744 10.91968 0.1086998 2.779998 0.15213569 11861 1.1609281 up 11.21232 10.99704 0.005016 0.1094 0.2152785 1.019576
1615238_aVvi.3042 Transcr ibed locus, weakly similar to NP_568643.1 F-box family protein [Arabidopsis thaliana] 3.408162 3.422147 3.29772 3.320425 16 1.768994 1.774902 1.721469 1.731368 0.015652 7.898958 0.03968097 6546 1.0320616 up 1.771948 1.726419 0.004177 0.007 0.0455291 1.026372
1615239_aVvi.11763 Transcr ibed locus, weakly similar to NP_197594.2 glycosyl hydrolase family 3 protein [Arabido  61.89027 69.25619 88.55179 81.74315 16 5.951641 6.113871 6.46845 6.353026 0.0628929 3.796879 0.09835029 10615 1.299523 down 6.032756 6.410738 0.114714 0.081617 -0.377982 0.941039
1615240_at 7.490578 7.574673 6.92447 6.832796 16 2.905077 2.921183 2.791704 2.772476 0.0090354 10.44883 0.03279528 4573 1.0950832 up 2.91313 2.78209 0.011389 0.013596 0.1310406 1.047102
1615241_aVvi.12135 Transcr ibed locus, moderately similar to NP_568262.2 expressed protein [Arabidopsis thalian 4.651701 4.67511 4.47455 4.503729 16 2.217758 2.225 2.161742 2.17112 0.0114257 9.274957 0.03539468 5358 1.0388216 up 2.221379 2.166431 0.005121 0.006631 0.0549479 1.025363
1615242_aVvi.10513 Transcr ibed locus 3.298639 3.313976 3.203379 3.233673 16 1.721871 1.728563 1.679594 1.693174 0.0359573 5.130296 0.06488726 9199 1.0272826 up 1.725217 1.686384 0.004732 0.009602 0.0388331 1.023027
1615243_aVvi.5792 Transcr ibed locus, moderately similar to NP_564878.1 60S ribosomal protein L10 (RPL10C) 3333.034 3500.263 6336.481 6492.728 16 11.70262 11.77325 12.62947 12.66461 0.0018772 23.04825 0.02529164 1231 1.8778793 down 11.73793 12.64704 0.049941 0.024849 -0.9091045 0.928117
1615244_aVvi.204 Transcr ibed locus, weakly similar to NP_568463.1 cytochrome P450 family protein [Arabidops  3.834109 3.853892 3.726892 3.737077 16 1.938891 1.946316 1.897973 1.90191 0.009563 10.15245 0.03343826 4747 1.0300127 up 1.942604 1.899942 0.00525 0.002784 0.0426621 1.022454
1615245_aVvi.15489 Transcr ibed locus 7.329486 7.380266 7.984913 7.521798 16 2.873712 2.883673 2.997277 2.911078 0.2240184 1.739824 0.27711454 13420 1.053715 down 2.878692 2.954177 0.007043 0.060952 -0.0754847 0.974448
1615246_aVvi.10478 Transcr ibed locus 5.308433 5.345783 5.032001 5.072516 16 2.408286 2.418401 2.331132 2.342702 0.0099575 9.946343 0.03389936 4875 1.0544033 up 2.413344 2.336917 0.007152 0.008181 0.0764267 1.032704
1615247_x_at 6.445286 6.653466 6.031218 6.156337 16 2.688244 2.734106 2.592449 2.622072 0.0626012 3.806613 0.09800136 10604 1.0746855 up 2.711175 2.607261 0.032429 0.020946 0.1039145 1.039856
1615248_at 163.6872 166.8785 171.3598 150.371 8 7.354797 7.382655 7.420885 7.232383 0.7018142 0.441797 0.73701817 15808 1.0296056 up 7.368726 7.326634 0.019698 0.133291 0.042092 1.005745
1615249_aVvi.886 Transcr ibed locus 2784.155 2633.374 2410.738 2251.682 16 11.44302 11.3627 11.23526 11.13679 0.0761833 3.412629 0.1143183 11062 1.1621827 up 11.40286 11.18602 0.0568 0.06963 0.216837 1.019385
1615250_aVvi.12684 Transcr ibed locus, weakly similar to NP_567506.1 aspartyl protease family protein [Arabidops 5.048941 5.104991 5.30242 5.373531 16 2.335981 2.351908 2.406651 2.42587 0.0285174 5.794272 0.05541316 8542 1.0514033 down 2.343945 2.416261 0.011262 0.01359 -0.0723162 0.970071
1615251_aVvi.12303 Transcr ibed locus 4.533322 4.458692 4.320405 4.336433 16 2.180569 2.156621 2.111166 2.116509 0.0467094 4.463285 0.07842536 9887 1.0386842 up 2.168595 2.113838 0.016934 0.003778 0.0547571 1.025904
1615252_aVvi.5646 Transcr ibed locus, moderately similar to NP_192741.1 hydrolase, alpha/beta fold family protei 500.233 435.3354 593.2827 581.9782 16 8.966456 8.765984 9.212576 9.184821 0.0814733 3.285605 0.12026528 11245 1.2591739 down 8.86622 9.198698 0.141756 0.019626 -0.332478 0.963856
1615253_aVvi.15601 Transcr ibed locus 5.645016 5.675487 5.419317 5.419914 16 2.496978 2.504744 2.438111 2.43827 0.003819 16.13529 0.02826728 2242 1.044397 up 2.500861 2.438191 0.005492 1.12E-04 0.0626702 1.025704
1615254_aVvi.7288 Transcr ibed locus, moderately similar to NP_197927.1 ubiquinol-cytochrome C reductase co      11546.59 10994.95 11448.04 11101.52 16 13.49518 13.42455 13.48281 13.43847 0.9868662 0.018572 0.9890427 16564 1.0005369 down 13.45987 13.46064 0.04994 0.031356 -0.000774 0.999942
1615255_aVvi.11152 Transcr ibed locus 92.91914 94.31896 88.9475 101.9845 16 6.537904 6.559476 6.474882 6.672206 0.8256371 0.250422 0.8489024 16146 1.0173771 down 6.54869 6.573545 0.015254 0.139529 -0.0248545 0.996219
1615256_aVvi.15694 Transcr ibed locus 5.144242 5.224121 4.926971 4.957115 16 2.362958 2.385188 2.300701 2.309501 0.0287497 5.769769 0.05564917 8576 1.0489694 up 2.374074 2.305101 0.015719 0.006222 0.0689725 1.029922
1615257_aVvi.14267 GO:000681Cultivar Syrah putative hexose transporter (HT6) 375.443 425.1086 627.6322 651.5421 16 8.55245 8.731688 9.293776 9.347714 0.0184904 7.251683 0.04326115 7094 1.6006708 down 8.642069 9.320745 0.12674 0.038141 -0.678676 0.927187
1615258_at 5.617831 5.652529 5.289621 5.34732 16 2.490013 2.498897 2.403164 2.418816 0.0114246 9.275394 0.03539468 5356 1.0595595 up 2.494455 2.41099 0.006282 0.011067 0.0834647 1.034618
1615259_aVvi.3580 Transcr ibed locus 3.454288 3.473032 3.336418 3.370794 16 1.788388 1.796196 1.7383 1.753089 0.0307221 5.572941 0.05825127 8755 1.0328265 up 1.792292 1.745694 0.005521 0.010457 0.0465979 1.026693
1615260_aVvi.8967 Transcr ibed locus, weakly similar to NP_564394.1 expressed protein [Arabidopsis thaliana] 511.4794 458.7988 528.2228 560.5029 16 8.998532 8.841718 9.045003 9.130578 0.2013092 1.877084 0.25307697 13205 1.1232394 down 8.920125 9.087791 0.110885 0.060511 -0.1676655 0.98155
1615261_aVvi.9794 Transcr ibed locus, moderately similar to NP_568894.1 uncoupling protein (UCP2) [Arabidop 483.0967 478.5706 522.1748 601.1689 16 8.916168 8.902588 9.028389 9.231627 0.1626364 2.16632 0.21170531 12753 1.1652421 down 8.909378 9.130008 0.009603 0.143711 -0.22063 0.975835
1615262_at 6.616327 9.381824 7.72758 8.125518 16 2.726031 3.229868 2.950017 3.02246 0.9769769 0.032568 0.98063904 16539 1.0057621 down 2.977949 2.986239 0.356267 0.051225 -0.0082891 0.997224
1615263_at 1333.029 1290.61 984.581 995.1701 16 10.38049 10.33384 9.943366 9.958799 0.003641 16.52719 0.02818367 2143 1.3250824 up 10.35716 9.951082 0.03299 0.010913 0.406082 1.040808
1615264_aVvi.7624 Transcr ibed locus, moderately similar to NP_567869.1 expressed protein [Arabidopsis thalian 22.4418 21.06669 24.44739 23.28362 16 4.488116 4.396892 4.611609 4.541244 0.1456522 2.324854 0.19298622 12529 1.0972726 down 4.442504 4.576426 0.064505 0.049756 -0.133922 0.970737
1615265_aVvi.3889 Transcr ibed locus, moderately similar to XP_482923.1 putative SEC23 [Oryza sativa (japonica 269.4418 281.2092 355.4682 351.4018 16 8.07383 8.1355 8.473577 8.456978 0.0077502 11.29295 0.03137725 4097 1.2839704 down 8.104665 8.465277 0.043607 0.011737 -0.360612 0.957401
1615266_aVvi.4432 Transcr ibed locus, weakly similar to NP_197875.2 zinc finger (B-box type) family protein [Ara 4665.268 4482.933 1639.498 1541.211 16 12.18774 12.13023 10.67904 10.58985 0.0012093 28.73047 0.02330539 860 2.8769534 up 12.15899 10.63444 0.040671 0.063067 1.524542 1.143359
1615267_aVvi.4227 Transcr ibed locus 3.509289 3.523855 3.424268 3.451266 16 1.811179 1.817155 1.775796 1.787126 0.0362736 5.106613 0.06529792 9221 1.022929 up 1.814167 1.781461 0.004226 0.008011 0.0327059 1.018359
1615268_aVvi.15507 Transcr ibed locus 240.9407 228.833 306.1395 344.8595 16 7.912534 7.838152 8.258045 8.429865 0.0376676 5.005758 0.06699063 9334 1.3837777 down 7.875343 8.343955 0.052597 0.121495 -0.468612 0.943838
1615269_aVvi.7733 Transcr ibed locus, moderately similar to XP_467904.1 putative GAMYB-binding protein [Oryz    726.1711 747.804 773.9022 713.1712 16 9.504166 9.546516 9.596007 9.478105 0.8688965 0.187023 0.8873173 16256 1.0081532 down 9.525341 9.537056 0.029947 0.08337 -0.011715 0.998772
1615270_aVvi.9363 Transcr ibed locus, weakly similar to NP_850178.1 glycosyl transferase family 48 protein [Arab 11.96482 9.381761 13.20558 14.88211 16 3.580727 3.229859 3.723076 3.895507 0.1747136 2.066764 0.22459427 12913 1.3231708 down 3.405293 3.809292 0.248101 0.121927 -0.4039993 0.893944
1615271_at 67.21966 77.51202 160.8533 162.2424 16 6.070811 6.276348 7.329601 7.342007 0.0077561 11.28862 0.03137725 4102 2.238022 down 6.17358 7.335804 0.145337 0.008772 -1.1622243 0.841568
1615272_aVvi.7619 Putative ripening-related protein (grip31 gene) 6.789184 6.326002 5.715184 5.897728 16 2.763238 2.661294 2.5148 2.560159 0.0885572 3.132937 0.1285613 11435 1.1287974 up 2.712266 2.537479 0.072085 0.032074 0.1747866 1.068882
1615273_aVvi.8273 Transcr ibed locus, weakly similar to NP_609565.1 CG5446-PA [Drosophila melanogaster] 104.714 129.6435 538.0492 513.8995 16 6.710311 7.018405 9.071594 9.005343 0.0052116 13.79784 0.02950386 2930 4.513074 down 6.864358 9.038468 0.217856 0.046847 -2.17411 0.75946
1615274_aVvi.9394 Transcr ibed locus, moderately similar to NP_564636.1 hydroxyacylglutathione hydrolase, puta      91.19733 94.27963 97.52488 96.24955 16 6.51092 6.558874 6.607698 6.588707 0.1335082 2.45478 0.17976502 12329 1.0448573 down 6.534897 6.598203 0.033909 0.013429 -0.0633057 0.990406
1615275_aVvi.1038 Transcr ibed locus, weakly similar to NP_175051.1 SEUSS transcr iptional co-regulator [Arab 102.8784 114.0446 132.1577 138.0231 16 6.684796 6.833453 7.046116 7.108766 0.0586196 3.94642 0.09317594 10443 1.2468747 down 6.759125 7.077441 0.105116 0.0443 -0.3183162 0.955024
1615276_aVvi.3600 Transcr ibed locus, moderately similar to XP_329323.1 SUPEROXIDE DISMUTASE [CU-ZN 4.186695 4.203055 4.068325 4.085781 16 2.065812 2.071438 2.024435 2.030612 0.0101737 9.838467 0.03406982 4956 1.0288992 up 2.068625 2.027523 0.003978 0.004368 0.0411017 1.020272
1615277_at 1159.341 1096.871 1061.176 1252.63 16 10.17909 10.09918 10.05145 10.29075 0.8236382 0.253385 0.84721446 16139 1.0224025 down 10.13913 10.1711 0.056505 0.169208 -0.031964 0.996857
1615278_aVvi.3023 Transcr ibed locus 4.714063 4.753621 4.494295 4.503531 16 2.236971 2.249027 2.168095 2.171056 0.0070709 11.8291 0.03090239 3797 1.0522106 up 2.242999 2.169576 0.008525 0.002094 0.0734233 1.033842
1615279_at 3.617192 3.633888 3.515078 3.551655 16 1.85487 1.861514 1.813557 1.828491 0.0451052 4.547741 0.07648987 9789 1.0260977 up 1.858192 1.821024 0.004698 0.01056 0.037168 1.02041
1615280_at 88.72578 88.93342 88.44798 87.43656 16 6.471282 6.474654 6.466757 6.450165 0.2287468 1.71354 0.28234616 13449 1.0101061 up 6.472968 6.458461 0.002385 0.011733 0.0145066 1.002246
1615281_aVvi.8910 Transcr ibed locus, strongly similar to NP_189288.1 ATP-dependent RNA helicase, putative [A401.5692 365.9764 498.1963 466.6166 16 8.649505 8.515607 8.96057 8.866094 0.0562344 4.036975 0.09029924 10338 1.2576898 down 8.582556 8.913332 0.09468 0.066805 -0.330776 0.96289
1615282_sVvi.1217 Transcr ibed locus, moderately similar to NP_566555.1 rapid alkalinization factor (RALF) fam 743.3806 710.46 1423.552 1478.749 16 9.537957 9.47261 10.47528 10.53016 0.0018249 23.37651 0.02511424 1205 1.9964508 down 9.505283 10.50272 0.046208 0.038807 -0.997438 0.905031
1615283_aVvi.2243 Transcr ibed locus, weakly similar to NP_195393.1 quinone reductase family protein [Arabidop 588.9404 534.0267 294.9746 315.1311 16 9.201978 9.060768 8.204447 8.299809 0.009259 10.32016 0.03307883 4646 1.8394122 up 9.131372 8.252128 0.09985 0.067431 0.879244 1.106548
1615284_aVvi.133 TFL1 4.260626 4.277413 4.097201 4.107414 16 2.091065 2.096739 2.034639 2.03823 0.0033956 17.11719 0.02783547 2019 1.0406374 up 2.093902 2.036435 0.004012 0.00254 0.0574673 1.02822
1615285_aVvi.9175 Transcr ibed locus, moderately similar to NP_179394.1 peptide methionine sulfoxide reductase 605.997 558.8987 834.2352 842.2487 16 9.243167 9.126443 9.70431 9.718102 0.0122354 8.95728 0.03612534 5622 1.4403322 down 9.184805 9.711206 0.082536 0.009752 -0.526401 0.945794
1615286_aVvi.15573 Transcr ibed locus 3.581355 3.591568 3.477107 3.489885 16 1.840506 1.844614 1.797888 1.80318 0.0062933 12.54591 0.0303503 3438 1.0295587 up 1.84256 1.800534 0.002905 0.003742 0.0420261 1.023341
1615287_aVvi.5157 Transcr ibed locus, weakly similar to NP_568934.1 autophagy 3 (APG3) [Arabidopsis thaliana 9.926739 9.943184 9.570982 9.586993 16 3.31132 3.313708 3.258667 3.261078 0.0010375 31.02136 0.02259248 759 1.037162 up 3.312514 3.259873 0.001689 0.001705 0.0526411 1.016148
1615288_aVvi.12656 Transcr ibed locus, weakly similar to NP_176725.1 chromatin assembly factor-1 (FASCIATA1 93.28581 95.24149 161.5066 193.5062 16 6.543586 6.573518 7.335449 7.596236 0.020292 6.912713 0.04533549 7430 1.8755203 down 6.558552 7.465843 0.021165 0.184404 -0.9072907 0.878474
1615289_aVvi.10310 Transcr ibed locus 54.27303 48.20754 70.05022 67.13202 16 5.762164 5.591187 6.130317 6.068929 0.0431574 4.656397 0.07401082 9680 1.3406641 down 5.676675 6.099623 0.120899 0.043408 -0.4229477 0.93066
1615290_aVvi.8446 Transcr ibed locus, moderately similar to NP_915149.1 putative calreticulin [Oryza sativa (japo 230.6453 249.0232 526.5773 457.3438 16 7.849533 7.960136 9.040502 8.837135 0.0123008 8.933007 0.03623202 5635 2.04767 down 7.904835 8.938818 0.078209 0.143802 -1.0339833 0.884327
1615291_aVvi.1423 Transcr ibed locus, moderately similar to XP_479440.1 unknown protein [Oryza sativa (japonic 400.864 422.0833 569.0142 641.9193 16 8.646969 8.721384 9.152321 9.326248 0.027829 5.868631 0.05449704 8476 1.4692787 down 8.684176 9.239285 0.05262 0.122985 -0.5551085 0.939919
1615292_aVvi.5086 Transcr ibed locus, moderately similar to NP_569013.1 peptidase M3 family protein / thimet ol 1278.793 1371.338 1536.036 1417.327 16 10.32057 10.42137 10.585 10.46896 0.1794893 2.029941 0.22973412 12970 1.1142004 down 10.37097 10.52698 0.071277 0.082052 -0.156009 0.98518
1615293_aVvi.5479 Transcr ibed locus, weakly similar to NP_187774.1 expressed protein [Arabidopsis thaliana] 5.328564 5.385823 5.104339 5.126825 16 2.413747 2.429167 2.351724 2.358066 0.0153265 7.984394 0.03931774 6470 1.0472181 up 2.421457 2.354895 0.010904 0.004484 0.0665619 1.028265
1615294_x_at 115.9199 164.5215 151.7771 201.2826 16 6.856985 7.362132 7.245811 7.653079 0.4047548 1.047614 0.460193 14601 1.2656572 down 7.109558 7.449445 0.357193 0.287982 -0.339887 0.954374
1615295_aVvi.6196 Transcr ibed locus, weakly similar to NP_174116.1 lipid transfer protein-related [Arabidopsis t 15.22733 15.29367 31.32388 58.93896 16 3.928592 3.934863 4.969191 5.88115 0.0819313 3.275166 0.12074769 11264 2.815602 down 3.931727 5.42517 0.004434 0.644852 -1.4934434 0.72472
1615296_aVvi.14515 Transcr ibed locus 214.2323 190.9633 60.82272 67.78736 16 7.743033 7.577152 5.926539 6.082944 0.0047088 14.52129 0.02932456 2662 3.1499975 up 7.660092 6.004742 0.117295 0.110596 1.6553507 1.275674
1615297_at 4.382695 4.412498 4.257336 4.290591 16 2.131818 2.141596 2.089951 2.101176 0.0312039 5.527679 0.05882213 8806 1.0289289 up 2.136707 2.095564 0.006914 0.007937 0.0411431 1.019633
1615298_sVvi.1940 Transcr ibed locus 341.1911 351.0851 542.8607 535.4782 16 8.414436 8.455677 9.084438 9.064684 0.0012758 27.97005 0.02354478 898 1.557794 down 8.435057 9.074561 0.029162 0.013968 -0.639504 0.929528
1615299_aVvi.14645 Transcr ibed locus 8.114133 10.25885 9.465796 9.608262 16 3.020437 3.358797 3.242724 3.264275 0.7425191 0.376839 0.7741822 15922 1.045275 down 3.189617 3.2535 0.239257 0.015239 -0.0638825 0.980365
1615300_aVvi.1703 Transcr ibed locus, moderately similar to XP_450901.1 putative hexose transporter [Oryza sati 60.57017 76.79784 55.22644 52.77315 16 5.920536 6.262994 5.787287 5.721732 0.1927181 1.934488 0.24388333 13118 1.2633501 up 6.091765 5.75451 0.242155 0.046354 0.3372545 1.058607
1615301_aVvi.10718 Transcr ibed locus, weakly similar to NP_565634.1 harpin-induced protein-related / HIN1-rela 4579.543 4960.989 2263.973 2585.421 16 12.16099 12.27641 11.14464 11.33618 0.0128134 8.749082 0.03674546 5786 1.970127 up 12.2187 11.24041 0.081617 0.135441 0.978288 1.087033
1615302_aVvi.11578 Transcr ibed locus 92.42345 85.48686 81.54004 87.14542 16 6.530188 6.417631 6.349436 6.445353 0.4094826 1.03481 0.46505886 14617 1.0544676 up 6.473909 6.397395 0.079589 0.067823 0.0765147 1.01196
1615303_aVvi.3259 Transcr ibed locus, moderately similar to NP_176899.1 calmodulin-binding protein [Arabidops 176.1444 146.6997 230.8119 227.6993 16 7.460615 7.196722 7.850574 7.830986 0.060733 3.870553 0.09568124 10537 1.4261357 down 7.328669 7.84078 0.186601 0.013851 -0.5121114 0.934686
1615304_aVvi.3870 Transcr ibed locus, moderately similar to NP_192188.2 GTP-binding family protein [Arabidops  92.72318 79.52105 107.4197 90.83894 16 6.534859 6.313265 6.747115 6.505239 0.3430559 1.232273 0.39920193 14266 1.1503836 down 6.424062 6.626177 0.156691 0.171032 -0.202115 0.969497
1615305_aVvi.576 Transcr ibed locus 439.0505 394.6718 440.2351 486.777 16 8.778243 8.62451 8.78213 8.927117 0.2840186 1.450398 0.33971733 13879 1.1120702 down 8.701376 8.854624 0.108706 0.102521 -0.153248 0.982693
1615306_aVvi.8582 Transcr ibed locus 7.218182 9.088123 66.84311 30.11002 16 2.851636 3.183983 6.062707 4.912172 0.0540638 4.124386 0.08760171 10245 5.539018 down 3.017809 5.487439 0.235005 0.813551 -2.46963 0.549949
1615307_aVvi.11907 Transcr ibed locus 4.933328 4.918673 4.674905 4.649667 16 2.302561 2.298269 2.224937 2.217127 0.0031359 17.81552 0.02772998 1876 1.056566 up 2.300415 2.221032 0.003035 0.005522 0.0793829 1.035741
1615308_aVvi.7944 Transcr ibed locus, strongly similar to NP_051117.1 ycf1 [Arabidopsis thaliana] 311.9561 294.185 299.9963 395.8476 16 8.285199 8.20058 8.228801 8.628801 0.4591192 0.90943 0.5121479 14882 1.1375352 down 8.242889 8.428801 0.059835 0.282843 -0.185912 0.977943
1615309_aVvi.7452 Transcr ibed locus 404.3265 357.2184 232.425 213.1157 16 8.659377 8.480662 7.860621 7.735494 0.0193884 7.07688 0.04436741 7254 1.7075907 up 8.57002 7.798058 0.12637 0.088478 0.7719624 1.098994
1615310_sVvi.1033 Transcr ibed locus, moderately similar to NP_200527.1 macrophage migration inhibitory facto 141.0329 136.4553 102.9705 111.6964 16 7.139888 7.092285 6.686087 6.803438 0.0278683 5.864305 0.05454731 8481 1.293539 up 7.116086 6.744762 0.03366 0.08298 0.3713236 1.055054
1615311_at 6.423543 6.305471 5.844054 5.836628 16 2.683369 2.656604 2.546969 2.545135 0.0115125 9.239306 0.03544051 5391 1.0897025 up 2.669987 2.546053 0.018926 0.001297 0.1239342 1.048677
1615312_at 4.362139 4.401642 4.237911 4.257416 16 2.125036 2.138042 2.083353 2.089978 0.0254457 6.148644 0.05173555 8161 1.0315925 up 2.131539 2.086666 0.009197 0.004685 0.0448733 1.021505
1615313_at 7.544433 7.625795 7.056184 6.982898 16 2.915412 2.930888 2.818888 2.803826 0.0092003 10.35345 0.03299721 4628 1.0805703 up 2.92315 2.811357 0.010943 0.010651 0.111793 1.039765
1615314_aVvi.15530 Transcr ibed locus 3.862215 3.863814 3.730744 3.755045 16 1.949429 1.950026 1.899463 1.90883 0.0104348 9.712682 0.03447 5024 1.0320984 up 1.949727 1.904147 4.22E-04 0.006623 0.0455805 1.023937
1615315_aVvi.2822 Transcr ibed locus, moderately similar to NP_567627.1 vesicle-associated membrane family p 2801.655 2993.406 3016.701 2967.671 16 11.45206 11.54757 11.55876 11.53512 0.4392447 0.957784 0.4938175 14766 1.0331997 down 11.49982 11.54694 0.067534 0.016716 -0.047119 0.995919
1615316_aVvi.45 Transcr ibed locus, weakly similar to NP_177364.2 oxidoreductase family protein [Arabidopsis 264.9277 311.582 344.1265 329.6894 16 8.049455 8.283468 8.426795 8.364964 0.198473 1.895667 0.24994676 13182 1.1723617 down 8.166462 8.39588 0.165473 0.043721 -0.229418 0.972675
1615317_aVvi.2285 Transcr ibed locus, weakly similar to NP_190719.1 expressed protein [Arabidopsis thaliana] 521.4984 526.7946 329.227 337.4398 16 9.026519 9.041097 8.362939 8.398486 8.64E-04 33.99738 0.02217538 645 1.5725384 up 9.033808 8.380713 0.010308 0.025136 0.6530955 1.077928
1615318_aVvi.601 Transcr ibed locus, weakly similar to XP_476356.1 putative high-affinity potassi um transporter 776.7399 914.0252 712.7409 665.5845 16 9.601288 9.83609 9.477234 9.378478 0.1498373 2.283506 0.19778259 12576 1.223346 up 9.718689 9.427856 0.16603 0.069831 0.290833 1.030848
1615319_sVvi.6986 Transcr ibed locus, moderately similar to NP_188804.1 nitrate transporter (NTP3) [Arabidops  14.83877 19.98325 7.273017 7.824503 16 3.8913 4.320719 2.862554 2.967999 0.0327886 5.385791 0.06089677 8938 2.282687 up 4.10601 2.915277 0.303645 0.074561 1.190733 1.408446
1615320_x_at 6.228392 6.220484 6.076216 6.136715 16 2.63886 2.637027 2.603173 2.617466 0.0617951 3.833858 0.09700467 10575 1.0193316 up 2.637943 2.61032 0.001296 0.010107 0.0276234 1.010582
1615321_at 81.40056 84.59185 265.7733 244.5125 16 6.346967 6.402447 8.054052 7.933765 0.001669 24.44708 0.02493529 1103 3.0720499 down 6.374707 7.993908 0.03923 0.085056 -1.6192017 0.797446
1615322_aVvi.382 Transcr ibed locus, moderately similar to NP_197494.1 plastid-lipid associated protein PAP-r 198.4072 204.9568 27.67682 27.75017 16 7.632321 7.679176 4.790606 4.794425 6.74E-05 121.813 0.0145291 76 7.2764416 up 7.655748 4.792515 0.033131 0.0027 2.8632331 1.597438
1615323_aVvi.569 Transcr ibed locus, strongly similar to NP_180972.1 protein transport protein sec61, putative [ 3288.742 3397.244 3874.993 3890.277 16 11.68332 11.73015 11.91998 11.92566 0.011706 9.16127 0.03558759 5460 1.161576 down 11.70673 11.92282 0.033114 0.004015 -0.216083 0.981877
1615324_at 4.150109 4.171796 4.006569 3.97802 15 2.053149 2.060669 2.002368 1.99205 0.01124 9.352564 0.03516247 5306 1.0422491 up 2.056909 1.997209 0.005317 0.007295 0.0597 1.029892
1615325_at 6.827343 6.890438 6.490452 6.45528 16 2.771324 2.784596 2.698319 2.69048 0.0083997 10.84225 0.0319476 4364 1.0596299 up 2.77796 2.694399 0.009384 0.005543 0.0835604 1.031013
1615326_at 5.779176 6.659378 9.841086 11.57344 16 2.530864 2.735387 3.298817 3.532746 0.0372197 5.037553 0.0664504 9298 1.720295 down 2.633126 3.415782 0.14462 0.165412 -0.782656 0.770871
1615327_sVvi.2059 Transcr ibed locus, moderately similar to NP_194730.1 expressed protein [Arabidopsis thalian 2979.77 2843.416 2794.585 2908.977 16 11.54099 11.47341 11.44842 11.5063 0.5714586 0.670763 0.61682314 15380 1.0208986 up 11.5072 11.47736 0.047783 0.040926 0.029839 1.0026
1615328_aVvi.202 Transcr ibed locus 468.6431 463.4184 625.8821 564.7883 16 8.872346 8.856172 9.289747 9.141566 0.0421607 4.714819 0.07270852 9624 1.2757958 down 8.864259 9.215656 0.011437 0.10478 -0.351397 0.96187
1615329_at 6.392191 6.797172 6.992546 6.347917 16 2.676311 2.764935 2.805818 2.666283 0.8691422 0.186666 0.8874777 16258 1.0107512 down 2.720623 2.736051 0.062667 0.098666 -0.0154281 0.994361
1615330_aVvi.3603 Transcr ibed locus 8.049141 7.3604 6.82696 7.058188 16 3.008835 2.879784 2.771243 2.819298 0.1628382 2.164574 0.2119348 12755 1.1088307 up 2.94431 2.79527 0.091253 0.03398 0.1490391 1.053318
1615331_aVvi.14747 Transcr ibed locus 6.329879 6.368536 5.947457 6.178052 16 2.662178 2.670962 2.572273 2.627152 0.1379048 2.405911 0.18454744 12405 1.0474325 up 2.66657 2.599712 0.006211 0.038805 0.0668573 1.025717
1615332_aVvi.8665 Transcr ibed locus, weakly similar to NP_197190.1 VHS domain-containing protein / GAT dom 540.3646 514.1717 523.7034 520.0961 16 9.077789 9.006106 9.032606 9.022635 0.7303985 0.395935 0.76322234 15887 1.0099809 up 9.041948 9.02762 0.050687 0.007051 0.014328 1.001587
1615333_aVvi.15195 Transcr ibed locus 3.032212 3.044107 2.944774 2.96059 16 1.60037 1.606019 1.558157 1.565885 0.0132437 8.602957 0.03713761 5918 1.0289508 up 1.603195 1.562021 0.003994 0.005464 0.0411739 1.026359
1615334_aVvi.7171 Transcr ibed locus, moderately similar to XP_475816.1 putative 60S ribosomal L28 protein [Or    5615.027 5355.663 6747.135 7005.054 16 12.45508 12.38685 12.72006 12.77418 0.0173607 7.490379 0.04185626 6885 1.2536691 down 12.42096 12.74712 0.048244 0.038269 -0.326157 0.974413
1615335_s_at 2087.685 2013.838 1219.543 1226.451 16 11.02769 10.97573 10.25213 10.26027 0.0012418 28.35106 0.02331889 883 1.676568 up 11.00171 10.2562 0.036739 0.005762 0.745511 1.072689
1615336_aVvi.12521 Transcr ibed locus, weakly similar to XP_476607.1 receptor-like kinase TAK33-like protein [Or 32.64708 40.5029 38.02195 33.71367 16 5.028882 5.339953 5.248761 5.075262 0.9113857 0.125814 0.9250367 16356 1.0156523 up 5.184418 5.162011 0.219961 0.122682 0.0224067 1.004341
1615337_aVvi.11216 Transcr ibed locus 651.5123 649.4398 568.5427 532.6387 16 9.347649 9.343052 9.151125 9.057014 0.0360749 5.121455 0.06505083 9205 1.1820421 up 9.34535 9.104069 0.00325 0.066547 0.241281 1.026503
1615338_aVvi.3482 Transcr ibed locus, moderately similar to XP_474364.1 OSJNBb0017I01.5 [Oryza sativa (japo 7.701417 7.568517 7.254429 7.277642 16 2.945124 2.920011 2.858862 2.863471 0.030513 5.592907 0.05800728 8732 1.0507363 up 2.932567 2.861167 0.017758 0.003259 0.0714006 1.024955
1615339_aVvi.3329 Transcr ibed locus, strongly similar to NP_850598.1 kinesin motor family protein [Arabidopsis 718.8856 788.2643 1089.372 1181.358 16 9.489618 9.622536 10.08928 10.20623 0.0216588 6.684021 0.04691793 7663 1.5069991 down 9.556077 10.14776 0.093987 0.082695 -0.591679 0.941694
1615340_aVvi.7052 Transcr ibed locus, weakly similar to NP_566766.1 rhodanese-like domain-containing protein 1634.04 1532.743 149.0265 170.3952 16 10.67423 10.5819 7.219425 7.412741 0.0010444 30.91957 0.02259248 764 9.931284 up 10.62806 7.316083 0.065286 0.136695 3.31198 1.452699
1615341_aVvi.314 Transcr ibed locus, weakly similar to NP_191663.1 cytochrome P450 family protein [Arabidops 6.185824 6.051343 5.808037 5.716761 16 2.628966 2.597255 2.538051 2.515198 0.0474583 4.425298 0.07932405 9931 1.061781 up 2.613111 2.526624 0.022423 0.016159 0.0864863 1.03423
1615342_aVvi.15199 Transcr ibed locus 3.829047 3.864913 3.711683 3.72901 16 1.936986 1.950436 1.892074 1.898793 0.0233991 6.422038 0.04910533 7910 1.0340297 up 1.943711 1.895433 0.009511 0.004751 0.0482777 1.025471
1615343_aVvi.6348 Transcr ibed locus, weakly similar to NP_193738.1 expressed protein [Arabidopsis thaliana] 4.114035 4.137727 4.197889 4.039326 16 2.040554 2.048839 2.069664 2.014115 0.9294949 0.099958 0.94008374 16414 1.0019476 up 2.044696 2.041889 0.005858 0.039279 0.0028071 1.001375
1615344_aVvi.12682 Transcr ibed locus, weakly similar to NP_187774.1 expressed protein [Arabidopsis thaliana] 339.4701 360.6695 393.6286 333.2603 16 8.407141 8.494534 8.620691 8.380506 0.7345433 0.389382 0.7668776 15901 1.035094 down 8.450837 8.500599 0.061796 0.169837 -0.049762 0.994146
1615345_at 74.98026 73.31075 38.11837 44.75494 16 6.228439 6.195953 5.252415 5.483975 0.0186535 7.218994 0.04344029 7128 1.7950217 up 6.212196 5.368195 0.022971 0.163738 0.8440014 1.157223
1615346_aVvi.8074 Transcr ibed locus, moderately similar to NP_192655.2 SEC14 cytosolic factor family protein / 6874.003 6535.59 5516.683 5492.41 16 12.74693 12.6741 12.42959 12.42322 0.016154 7.772277 0.04029566 6653 1.2176614 up 12.71052 12.42641 0.0515 0.004499 0.284113 1.022864
1615347_aVvi.2111 Transcr ibed locus, moderately similar to NP_190998.1 synaptobrevin family protein [Arabidop 1759.808 1779.358 1261.622 1351.417 16 10.7812 10.79714 10.30106 10.40026 0.0128697 8.729551 0.03681191 5803 1.3552048 up 10.78917 10.35066 0.01127 0.07014 0.438511 1.042366
1615348_at 424.7308 444.2729 691.318 707.2357 16 8.730405 8.795302 9.433206 9.466047 0.0027923 18.88445 0.0270467 1709 1.6096793 down 8.762854 9.449627 0.045889 0.023223 -0.686773 0.927323
1615349_aVvi.6865 Transcr ibed locus, moderately similar to NP_198883.1 PQ-loop repeat family protein / transm    262.6934 279.6844 224.0323 216.2806 16 8.037236 8.127656 7.807563 7.75676 0.028552 5.790596 0.0554281 8551 1.2313871 up 8.082446 7.782162 0.063936 0.035923 0.3002843 1.038586
1615350_aVvi.4936 Transcr ibed locus 4.005601 4.030769 3.865937 3.915001 16 2.002019 2.011055 1.950818 1.969013 0.0443347 4.589881 0.07556159 9740 1.0328434 up 2.006537 1.959916 0.00639 0.012865 0.0466215 1.023788
1615351_aVvi.15727 Transcr ibed locus 5.302698 5.322055 5.060028 5.068183 16 2.406727 2.411984 2.339145 2.341469 0.0017276 24.02782 0.02496726 1147 1.0490243 up 2.409355 2.340307 0.003717 0.001643 0.0690482 1.029504
1615352_sVvi.8061 Transcr ibed locus, moderately similar to NP_193125.1 glycine hydroxymethyltransferase, puta 7497.686 7436.937 7013.774 7251.675 16 12.87223 12.86049 12.77597 12.8241 0.1157349 2.6779 0.16015927 11996 1.0470463 up 12.86636 12.80004 0.008299 0.034029 0.066326 1.005182



1615353_aVvi.5705 Transcr ibed locus 152.4056 163.5981 153.7537 168.8569 16 7.251772 7.354013 7.264477 7.399657 0.7634733 0.344268 0.7935878 15971 1.0204287 down 7.302892 7.332067 0.072295 0.095587 -0.0291753 0.996021
1615354_aVvi.10143 Transcr ibed locus, weakly similar to NP_565493.1 expressed protein [Arabidopsis thaliana] 188.8465 212.6728 222.6729 249.4634 16 7.561071 7.732492 7.798782 7.962684 0.1872461 1.972869 0.23806557 13057 1.1760514 down 7.646781 7.880733 0.121213 0.115896 -0.2339511 0.970314
1615355_aVvi.8287 Transcr ibed locus, moderately similar to NP_922153.1 putative lysophosphatidic acid acyltran     271.4786 276.3167 284.7692 276.048 16 8.084695 8.110179 8.153649 8.108775 0.320725 1.308981 0.3766216 14137 1.0236875 down 8.097437 8.131212 0.01802 0.031731 -0.033775 0.995846
1615356_aVvi.2480 Transcr ibed locus, moderately similar to NP_566309.1 expressed protein [Arabidopsis thalian 2064.591 2103.543 2457.628 2448.269 16 11.01164 11.03861 11.26305 11.25755 0.0034062 17.09047 0.02783547 2030 1.1770496 down 11.02512 11.2603 0.019067 0.003892 -0.235175 0.979115
1615357_aVvi.881 Transcr ibed locus 7.032071 7.075908 6.828101 6.431211 16 2.81395 2.822915 2.771484 2.68509 0.1735811 2.075697 0.2234121 12898 1.0644772 up 2.818432 2.728287 0.00634 0.06109 0.0901451 1.033041
1615358_aVvi.718 Transcr ibed locus, moderately similar to NP_915901.1 putative dihydropyrimidinase [Oryza sa 603.2836 632.0045 634.2 574.488 16 9.236692 9.303791 9.308794 9.166133 0.7179065 0.415828 0.75182515 15852 1.0229806 up 9.270242 9.237463 0.047446 0.100877 0.032779 1.003548
1615359_aVvi.1034 Transcr ibed locus, weakly similar to NP_201074.1 proton-dependent oligopeptide transport (P 4.993706 5.077261 8.914784 10.18494 16 2.320111 2.34405 3.1562 3.348365 0.0108911 9.503712 0.03491304 5178 1.8923802 down 2.332081 3.252283 0.016928 0.135882 -0.920202 0.71706
1615360_aVvi.593 Transcr ibed locus, weakly similar to NP_199566.1 cysteine protease inhibitor, putative / cystat   2958.826 2902.251 3101.325 2991.96 16 11.53081 11.50296 11.59867 11.54688 0.1977122 1.900712 0.24913992 13174 1.0395002 down 11.51688 11.57277 0.019695 0.036625 -0.05589 0.995171
1615361_aVvi.5057 Transcr ibed locus, moderately similar to NP_911519.1 ADP-ribosylation factor 1 [Oryza sativ 6.169584 6.213688 6.160189 5.981812 16 2.625173 2.63545 2.622975 2.580583 0.3209274 1.308257 0.37680596 14139 1.0199745 up 2.630312 2.601779 0.007267 0.029976 0.028533 1.010967
1615362_sVvi.233 Transcr ibed locus, moderately similar to XP_480181.1 putative mitogen-activated protein kina 139.2964 115.8962 129.0446 139.1313 16 7.122015 6.856689 7.011726 7.120303 0.6462703 0.534827 0.6863728 15631 1.0545756 down 6.989352 7.066015 0.187614 0.076775 -0.076663 0.98915
1615363_at 458.4338 454.9876 524.6105 522.6572 16 8.84057 8.829683 9.035103 9.029721 9.46E-04 32.49172 0.02248719 696 1.1465384 down 8.835127 9.032412 0.007698 0.003805 -0.197285 0.978158
1615364_aVvi.4181 Transcr ibed locus, moderately similar to NP_194208.1 31 kDa ribonucleoprotein, chloroplast, 5.121392 5.148405 4.897986 4.961431 16 2.356536 2.364126 2.292189 2.310756 0.0278295 5.868569 0.05449704 8477 1.041641 up 2.360331 2.301472 0.005367 0.013129 0.0588582 1.025574
1615365_aVvi.14875 Transcr ibed locus 680.4238 637.6609 1148.667 1299.193 16 9.41029 9.316646 10.16575 10.3434 0.0124606 8.874449 0.03642787 5677 1.8545945 down 9.363468 10.25457 0.066216 0.125621 -0.891104 0.913102
1615366_aVvi.15742 Transcr ibed locus 4.636235 4.670936 4.502447 4.536043 16 2.212954 2.223712 2.170709 2.181434 0.0308166 5.563982 0.05837043 8764 1.0297264 up 2.218333 2.176072 0.007607 0.007584 0.0422612 1.019421
1615367_at 11.28679 11.29819 12.60368 10.65754 16 3.496564 3.49802 3.655773 3.413803 0.7859334 0.30992 0.8133002 16042 1.0263312 down 3.497292 3.534788 0.001029 0.171098 -0.0374964 0.989392
1615368_at 768.0586 802.2087 739.2466 721.5121 16 9.585073 9.647834 9.529912 9.49488 0.101452 2.895444 0.14355417 11731 1.0747919 up 9.616453 9.512396 0.044379 0.024772 0.104057 1.010939
1615369_aVvi.3181 Transcr ibed locus, moderately similar to NP_194867.2 ABC1 family protein [Arabidopsis thali 511.0938 446.7033 376.4709 386.1761 16 8.997444 8.803173 8.556395 8.593115 0.081141 3.29323 0.11991468 11232 1.2531455 up 8.900309 8.574755 0.13737 0.025965 0.325554 1.037967
1615370_aVvi.10702 Transcr ibed locus, weakly similar to NP_201424.1 expressed protein [Arabidopsis thaliana] 86.88256 124.5804 1873.212 1908.21 16 6.440994 6.960932 10.8713 10.89801 0.0038491 16.07184 0.02832987 2254 18.17254 down 6.700963 10.88465 0.367652 0.018884 -4.183688 0.615634
1615371_aVvi.15232 Transcr ibed locus 8.468634 8.550313 7.664102 7.59202 16 3.082129 3.095977 2.938117 2.924484 0.0037721 16.23587 0.02824058 2216 1.1155483 up 3.089053 2.9313 0.009792 0.00964 0.157753 1.053817
1615372_aVvi.8593 Transcr ibed locus 551.9587 516.1909 410.5108 373.4384 16 9.108417 9.011761 8.681276 8.544726 0.0332681 5.344838 0.06149837 8980 1.363286 up 9.060089 8.613001 0.068346 0.096555 0.447088 1.051909
1615373_aVvi.8358 Transcr ibed locus 5.346821 5.415265 5.158328 5.178852 16 2.418681 2.437032 2.366904 2.372632 0.0263051 6.043355 0.05271811 8283 1.0410857 up 2.427857 2.369768 0.012976 0.004051 0.0580887 1.024512
1615374_aVvi.6743 Transcr ibed locus, weakly similar to NP_197528.1 sucrose-phosphate synthase, putative [Ara 611.2477 568.3785 216.9175 204.8618 16 9.255613 9.150708 7.761003 7.678507 0.0020174 22.23056 0.02553182 1308 2.7960818 up 9.203161 7.719755 0.074179 0.058333 1.4834063 1.192157
1615375_aVvi.7137 Transcr ibed locus, weakly similar to NP_915057.1 P0018C10.36 [Oryza sativa (japonica cultiv 5.156842 5.173011 4.939342 4.962214 16 2.366488 2.371004 2.304319 2.310984 0.0043138 15.17613 0.0291011 2460 1.043257 up 2.368746 2.307652 0.003194 0.004713 0.0610945 1.026475
1615376_aVvi.7744 Transcr ibed locus, strongly similar to NP_918278.1 putative DEAD BOX RNA helicase [Oryz 1806.355 1865.085 2561.573 2683.637 16 10.81887 10.86503 11.32281 11.38997 0.0062149 12.62555 0.03025465 3405 1.4284476 down 10.84195 11.35639 0.03264 0.047489 -0.514448 0.9547
1615377_at 186.743 199.5922 314.4208 296.8206 16 7.54491 7.640911 8.296553 8.213448 0.0090699 10.42868 0.03283784 4583 1.5823725 down 7.592911 8.255 0.067883 0.058764 -0.662089 0.919795
1615378_aVvi.14826 Transcr ibed locus 28.54941 14.58174 4.957072 5.042044 16 4.835389 3.866091 2.309488 2.334009 0.0526255 4.185177 0.08584933 10176 4.0811944 up 4.35074 2.321749 0.685397 0.017339 2.0289915 1.873907
1615379_aVvi.8584 Transcr ibed locus 180.777 157.5367 176.4511 201.3254 16 7.498066 7.299544 7.463124 7.653385 0.3658912 1.159745 0.42172486 14403 1.1168602 down 7.398806 7.558254 0.140376 0.134534 -0.1594486 0.978904
1615380_aVvi.10040 Transcr ibed locus, weakly similar to NP_179742.2 SUMO activating enzyme 2 (SAE2) [Arabi  869.267 853.3117 964.0632 966.1072 16 9.763656 9.736929 9.912984 9.916039 0.0066417 12.20925 0.03064144 3597 1.1205599 down 9.750292 9.914512 0.018899 0.002161 -0.16422 0.983436
1615381_aVvi.15423 Transcr ibed locus 3.443634 3.492001 3.345543 3.351714 16 1.783932 1.804054 1.74224 1.744899 0.0382026 4.968494 0.06766146 9372 1.0355685 up 1.793993 1.74357 0.014229 0.00188 0.0504229 1.028919
1615382_s_at 3.227663 3.249531 3.140425 3.151899 16 1.69049 1.700232 1.65096 1.656221 0.017115 7.545359 0.04152938 6841 1.029376 up 1.695361 1.653591 0.006888 0.00372 0.0417701 1.02526
1615383_aVvi.2095 Transcr ibed locus, weakly similar to XP_466717.1 putative UDP-N-acetylglucosamine transp 959.0145 891.5288 835.4935 881.9602 16 9.905409 9.800138 9.706485 9.78457 0.2433827 1.636469 0.29745576 13583 1.0771704 up 9.852774 9.745527 0.074438 0.055214 0.107247 1.011005
1615384_aVvi.2850 Transcr ibed locus, strongly similar to NP_196433.1 serine/threonine protein kinase, putative [ 956.1692 931.6804 972.5532 1119.683 16 9.901122 9.863691 9.925633 10.12888 0.2960176 1.401798 0.35166252 13974 1.1056141 down 9.882406 10.02725 0.026468 0.143713 -0.144848 0.985555
1615385_aVvi.6686 Transcr ibed locus, weakly similar to NP_564543.1 pfkB-type carbohydrate kinase family protein 114.7028 110.4516 129.0971 146.2856 16 6.841757 6.787271 7.012312 7.192644 0.0924012 3.057219 0.13301349 11532 1.2209164 down 6.814514 7.102478 0.038528 0.127514 -0.2879643 0.959456
1615386_at 6.446184 6.546897 6.120968 6.066268 16 2.688445 2.710811 2.61376 2.600809 0.0190255 7.146028 0.04387584 7198 1.0661007 up 2.699628 2.607285 0.015815 0.009157 0.0923439 1.035418
1615387_aVvi.12380 Transcr ibed locus 8.001296 11.03301 12.18282 16.11377 16 3.000234 3.463754 3.606776 4.010222 0.2014279 1.876314 0.25316873 13208 1.4912325 down 3.231994 3.808499 0.327759 0.28528 -0.5765051 0.848627
1615388_aVvi.13491 Transcr ibed locus, moderately similar to NP_189098.1 protein kinase family protein [Arabidop 897.536 1014.457 2072.979 1939.428 16 9.809826 9.986492 11.01749 10.92142 0.0086947 10.65434 0.03231715 4465 2.1013157 down 9.898159 10.96945 0.124922 0.067935 -1.071293 0.902339
1615389_aVvi.3052 Transcr ibed locus 125.2248 121.3616 148.37 129.6693 16 6.968377 6.923168 7.213055 7.018693 0.2303387 1.70485 0.28406498 13461 1.1251378 down 6.945772 7.115874 0.031968 0.137434 -0.170102 0.976095
1615390_aVvi.1777 Transcr ibed locus, weakly similar to NP_569018.1 soluble glycogen synthase-related [Arabid  8.036616 8.094226 5.950287 6.122 16 3.006588 3.016893 2.572959 2.614003 0.0025493 19.76763 0.0266497 1583 1.3363146 up 3.011741 2.593481 0.007287 0.029022 0.4182597 1.161273
1615391_at 4.544274 4.563714 4.351455 4.530327 16 2.18405 2.190208 2.121498 2.179615 0.3372674 1.25157 0.39351416 14228 1.0256741 up 2.187129 2.150557 0.004355 0.041095 0.0365724 1.017006
1615392_sVvi.6501 GO:000485Putative ripening-related protein (grip28 gene) 2012.576 2110.831 456.2094 383.1859 16 10.97483 11.0436 8.833552 8.581901 0.0031968 17.64412 0.02774722 1911 4.9296494 up 11.00921 8.707727 0.048626 0.177945 2.3014855 1.264304
1615393_sVvi.7472 Transcr ibed locus, weakly similar to NP_193119.1 DNAJ heat shock N-terminal domain-conta 461.2379 386.1842 377.3729 297.0477 16 8.849367 8.593145 8.559847 8.214551 0.2604458 1.553844 0.31540745 13708 1.2605531 up 8.721256 8.387199 0.181176 0.244161 0.334057 1.039829
1615394_aVvi.14371 Transcr ibed locus 3.291806 3.308379 3.204176 3.217862 16 1.718879 1.726125 1.679953 1.686102 0.0141814 8.307745 0.03815766 6167 1.0277392 up 1.722502 1.683028 0.005123 0.004348 0.0394743 1.023454
1615395_aVvi.10125 Transcr ibed locus, weakly similar to NP_200432.1 expressed protein [Arabidopsis thaliana] 330.1092 360.0813 408.2449 411.4701 16 8.366799 8.492179 8.673291 8.684644 0.0581625 3.963356 0.09261393 10425 1.1887772 down 8.429489 8.678967 0.088657 0.008027 -0.249478 0.971255
1615396_aVvi.11594 Transcr ibed locus, weakly similar to XP_450985.1 putative ABC transporter [Oryza sativa (jap 6.582234 6.646362 6.249708 6.170071 16 2.718577 2.732565 2.643789 2.625287 0.0158444 7.849687 0.03990803 6590 1.0651327 up 2.725571 2.634538 0.009891 0.013083 0.0910332 1.034554
1615397_aVvi.15606 Transcr ibed locus 3.358814 3.367758 3.25424 3.274917 16 1.747952 1.751789 1.702321 1.711458 0.0130325 8.673795 0.0369602 5853 1.0302402 up 1.74987 1.706889 0.002713 0.006461 0.0429808 1.025181
1615398_aVvi.4615 Transcr ibed locus, moderately similar to NP_565734.1 integral membrane transporter family 82.64291 85.71348 84.54316 82.67641 16 6.368819 6.42145 6.401616 6.369403 0.784596 0.31195 0.8120356 16040 1.0066938 up 6.395134 6.38551 0.037216 0.022778 0.0096249 1.001507
1615399_aVvi.3061 Transcr ibed locus, moderately similar to NP_187616.1 threonine ammonia-lyase / threonine d 267.524 303.1319 378.6425 381.3327 16 8.063524 8.243802 8.564693 8.574906 0.0439876 4.609219 0.07511653 9721 1.3343488 down 8.153664 8.569799 0.127476 0.007222 -0.416135 0.951442
1615400_aVvi.12736 Transcr ibed locus 98.89147 79.13003 158.5219 131.5938 16 6.627775 6.306153 7.308538 7.039948 0.0776633 3.37584 0.11600237 11114 1.6327215 down 6.466964 7.174243 0.227421 0.189922 -0.7072785 0.901414
1615401_aVvi.1393 Transcr ibed locus, weakly similar to NP_188813.1 UDP-glucoronosyl/UDP-glucosyl transfer 3507.314 3978.834 2649.41 2468.565 16 11.77615 11.95813 11.37146 11.26946 0.0345304 5.241066 0.06312891 9080 1.4607247 up 11.86714 11.32046 0.128679 0.072124 0.546684 1.048292
1615402_at 6.072543 6.132831 5.744884 5.720791 16 2.602301 2.616553 2.522278 2.516215 0.0072936 11.6451 0.03107765 3891 1.0645037 up 2.609427 2.519246 0.010078 0.004287 0.090181 1.035797
1615403_aVvi.8455 Transcr ibed locus, weakly similar to NP_182185.2 AAA-type ATPase family protein [Arabidop 718.4927 871.155 477.9626 527.8773 16 9.48883 9.766786 8.900754 9.044059 0.0524774 4.191574 0.08571724 10163 1.5750539 up 9.627808 8.972406 0.196545 0.101332 0.655402 1.073046
1615404_aVvi.8240 Transcr ibed locus 10.92839 8.384368 6.589114 6.651987 16 3.450008 3.067702 2.720084 2.733785 0.1086399 2.780906 0.15209039 11858 1.4458525 up 3.258855 2.726935 0.270331 0.009688 0.5319203 1.195062
1615405_aVvi.645 Transcr ibed locus, moderately similar to NP_567384.1 MutT/nudix family protein [Arabidopsis 141.001 111.3805 104.1446 89.83112 16 7.139562 6.799352 6.702444 6.489143 0.2037889 1.86112 0.25576827 13227 1.2956382 up 6.969457 6.595794 0.240564 0.150826 0.373663 1.056652
1615406_aVvi.561 Transcr ibed locus, moderately similar to NP_568147.1 clathrin adaptor complexes medium su 2284.705 2329.002 2722.733 2609.94 16 11.15779 11.1855 11.41084 11.3498 0.0248392 6.226176 0.05099296 8086 1.1556274 down 11.17164 11.38032 0.01959 0.043161 -0.208677 0.981663
1615407_aVvi.1329 Transcr ibed locus, weakly similar to NP_190274.1 copper transporter, putative [Arabidopsis th 143.8429 155.7226 18.51374 18.91603 16 7.16835 7.282834 4.210525 4.241538 3.91E-04 50.5785 0.01871624 339 7.9975624 up 7.225592 4.226031 0.080952 0.02193 2.9995604 1.709782
1615408_at 6.297757 6.346659 6.042144 6.060175 16 2.654838 2.665997 2.595061 2.59936 0.0088304 10.57108 0.03252862 4505 1.0447861 up 2.660418 2.59721 0.007891 0.00304 0.0632076 1.024337
1615409_aVvi.5335 Transcr ibed locus, weakly similar to NP_196419.1 replication protein, putative [Arabidopsis th 6.595683 6.603452 6.178141 6.171065 16 2.721522 2.72322 2.627173 2.62552 1.52E-04 81.03782 0.0168302 146 1.0688245 up 2.722371 2.626346 0.001201 0.001169 0.096025 1.036562
1615410_at 6.315995 6.315573 6.107183 6.473332 16 2.65901 2.658914 2.610507 2.694509 0.8919792 0.153664 0.90770686 16313 1.0044836 up 2.658962 2.652508 6.81E-05 0.059398 0.006454 1.002433
1615411_sVvi.419 Transcr ibed locus, moderately similar to NP_915654.1 P0677H08.7 [Oryza sativa (japonica c 488.6734 541.3574 735.4896 739.1709 16 8.932727 9.080438 9.522561 9.529764 0.0196578 7.026753 0.04465172 7308 1.4335387 down 9.006582 9.526163 0.104447 0.005093 -0.519581 0.945457
1615412_aVvi.209 Transcr ibed locus, weakly similar to XP_468120.1 putative CCR4-NOT transcr iption complex 345.0392 299.6903 316.0263 321.6935 16 8.430616 8.227328 8.303901 8.329543 0.9157481 0.119575 0.9287264 16369 1.0085272 up 8.328972 8.316722 0.143746 0.018132 0.01225 1.001473
1615413_aVvi.5676 Transcr ibed locus, moderately similar to XP_475915.1 putative beta-ketoacyl synthase [Oryza 373.491 386.1498 263.0109 220.2107 16 8.54493 8.593017 8.038979 7.782741 0.0370659 5.048604 0.06631047 9279 1.5780183 up 8.568974 7.91086 0.034003 0.181188 0.6581144 1.083191
1615414_x_at 7.647181 7.676167 7.191039 7.507452 16 2.934928 2.940386 2.8462 2.908323 0.1923661 1.936913 0.24351214 13114 1.0427514 up 2.937657 2.877262 0.003859 0.043928 0.0603953 1.020991
1615415_sVvi.7187 Transcr ibed locus, moderately similar to NP_181254.1 plasma membrane intrinsic protein 2B      12.83766 26.27195 770.5397 1011.251 16 3.682311 4.715451 9.589726 9.981926 0.0096397 10.11139 0.03355114 4768 48.06599 down 4.198881 9.785826 0.730541 0.277328 -5.586945 0.429078
1615416_aVvi.15122 Transcr ibed locus 4.43385 4.445576 4.274874 4.269372 16 2.14856 2.15237 2.095882 2.094024 0.0014546 26.19088 0.02436131 990 1.0392278 up 2.150465 2.094953 0.002694 0.001314 0.055512 1.026498
1615417_aVvi.4543 Transcr ibed locus 24.80954 23.56127 27.42909 26.77594 16 4.632823 4.558345 4.777635 4.742866 0.0570139 4.006775 0.09122447 10375 1.1209067 down 4.595584 4.76025 0.052664 0.024585 -0.164666 0.965408
1615418_aVvi.13722 Transcr ibed locus, moderately similar to NP_850753.1 prenylated rab acceptor (PRA1) family 1573.408 1641.471 1511.248 1497.314 16 10.61968 10.68077 10.56152 10.54816 0.0927656 3.050276 0.13343698 11539 1.0683495 up 10.65023 10.55484 0.043202 0.00945 0.095384 1.009037
1615419_sVvi.7669 Transcr ibed locus, moderately similar to NP_565761.1 expressed protein [Arabidopsis thalian 986.8792 1003.775 974.1946 1032.703 16 9.94673 9.97122 9.928066 10.01221 0.8227125 0.254758 0.8463514 16137 1.0077674 down 9.958975 9.970138 0.017317 0.059498 -0.011163 0.99888
1615420_at 4.029686 4.067227 3.900405 3.922445 16 2.010667 2.024046 1.963624 1.971753 0.0239464 6.345548 0.04990062 7966 1.0350266 up 2.017356 1.967689 0.00946 0.005748 0.0496678 1.025242
1615421_aVvi.4597 Transcr ibed locus, moderately similar to NP_177083.1 expressed protein [Arabidopsis thalian 393.0041 380.9031 328.319 368.8611 16 8.618401 8.57328 8.358954 8.526934 0.2208056 1.758102 0.27367038 13394 1.1117997 up 8.59584 8.442944 0.031905 0.118779 0.152896 1.018109
1615422_aVvi.15578 Transcr ibed locus 4.618775 4.599748 4.39733 4.420385 16 2.20751 2.201555 2.136628 2.144172 0.0055687 13.34451 0.02972567 3109 1.0454563 up 2.204533 2.1404 0.004211 0.005335 0.0641326 1.029963
1615423_aVvi.11987 Transcr ibed locus, weakly similar to XP_472857.1 OSJNBa0022H21.7 [Oryza sativa (japonica 1222.304 1471.62 1666.302 1875.586 16 10.25539 10.52319 10.70244 10.87313 0.1288054 2.509595 0.17460823 12246 1.3181301 down 10.38929 10.78778 0.189365 0.120697 -0.398493 0.963061
1615424_aVvi.1381 Transcr ibed locus, weakly similar to XP_474330.1 OSJNBa0018M05.17 [Oryza sativa (japoni 401.6735 390.3451 588.9458 566.9244 16 8.649879 8.608606 9.201991 9.147013 0.0039505 15.86287 0.02848929 2297 1.4592818 down 8.629243 9.174501 0.029185 0.038876 -0.545258 0.940568
1615425_at 7.028248 7.076775 6.594657 6.695285 16 2.813165 2.823092 2.721298 2.743146 0.018955 7.159703 0.04383232 7178 1.0613548 up 2.818129 2.732222 0.007019 0.015449 0.085907 1.031442
1615426_s_at 1439.887 1457.806 2007.145 1764.704 16 10.49174 10.50958 10.97093 10.78521 0.0560128 4.045672 0.0900392 10327 1.299006 down 10.50066 10.87807 0.012617 0.131323 -0.377408 0.965306
1615427_aVvi.10121 Transcr ibed locus, weakly similar to NP_918613.1 polyprotein [Oryza sativa (japonica cultivar 4.978263 5.007248 4.759804 4.743972 16 2.315642 2.324018 2.250902 2.246095 0.0045508 14.77309 0.02926091 2573 1.0506858 up 2.31983 2.248499 0.005922 0.003399 0.0713312 1.031724
1615428_aVvi.4 GO:000635MADS-box protein 2 (MADS2) 5.162979 5.185716 4.961373 4.994328 16 2.368204 2.374543 2.31074 2.320291 0.0103659 9.745409 0.03438791 5003 1.0394773 up 2.371373 2.315515 0.004483 0.006754 0.0558584 1.024124
1615429_aVvi.9169 Transcr ibed locus, moderately similar to NP_180288.1 GTP-binding family protein [Arabidops 843.4421 806.1243 725.2347 755.0596 16 9.720145 9.654859 9.502304 9.560447 0.0702298 3.571718 0.10730519 10864 1.114291 up 9.687502 9.531376 0.046165 0.041113 0.156126 1.01638
1615430_aVvi.5858 Transcr ibed locus, weakly similar to NP_172608.1 S-locus protein kinase, putative [Arabidops  4.086154 4.107908 3.934825 3.948828 16 2.030744 2.038404 1.9763 1.981424 0.0067722 12.08981 0.03073394 3655 1.0393716 up 2.034574 1.978862 0.005417 0.003624 0.0557116 1.028153
1615431_aVvi.10798 Transcr ibed locus, weakly similar to XP_477327.1 putative ARGONAUTE9 protein [Oryza sat 63.68924 76.03066 90.61395 84.72257 16 5.992978 6.248509 6.501661 6.404675 0.1354875 2.432507 0.18194318 12362 1.2591273 down 6.120744 6.453168 0.180688 0.06858 -0.3324242 0.948487
1615432_aVvi.12848 Transcr ibed locus, weakly similar to NP_190369.1 expressed protein [Arabidopsis thaliana] 185.9918 176.7883 201.4191 205.5891 16 7.539095 7.465879 7.654057 7.68362 0.0519725 4.213582 0.08506835 10142 1.1222167 down 7.502487 7.668839 0.051772 0.020904 -0.1663515 0.978308
1615433_aVvi.2846 Transcr ibed locus 9.943351 9.089891 8.750073 8.653868 16 3.313732 3.184263 3.129295 3.113345 0.1894086 1.957523 0.24040988 13079 1.0925335 up 3.248998 3.12132 0.091549 0.011278 0.1276775 1.040905
1615434_aVvi.5737 Transcr ibed locus 4.448534 4.464814 4.304393 4.339366 16 2.15333 2.1586 2.10581 2.117484 0.0202506 6.920003 0.04529166 7422 1.0311954 up 2.155965 2.111647 0.003727 0.008255 0.0443178 1.020987
1615435_aVvi.2788 Transcr ibed locus, moderately similar to NP_196111.1 hypothetical protein [Arabidopsis thalia 222.6289 225.6948 140.0268 123.7946 16 7.798497 7.81823 7.12956 6.951804 0.0132988 8.584769 0.03720071 5934 1.7025311 up 7.808363 7.040682 0.013953 0.125692 0.767681 1.109035
1615436_aVvi.14815 Transcr ibed locus 6.752252 6.880674 6.44108 6.541738 16 2.755369 2.78255 2.687303 2.709674 0.0570959 4.003634 0.09131394 10379 1.0500594 up 2.768959 2.698488 0.01922 0.015819 0.0704711 1.026115
1615437_at 5.0167 5.044583 4.828213 4.786698 16 2.326739 2.334735 2.271489 2.259031 0.0125399 8.845836 0.03649785 5703 1.0464305 up 2.330737 2.26526 0.005654 0.00881 0.0654764 1.028905
1615438_at 4389.292 4398.662 5221.858 5135.114 16 12.09977 12.10285 12.35035 12.32618 0.0026322 19.45269 0.02670373 1635 1.1785024 down 12.10131 12.33826 0.002175 0.017089 -0.236954 0.980795
1615439_aVvi.841 Transcr ibed locus, moderately similar to NP_195149.1 cinnamyl-alcohol dehydrogenase, puta 1329.302 1293.001 1313.574 1304.84 16 10.37645 10.33651 10.35928 10.34966 0.9309393 0.0979 0.9412005 16420 1.0013951 up 10.35648 10.35447 0.028246 0.006806 0.002012 1.000194
1615440_aVvi.1828 Transcr ibed locus, moderately similar to NP_194164.1 expressed protein [Arabidopsis thalian 1661.53 1684.041 2235.784 1964.975 16 10.6983 10.71771 11.12657 10.9403 0.0737537 3.475311 0.11135203 10995 1.2530345 down 10.708 11.03343 0.013728 0.131713 -0.325426 0.970505
1615441_aVvi.15220 Transcr ibed locus 3.88173 3.880928 3.725224 3.73992 16 1.9567 1.956402 1.897327 1.903007 0.0025346 19.82534 0.0266497 1573 1.0398557 up 1.956551 1.900167 2.11E-04 0.004017 0.0563834 1.029673
1615442_aVvi.3652 Transcr ibed locus, moderately similar to NP_177475.2 expressed protein [Arabidopsis thalian 13.96459 14.05063 19.95219 19.83417 16 3.803701 3.812563 4.318475 4.309916 1.48E-04 82.153 0.0168302 144 1.4201698 down 3.808132 4.314196 0.006266 0.006052 -0.5060634 0.882698
1615443_aVvi.7012 Transcr ibed locus, moderately similar to XP_479811.1 putative COP9 complex subunit 3, FUS 1490.336 1495.936 1423.092 1468.052 16 10.54142 10.54683 10.47481 10.51969 0.1737659 2.074233 0.22359806 12901 1.0330262 up 10.54413 10.49725 0.003826 0.031731 0.046876 1.004466
1615444_aVvi.6873 Transcr ibed locus, weakly similar to NP_916440.1 putative dehydration-responsive protein RD 3.445786 3.4607 3.35091 3.365799 16 1.784833 1.791064 1.744553 1.750949 0.0121119 9.003681 0.03596554 5588 1.0282546 up 1.787949 1.747751 0.004406 0.004523 0.0401976 1.023
1615445_aVvi.7124 Transcr ibed locus, weakly similar to NP_909265.1 putative metallothionein-like protein [Oryza   914.3654 1001.224 3660.367 3651.719 16 9.836627 9.967548 11.83777 11.83436 0.0011445 29.5341 0.02308215 822 3.8210738 down 9.902088 11.83607 0.092575 0.002413 -1.933978 0.836603
1615446_aVvi.9540 Transcr ibed locus, moderately similar to XP_478649.1 putative S-receptor kinase KIK1 precur 171.4455 142.3915 150.2209 138.6097 16 7.421606 7.153719 7.230942 7.114884 0.5141566 0.786099 0.56421626 15128 1.0827869 up 7.287663 7.172913 0.189425 0.082065 0.1147495 1.015998
1615447_aVvi.1973 Transcr ibed locus, strongly similar to NP_196897.1 chalcone synthase / naringenin-chalcone 19.63722 10.47951 25.62906 41.56025 16 4.295519 3.389499 4.679709 5.377132 0.1737408 2.074432 0.22358298 12900 2.2750711 down 3.842509 5.02842 0.640653 0.493153 -1.1859116 0.764158
1615448_at 3.912379 3.854091 3.81027 4.604828 16 1.968046 1.946391 1.929893 2.203147 0.5088002 0.797502 0.5592887 15102 1.0787063 down 1.957218 2.066521 0.015313 0.19322 -0.1093021 0.947108
1615449_aVvi.14982 Transcr ibed locus 7.893649 7.841577 7.259343 7.219109 16 2.980693 2.971144 2.859839 2.851821 0.0026844 19.26203 0.02687945 1657 1.0868015 up 2.975918 2.85583 0.006752 0.00567 0.1200886 1.04205
1615450_aVvi.15641 Transcr ibed locus 5.977542 5.986445 5.671267 5.62435 16 2.579552 2.5817 2.503671 2.491686 0.0053433 13.62539 0.02951134 3004 1.0591797 up 2.580626 2.497679 0.001518 0.008474 0.0829472 1.03321
1615451_aVvi.9618 Transcr ibed locus 5.007542 5.000508 4.774107 4.787378 16 2.324103 2.322075 2.255231 2.259236 0.0011595 29.34124 0.02313663 829 1.0467055 up 2.323089 2.257233 0.001434 0.002832 0.0658555 1.029175
1615452_aVvi.4391 Transcr ibed locus, strongly similar to XP_464062.1 putative splicing factor 3b, subunit 3, 130 878.0981 927.2971 1229.65 1212.607 16 9.778238 9.856888 10.26403 10.2439 0.0085416 10.75063 0.03213413 4412 1.3532246 down 9.817563 10.25396 0.055614 0.014238 -0.436401 0.957441
1615453_aVvi.25 Transcr ibed locus, weakly similar to NP_914820.1 cysteine proteinase inhibitor Scb-like prote 5.951897 5.99148 5.61135 5.631921 16 2.57335 2.582912 2.488348 2.493627 0.0039052 15.95534 0.02847866 2275 1.0622649 up 2.578131 2.490987 0.006762 0.003733 0.0871437 1.034984
1615454_aVvi.15302 Transcr ibed locus 4.377971 4.384 4.247819 4.263586 16 2.130262 2.132248 2.086722 2.092067 0.0046063 14.68323 0.02926091 2605 1.0294403 up 2.131255 2.089395 0.001404 0.003779 0.0418602 1.020035
1615455_aVvi.14293 Transcr ibed locus 4.243588 4.263113 4.093039 4.10409 16 2.085285 2.091907 2.033172 2.037062 0.0051173 13.92535 0.02943507 2880 1.0377641 up 2.088596 2.035117 0.004683 0.002751 0.0534785 1.026278
1615456_aVvi.7664 Transcr ibed locus, moderately similar to NP_569045.1 expressed protein [Arabidopsis thalian 4.875618 4.902415 4.758582 4.726716 16 2.285585 2.293493 2.250532 2.240838 0.0197432 7.011083 0.0447256 7326 1.030864 up 2.289539 2.245685 0.005592 0.006854 0.043854 1.019528
1615457_aVvi.16046 Transcr ibed locus 6.123123 6.383665 7.197977 6.486044 16 2.614268 2.674385 2.847591 2.697339 0.2541302 1.583594 0.30888575 13658 1.092883 down 2.644326 2.772465 0.042509 0.106245 -0.128139 0.953782
1615458_aVvi.5161 Transcr ibed locus 325.2176 385.0013 497.4591 565.9412 16 8.345262 8.588719 8.958434 9.144508 0.0623556 3.814857 0.09771836 10593 1.4994997 down 8.46699 9.051472 0.172151 0.131574 -0.584482 0.935427
1615459_aVvi.7000 Transcr ibed locus, weakly similar to XP_463480.1 P0414E03.8 [Oryza sativa (japonica cultiva 351.8528 418.9353 941.0845 1061.097 16 8.458828 8.710584 9.878181 10.05134 0.0120348 9.033023 0.03592905 5560 2.6027837 down 8.584705 9.964761 0.178018 0.122443 -1.380056 0.861506
1615460_aVvi.3240 Transcr ibed locus, strongly similar to NP_850720.1 serine/threonine protein kinase, putative [ 1740.117 1649.706 1845.661 1908.419 16 10.76497 10.68799 10.84992 10.89816 0.083108 3.248726 0.12205975 11302 1.107696 down 10.72648 10.87404 0.05443 0.034111 -0.147562 0.98643
1615461_aVvi.453 Transcr ibed locus, moderately similar to NP_189306.1 glycosyl hydrolase family 38 protein [A 322.7861 367.4702 317.3848 288.3586 16 8.334435 8.521483 8.310089 8.171721 0.2491105 1.607925 0.3035177 13625 1.1384372 up 8.427959 8.240905 0.132264 0.097841 0.187054 1.022698
1615462_at 2.123482 2.131915 2.067082 2.082042 16 1.086432 1.09215 1.047596 1.057999 0.0254494 6.148173 0.05173555 8163 1.025618 up 1.089291 1.052798 0.004043 0.007356 0.0364934 1.034663
1615463_aVvi.5013 Transcr ibed locus, weakly similar to NP_182013.1 60S ribosomal protein L24, putative [Arabid 9.889351 9.826454 12.16546 12.6816 16 3.305876 3.296671 3.604719 3.664665 0.0081706 10.99508 0.03164294 4284 1.2599957 down 3.301273 3.634692 0.006509 0.042388 -0.3334189 0.908268
1615464_at 6.596966 6.832327 118.3586 103.526 16 2.721803 2.772377 6.88702 6.69385 6.09E-04 40.49807 0.02095991 481 16.488005 down 2.74709 6.790435 0.035761 0.136592 -4.0433451 0.404553
1615465_aVvi.421 Transcr ibed locus, strongly similar to NP_916930.1 putative 60S ribosomal protein L37a [Ory    7578.123 7528.089 9454.036 9728.175 16 12.88763 12.87807 13.20672 13.24795 0.0037537 16.27599 0.02823139 2205 1.2696987 down 12.88285 13.22733 0.006758 0.02916 -0.344486 0.973957
1615466_aVvi.14651 Transcr ibed locus 7.02989 7.088484 6.586974 6.737127 16 2.813502 2.825477 2.719616 2.752134 0.0403567 4.825899 0.07046726 9507 1.0596699 up 2.81949 2.735875 0.008467 0.022993 0.0836148 1.030562
1615467_aVvi.14223 Transcr ibed locus 2628.57 2803.309 5110.583 4632.288 16 11.36006 11.45292 12.31927 12.17751 0.0099778 9.936056 0.03390677 4883 1.7924113 down 11.40649 12.24839 0.065657 0.100241 -0.841902 0.931264
1615468_sVvi.6912 Transcr ibed locus, strongly similar to XP_464900.1 ubiquitin-conjugating enzyme OsUBC5b 5378.216 5481.905 5035.144 5064.907 16 12.39291 12.42046 12.29782 12.30632 0.0184637 7.257061 0.04322843 7090 1.0752097 up 12.40669 12.30207 0.019481 0.006013 0.104618 1.008504
1615469_aVvi.1387 Transcr ibed locus 26886.63 26935.5 29333.67 29839.21 16 14.7146 14.71722 14.84027 14.86492 0.0081236 11.02723 0.03164294 4260 1.0993756 down 14.71591 14.8526 0.001852 0.017431 -0.136684 0.990797
1615470_aVvi.11546 Transcr ibed locus, moderately similar to XP_469777.1 putative  ribosomal protein L6 [Oryza s   155.9999 183.5963 82.81754 97.60331 16 7.285401 7.520393 6.371864 6.608859 0.0318518 5.468411 0.05968434 8859 1.882351 up 7.402897 6.490361 0.166165 0.16758 0.912536 1.140599
1615471_aVvi.7410 Transcr ibed locus, strongly similar to NP_177578.1 galactosyl transferase GMA12/MNN10 f 1806.748 2103.029 1901.635 1950.988 16 10.81918 11.03825 10.89302 10.92999 0.8911048 0.154922 0.9068916 16312 1.0120006 up 10.92872 10.91151 0.154908 0.026138 0.01721 1.001577
1615472_aVvi.3333 Transcr ibed locus, moderately similar to NP_908807.1 B1088D01.3 [Oryza sativa (japonica c 611.4191 516.4796 489.1611 488.0846 16 9.256018 9.012568 8.934166 8.930987 0.2393673 1.657002 0.2934321 13542 1.1500651 up 9.134293 8.932577 0.172145 0.002248 0.201716 1.022582
1615473_aVvi.10714 Transcr ibed locus, weakly similar to NP_180693.1 hydroxyacylglutathione hydrolase, putative / 6.676579 6.484249 6.217622 6.267891 16 2.739109 2.69694 2.636363 2.64798 0.0740198 3.468302 0.11168559 11002 1.0539838 up 2.718024 2.642172 0.029818 0.008215 0.0758527 1.028708
1615474_aVvi.4893 Transcr ibed locus, strongly similar to XP_479223.1 putative GTP-binding protein DRG [Oryz 193.9062 198.6094 187.1824 184.3568 16 7.599215 7.63379 7.548301 7.526356 0.0608417 3.866752 0.09581623 10541 1.0564127 up 7.616502 7.537329 0.024448 0.015517 0.0791736 1.010504
1615475_aVvi.7939 Transcr ibed locus, moderately similar to NP_566700.1 4-aminobutyrate aminotransferase / ga 5.09597 5.130847 4.854237 4.838474 16 2.349357 2.359197 2.279244 2.274552 0.0049258 14.1956 0.02943507 2773 1.0550989 up 2.354277 2.276898 0.006958 0.003318 0.0773783 1.033984
1615476_aVvi.15577 Transcr ibed locus 4.260886 4.294061 4.105324 4.135716 16 2.091153 2.102343 2.037496 2.048137 0.019884 6.985459 0.04485254 7359 1.0380898 up 2.096748 2.042817 0.007912 0.007524 0.0539313 1.0264
1615477_aVvi.10172 Transcr ibed locus, weakly similar to NP_175985.1 pentatricopeptide (PPR) repeat-containing 65.41234 63.44906 141.4992 187.8497 16 6.031491 5.987527 7.14465 7.553435 0.0227508 6.516157 0.04830648 7818 2.5306945 down 6.009509 7.349042 0.031087 0.289055 -1.3395334 0.817727
1615478_aVvi.5480 Transcr ibed locus, weakly similar to NP_176203.1 aldo/keto reductase, putative [Arabidopsis t 392.6655 439.162 482.9144 415.555 16 8.617157 8.778609 8.915624 8.698895 0.503256 0.80943 0.5543986 15069 1.0787615 down 8.697884 8.80726 0.114164 0.15325 -0.109376 0.987581
1615479_aVvi.8979 Transcr ibed locus, moderately similar to XP_479238.1 putative transmembrane protein [Oryza 598.8256 601.7931 669.7031 613.4773 16 9.225992 9.233124 9.387378 9.260866 0.2740945 1.492576 0.32967588 13802 1.0677423 down 9.229558 9.324121 0.005043 0.089457 -0.094563 0.989858
1615480_aVvi.8131 Transcr ibed locus, moderately similar to NP_194677.1 mitochondrial ATP synthase g subunit   4684.192 4763.789 5208.53 5276.76 16 12.19359 12.21789 12.34666 12.36544 0.0102788 9.787271 0.03425393 4979 1.1098069 down 12.20574 12.35605 0.017188 0.013277 -0.150309 0.987835
1615481_aVvi.8037 Transcr ibed locus, weakly similar to NP_199692.1 cytochrome b5 [Arabidopsis thaliana] 3.926952 3.944905 3.824107 3.837771 16 1.97341 1.979991 1.935123 1.940269 0.0112728 9.338713 0.03518553 5318 1.0274047 up 1.9767 1.937696 0.004653 0.003638 0.0390046 1.020129
1615482_aVvi.6371 Transcr ibed locus, weakly similar to NP_190343.1 esterase/lipase/thioesterase family protein 187.6818 200.2662 238.9519 224.3187 16 7.552145 7.645775 7.900577 7.809406 0.0593903 3.9183 0.09409083 10478 1.1941893 down 7.59896 7.854991 0.066206 0.064467 -0.2560314 0.967405
1615483_aVvi.15437 Transcr ibed locus 4.011413 4.028318 3.852954 3.869092 16 2.00411 2.010177 1.945965 1.951995 0.0053639 13.59896 0.02956287 3011 1.04114 up 2.007144 1.94898 0.00429 0.004264 0.058164 1.029843
1615484_aVvi.5512 Transcr ibed locus 7.490001 7.53641 7.233653 7.895662 16 2.904966 2.913878 2.854724 2.98106 0.9058355 0.133763 0.9200063 16345 1.0058886 down 2.909422 2.917893 0.006302 0.089333 -0.0084705 0.997097
1615485_aVvi.8579 Transcr ibed locus, moderately similar to NP_850844.1 expressed protein [Arabidopsis thalian 1340.965 1316.651 1270.022 1321.697 16 10.38906 10.36266 10.31064 10.36818 0.3685738 1.151573 0.42440438 14417 1.0255867 up 10.37586 10.33941 0.018666 0.040686 0.036449 1.003525
1615486_aVvi.565 Transcr ibed locus, moderately similar to NP_197045.1 cyclic nucleotide-regulated ion channe 399.7034 394.6445 152.7449 121.5494 16 8.642786 8.62441 7.25498 6.925399 0.0112429 9.35135 0.03516481 5307 2.9148242 up 8.633598 7.09019 0.012994 0.233049 1.5434085 1.217682
1615487_aVvi.1528 Transcr ibed locus, moderately similar to NP_567058.1 OTU-like cysteine protease family pro 119.407 103.3101 91.83801 89.10604 16 6.899744 6.690837 6.52102 6.477451 0.1090545 2.774628 0.15251645 11870 1.2277824 up 6.79529 6.499235 0.147719 0.030807 0.296055 1.045552
1615488_aVvi.3152 Transcr ibed locus, weakly similar to XP_493943.1 hypothetical protein [Oryza sativa (japonica 165.6777 163.1317 296.8 270.282 16 7.372236 7.349893 8.213347 8.078321 0.007518 11.46805 0.03127756 3989 1.7228171 down 7.361064 8.145834 0.015799 0.095478 -0.7847696 0.90366
1615489_aVvi.12087 Transcr ibed locus, weakly similar to NP_915900.1 putative NBS-LRR type resistance protein 8.330894 8.377954 8.036542 8.049837 16 3.058471 3.066598 3.006575 3.00896 0.0059252 12.9334 0.03008822 3266 1.0386918 up 3.062535 3.007767 0.005746 0.001686 0.0547676 1.018209
1615490_x_at 5.977505 6.003994 5.724445 5.728322 16 2.579543 2.585923 2.517136 2.518112 0.0024471 20.17799 0.02638588 1537 1.0461638 up 2.582733 2.517624 0.004511 6.91E-04 0.0651089 1.025861
1615491_at 458.2835 432.0606 466.8115 461.3876 16 8.840096 8.75509 8.866696 8.849835 0.2964218 1.400204 0.35201678 13979 1.042952 down 8.797593 8.858266 0.060109 0.011923 -0.060673 0.993151
1615492_aVvi.15163 Transcr ibed locus 4.508619 4.523899 4.330021 4.34366 16 2.172686 2.177567 2.114374 2.118911 0.0032304 17.5517 0.02783547 1921 1.0413706 up 2.175126 2.116643 0.003451 0.003208 0.0584835 1.02763
1615493_at 220.9841 201.241 187.3326 185.5247 16 7.787799 7.65278 7.549458 7.535467 0.1200062 2.620081 0.16490172 12081 1.1311787 up 7.720289 7.542462 0.095473 0.009893 0.1778267 1.023577
1615494_aVvi.2043 Transcr ibed locus, weakly similar to XP_467335.1 putative short-chain dehydrogenase/reduct 588.1992 582.606 776.2297 814.1885 16 9.200161 9.186377 9.60034 9.669219 0.0062689 12.57061 0.03030738 3433 1.3580252 down 9.193269 9.634779 0.009747 0.048705 -0.44151 0.954175
1615495_aVvi.6250 Transcr ibed locus, weakly similar to NP_565552.1 protein kinase family protein [Arabidopsis t 517.5435 524.3515 520.038 429.0743 16 9.015536 9.03439 9.022473 8.745084 0.4166881 1.01561 0.47198308 14656 1.1028104 up 9.024963 8.883779 0.013332 0.196144 0.141184 1.015892
1615496_aVvi.12251 Transcr ibed locus 4.221854 4.21653 4.104689 4.188471 16 2.077877 2.076056 2.037273 2.066424 0.2275755 1.719984 0.28115854 13437 1.017563 up 2.076967 2.051848 0.001287 0.020613 0.0251181 1.012242
1615497_x_at 8.824503 7.715082 6.729064 5.82703 16 3.141515 2.947681 2.750406 2.542761 0.1072393 2.802369 0.15043399 11834 1.3176935 up 3.044598 2.646583 0.137061 0.146827 0.3980147 1.150388
1615498_aVvi.14648 Transcr ibed locus 5.902707 5.945029 5.665769 5.669375 16 2.561377 2.571684 2.502272 2.50319 0.0065125 12.33095 0.03048215 3544 1.0452148 up 2.56653 2.502731 0.007288 6.49E-04 0.0637994 1.025492
1615499_aVvi.8617 Transcr ibed locus, weakly similar to NP_180725.1 expressed protein [Arabidopsis thaliana] 367.5409 380.7617 543.7683 494.4976 16 8.521761 8.572744 9.086848 8.94982 0.0232449 6.444079 0.04891761 7888 1.3861475 down 8.547253 9.018333 0.036051 0.096894 -0.47108 0.947764
1615500_aVvi.6822 Transcr ibed locus, moderately similar to NP_565919.1 coronatine-insensitive 1 / COI1 (FBL2  1181.83 1144.775 1349.121 1220.042 16 10.20681 10.16085 10.3978 10.25272 0.2041885 1.858571 0.25619236 13231 1.1029992 down 10.18383 10.32526 0.032498 0.102594 -0.141432 0.986302
1615501_aVvi.12343 Transcr ibed locus 12.97636 13.16204 11.89614 12.64921 16 3.697814 3.718311 3.572421 3.660975 0.1821057 2.010324 0.2326704 12993 1.0653771 up 3.708062 3.616698 0.014494 0.062617 0.0913641 1.025262
1615502_aVvi.8422 Transcr ibed locus 57.51167 63.44814 10.19101 22.46753 16 5.845782 5.987506 3.349226 4.48977 0.0737516 3.475367 0.11135203 10993 3.9920964 up 5.916644 3.919498 0.100214 0.806486 1.9971465 1.509541
1615503_aVvi.7451 Transcr ibed locus, strongly similar to NP_565083.1 heat shock protein 101 (HSP101) [Arabid 367.5516 386.7324 166.8842 159.8747 16 8.521803 8.595192 7.382704 7.320797 0.0015788 25.1372 0.02483053 1052 2.308166 up 8.558497 7.35175 0.051894 0.043775 1.2067466 1.164144
1615504_aVvi.5755 Transcr ibed locus 6.035251 6.033224 5.718454 5.694431 16 2.593414 2.592929 2.515625 2.509552 0.0014261 26.45193 0.02409896 981 1.0574453 up 2.593172 2.512589 3.43E-04 0.004295 0.0805831 1.032072
1615505_s_at 1858.424 1699.387 793.1976 812.5029 16 10.85986 10.7308 9.631537 9.666229 0.0033802 17.15638 0.02783547 2008 2.2136836 up 10.79533 9.648883 0.091263 0.024531 1.146449 1.118817
1615506_aVvi.3615 Transcr ibed locus, weakly similar to XP_472121.1 OSJNBa0049H08.8 [Oryza sativa (japonica 5.654467 5.688974 5.409332 5.457686 16 2.499391 2.508169 2.435451 2.448289 0.015413 7.961428 0.03943989 6487 1.0438467 up 2.50378 2.44187 0.006207 0.009078 0.06191 1.025354
1615507_aVvi.10268 Transcr ibed locus, moderately similar to NP_565605.1 holocarboxylase synthetase 1 (HCS1) 285.1542 287.7505 330.5671 334.671 16 8.155599 8.168674 8.368799 8.3866 0.0026143 19.51956 0.02668185 1624 1.1611568 down 8.162136 8.377699 0.009246 0.012587 -0.215563 0.974269
1615508_sVvi.3280 Transcr ibed locus, weakly similar to NP_173854.1 ribonuclease III family protein [Arabidopsis 789.5091 862.2678 1564.111 1531.706 16 9.624812 9.751992 10.61113 10.58092 0.0051456 13.88682 0.02943507 2900 1.8759525 down 9.688402 10.59603 0.08993 0.021357 -0.907623 0.914343
1615509_aVvi.15537 Transcr ibed locus 7.420101 7.511859 10.3103 9.127861 16 2.891439 2.90917 3.366015 3.190277 0.0505274 4.278343 0.08317851 10084 1.2993963 down 2.900304 3.278146 0.012538 0.124265 -0.3778415 0.884739
1615510_at 4.256814 4.286208 4.140883 4.151298 16 2.089774 2.099702 2.049938 2.053562 0.0147769 8.134926 0.03877961 6321 1.0302453 up 2.094738 2.05175 0.00702 0.002562 0.0429878 1.020952
1615511_aVvi.10883 Transcr ibed locus, weakly similar to NP_568502.1 F-box family protein [Arabidopsis thaliana] 3.946099 3.97513 4.775076 3.897109 16 1.980427 1.991002 2.255524 1.962404 0.4891402 0.840404 0.54076755 15016 1.0891852 down 1.985715 2.108964 0.007478 0.207267 -0.1232493 0.941559
1615512_aVvi.7304 Transcr ibed locus, weakly similar to NP_566972.1 expressed protein [Arabidopsis thaliana] 857.2659 996.65 6.777706 6.983864 16 9.743599 9.960943 2.760797 2.804025 2.46E-04 63.80695 0.0180123 221 134.3507 up 9.852271 2.782411 0.153686 0.030567 7.06986 3.540911
1615513_aVvi.56 Transcr ibed locus, weakly similar to NP_566618.1 ribosomal protein S6 family protein [Arabid 348.9883 335.4034 374.3083 362.9536 16 8.447035 8.389753 8.548083 8.503641 0.0974333 2.964631 0.13877729 11655 1.0773356 down 8.418394 8.525862 0.040504 0.031425 -0.107468 0.987395
1615514_sVvi.8038 Transcr ibed locus, moderately similar to NP_199523.1 Bax inhibitor-1 putative / BI-1 putative [ 4823.325 4766.923 4519.788 4612.827 16 12.23581 12.21884 12.14204 12.17144 0.0532245 4.159569 0.08657973 10205 1.0501454 up 12.22733 12.15674 0.011998 0.020785 0.070589 1.005807
1615515_aVvi.15492 Transcr ibed locus 782.5684 761.4523 992.3559 940.3719 16 9.612073 9.57261 9.954714 9.877088 0.017631 7.431195 0.04220767 6934 1.2514145 down 9.592341 9.915901 0.027905 0.05489 -0.32356 0.96737
1615516_aVvi.947 Transcr ibed locus 234.0886 223.9366 274.7565 329.2035 16 7.870911 7.806946 8.10201 8.362836 0.0993895 2.930456 0.14110354 11693 1.3135713 down 7.838928 8.232423 0.04523 0.184432 -0.393495 0.952202
1615517_x_Vvi.6732 GO:000681Cultivar Pinot Noir plasma membrane aquaporin (PIP1b) 18550.97 19116.47 15826.16 13744.38 16 14.17921 14.22253 13.95002 13.74655 0.0771013 3.389691 0.11533177 11097 1.2768412 up 14.20087 13.84829 0.030634 0.143875 0.3525795 1.02546
1615518_aVvi.4668 Transcr ibed locus 3.572601 3.581613 3.46646 3.487902 16 1.836975 1.840609 1.793463 1.80236 0.013536 8.50766 0.03746045 5998 1.0287415 up 1.838792 1.797911 0.00257 0.006291 0.0408806 1.022738
1615519_aVvi.5045 Transcr ibed locus, weakly similar to XP_362973.1 hypothetical protein MG08464.4 [Magnapo 3.64272 3.670747 3.530532 3.540933 16 1.865016 1.876074 1.819886 1.82413 0.014562 8.196076 0.03855788 6269 1.0342158 up 1.870545 1.822008 0.007819 0.003001 0.0485372 1.026639
1615520_aVvi.9682 Transcr ibed locus 4.081549 4.113606 3.937424 3.948228 16 2.029117 2.040403 1.977252 1.981205 0.0113968 9.286899 0.03535981 5350 1.0392417 up 2.03476 1.979229 0.007981 0.002795 0.0555313 1.028057
1615521_aVvi.9506 Transcr ibed locus, weakly similar to NP_171739.1 pentatricopeptide (PPR) repeat-containing 37.63924 27.89168 59.64537 36.67666 16 5.234166 4.801763 5.898338 5.19679 0.3274329 1.28528 0.38368 14166 1.443529 down 5.017964 5.547565 0.305755 0.496069 -0.5296001 0.904535
1615522_aVvi.9774 Transcr ibed locus 3.750073 3.767249 3.630589 3.653129 16 1.906919 1.913512 1.860204 1.869133 0.0145233 8.207237 0.03847607 6265 1.0320745 up 1.910215 1.864668 0.004662 0.006314 0.0455471 1.024426
1615523_aVvi.12814 Transcr ibed locus 116.5093 109.0459 123.7214 127.2797 16 6.864301 6.768791 6.950951 6.991859 0.0965222 2.980883 0.13777508 11630 1.1133128 down 6.816546 6.971405 0.067535 0.028926 -0.154859 0.977787
1615524_aVvi.2405 Transcr ibed locus, weakly similar to NP_194026.1 MADS-box protein (AGL19) [Arabidopsis t 373.5166 354.7238 319.7203 361.8406 16 8.545029 8.470552 8.320666 8.49921 0.4181994 1.01163 0.47346875 14663 1.0701787 up 8.507791 8.409939 0.052663 0.12625 0.097852 1.011635
1615525_aVvi.9721 Transcr ibed locus, weakly similar to NP_191723.1 arabinogalactan-protein (AGP20) [Arabido  439.4454 440.7271 2657.961 2465.344 16 8.77954 8.783742 11.3761 11.26757 4.57E-04 46.77551 0.01885422 401 5.8166857 down 8.781641 11.32184 0.002971 0.076743 -2.540197 0.775637
1615526_aVvi.15700 Transcr ibed locus 2.321603 2.333272 2.261105 2.275955 16 1.215121 1.222355 1.177028 1.186472 0.0248992 6.218373 0.05109026 8090 1.0259695 up 1.218738 1.18175 0.005115 0.006678 0.0369878 1.031299
1615527_aVvi.11321 Transcr ibed locus 4.380637 4.408298 4.208291 4.232611 16 2.131141 2.140222 2.073234 2.081548 0.0109695 9.469141 0.03496172 5208 1.0412309 up 2.135681 2.077391 0.006421 0.005878 0.0582901 1.028059
1615528_aVvi.6710 Transcr ibed locus, weakly similar to NP_909937.1 histone-like protein [Oryza sativa (japonica 3920.319 3781.462 4734.445 4805.515 16 11.93676 11.88473 12.20898 12.23048 0.0081961 10.97776 0.03166666 4296 1.2388364 down 11.91074 12.21973 0.036788 0.015201 -0.308985 0.974714
1615529_x_at 4.648748 4.715259 4.449153 4.447401 16 2.216842 2.237337 2.15353 2.152963 0.018733 7.203224 0.04352161 7145 1.0525168 up 2.22709 2.153246 0.014492 4.01E-04 0.0738432 1.034294
1615530_s_at 1910.845 1928.583 2419.263 2320.237 16 10.9 10.91333 11.24035 11.18006 0.0101885 9.831207 0.0340889 4961 1.2341725 down 10.90666 11.2102 0.009426 0.042635 -0.303544 0.972923
1615531_aVvi.4606 Transcr ibed locus, weakly similar to NP_030521.1 dehydration-responsive family protein [Arab 122.994 152.6554 209.942 167.4192 16 6.942443 7.254135 7.713847 7.387321 0.1829711 2.00392 0.23349567 13008 1.3682148 down 7.098289 7.550584 0.220399 0.230889 -0.452295 0.940098
1615532_at 3.014517 3.027135 2.927576 2.945268 9 1.591927 1.597953 1.549707 1.558399 0.0163212 7.731374 0.04056537 6677 1.0287462 up 1.59494 1.554053 0.004261 0.006147 0.0408872 1.02631
1615533_sVvi.1165 Transcr ibed locus, weakly similar to NP_563892.1 xyloglucan:xyloglucosyl transferase, putativ 7.159649 7.070283 6.911161 7.007516 16 2.839889 2.821768 2.788928 2.808903 0.141595 2.366535 0.18848646 12470 1.0223665 up 2.830828 2.798916 0.012813 0.014125 0.0319126 1.011402
1615534_aVvi.8229 Transcr ibed locus, weakly similar to XP_467966.1 unknown protein [Oryza sativa (japonica cu 21.00257 22.45753 46.20284 39.47718 16 4.392494 4.489127 5.52991 5.302947 0.0156091 7.910052 0.03962623 6538 1.9664838 down 4.44081 5.416429 0.06833 0.160487 -0.9756186 0.819878
1615535_aVvi.3425 Transcr ibed locus, moderately similar to NP_922727.1 putative quinone oxidoreductase [Oryz    943.9985 1012.88 1146.334 1138.046 16 9.882641 9.984248 10.16281 10.15234 0.0482005 4.388509 0.08025523 9970 1.1680747 down 9.933445 10.15758 0.071847 0.007402 -0.2241325 0.977934
1615536_x_at 5.863147 6.062663 6.05997 7.359779 16 2.551675 2.599952 2.599311 2.879663 0.368865 1.150691 0.42470393 14418 1.1201357 down 2.575813 2.739487 0.034136 0.198239 -0.1636734 0.940254
1615537_aVvi.12707 Transcr ibed locus 364.0367 376.4717 416.2318 366.7427 16 8.50794 8.556397 8.701243 8.518624 0.4969412 0.823177 0.5482965 15046 1.0553814 down 8.532169 8.609934 0.034264 0.129131 -0.077765 0.990968
1615538_at 8.270468 8.754446 7.561844 7.683458 16 3.047969 3.130016 2.918738 2.941756 0.0650841 3.725795 0.10103474 10693 1.1163162 up 3.088993 2.930247 0.058016 0.016276 0.1587458 1.054175
1615539_aVvi.497 Transcr ibed locus 237.1384 230.8852 273.9439 276.2645 16 7.889586 7.851032 8.097736 8.109906 0.0074106 11.55175 0.03117425 3944 1.1756934 down 7.870309 8.103821 0.027262 0.008605 -0.233512 0.971185
1615540_sVvi.674 Transcr ibed locus, weakly similar to NP_199417.1 proton-dependent oligopeptide transport (P    2937.225 2654.39 3483.918 3238.566 16 11.52024 11.37417 11.7665 11.66114 0.0976554 2.960702 0.13902208 11661 1.2029835 down 11.4472 11.71382 0.103289 0.074497 -0.266617 0.977239
1615541_sVvi.7257 Transcr ibed locus, weakly similar to XP_467009.1 auxin-responsive protein-like [Oryza sativa 6.83958 6.875834 6.522283 6.318596 16 2.773908 2.781535 2.705377 2.659604 0.0545491 4.104403 0.088227 10263 1.0682361 up 2.777721 2.682491 0.005393 0.032366 0.0952306 1.035501
1615542_at 6.672011 6.696174 6.496022 6.492343 16 2.738122 2.743337 2.699557 2.698739 0.004005 15.75398 0.02858611 2325 1.0292416 up 2.740729 2.699148 0.003688 5.78E-04 0.0415816 1.015405
1615543_aVvi.3902 Transcr ibed locus, weakly similar to NP_178025.1 photosystem II 10 kDa polypeptide [Arabido 4.819597 4.859911 4.60659 4.63605 16 2.268913 2.28093 2.203699 2.212896 0.0126536 8.805237 0.03659347 5739 1.0472628 up 2.274921 2.208298 0.008497 0.006503 0.0666235 1.03017
1615544_aVvi.6146 Transcr ibed locus, moderately similar to XP_479284.1 pyrrolidone carboxyl peptidase-like pro 157.5872 150.9247 148.5566 117.0943 16 7.300006 7.237686 7.214868 6.871527 0.3251455 1.293295 0.38116553 14161 1.1693027 up 7.268846 7.043198 0.044067 0.242779 0.2256484 1.032038
1615545_s_at 3684.097 3340.684 2874.472 2769.362 16 11.8471 11.70593 11.48908 11.43534 0.0531787 4.161512 0.08653002 10202 1.2434103 up 11.77651 11.46221 0.099821 0.038002 0.314302 1.027421
1615546_aVvi.10168 Transcr ibed locus 5.762044 5.201545 5.497134 6.713565 16 2.526581 2.37894 2.45868 2.747079 0.4519225 0.926678 0.5053763 14845 1.1096611 down 2.452761 2.60288 0.104398 0.203929 -0.150119 0.942326
1615547_aVvi.11373 Transcr ibed locus, weakly similar to NP_564482.1 expressed protein [Arabidopsis thaliana] 1713.66 1660.944 2349.786 2212.206 16 10.74287 10.69779 11.19831 11.11127 0.0124881 8.864487 0.03646654 5684 1.35141 down 10.72033 11.15479 0.031875 0.061549 -0.434466 0.961051
1615548_aVvi.7323 Transcr ibed locus 428.0474 356.7238 86.70754 108.3102 16 8.741627 8.478663 6.438086 6.759025 0.0104691 9.696485 0.03451188 5035 4.0322638 up 8.610146 6.598556 0.185943 0.226938 2.0115904 1.304853
1615549_aVvi.2981 Transcr ibed locus 7.363305 7.447609 6.820859 6.864324 16 2.880354 2.896777 2.769954 2.779118 0.0067324 12.12593 0.03068819 3641 1.082247 up 2.888566 2.774536 0.011613 0.00648 0.1140298 1.041099
1615550_aVvi.9386 Transcr ibed locus 3.836 3.840956 3.721881 3.738884 16 1.939603 1.941466 1.896032 1.902608 0.0068049 12.06048 0.03073394 3674 1.0289795 up 1.940534 1.89932 0.001317 0.00465 0.0412143 1.0217
1615551_aVvi.7643 Transcr ibed locus, strongly similar to NP_189374.1 succi nate dehydrogenase, iron-sulphur s 19615.1 19293.64 7646.871 7929.784 16 14.25968 14.23584 12.90065 12.95307 4.75E-04 45.88138 0.01907546 412 2.498214 up 14.24776 12.92686 0.016857 0.037061 1.320897 1.102182
1615552_aVvi.14959 Transcr ibed locus 3.640208 3.645454 3.504294 3.523866 16 1.864021 1.866098 1.809124 1.817159 0.006328 12.5112 0.03037211 3456 1.0366423 up 1.86506 1.813142 0.001469 0.005682 0.0519181 1.028634
1615553_aVvi.8500 Transcr ibed locus 111.2041 105.0864 195.2616 214.3901 16 6.797067 6.715431 7.609264 7.744095 0.0072515 11.67922 0.03107461 3873 1.8926802 down 6.756249 7.67668 0.057725 0.09534 -0.9204306 0.8801
1615554_aVvi.12039 Transcr ibed locus, weakly similar to NP_172541.1 hypothetical protein [Arabidopsis thaliana] 4.171915 4.202228 4.021466 4.034974 16 2.06071 2.071154 2.007722 2.012559 0.010474 9.694183 0.03451188 5037 1.0394291 up 2.065932 2.01014 0.007385 0.003421 0.0557914 1.027755
1615555_at 5.040675 5.074604 5.018043 4.886572 16 2.333617 2.343295 2.327125 2.288823 0.2627598 1.543173 0.31793147 13720 1.0213535 up 2.338456 2.307974 0.006843 0.027084 0.0304823 1.013207
1615556_aVvi.3377 Transcr ibed locus, moderately similar to NP_180436.1 cupin family protein [Arabidopsis thalia 1041.758 1038.038 1150.946 1039.587 16 10.02481 10.01964 10.16861 10.0218 0.4251443 0.99354 0.48034742 14693 1.0518837 down 10.02222 10.0952 0.00365 0.10381 -0.072976 0.992771
1615557_at 5.073252 5.087694 4.979335 4.996428 16 2.342911 2.347012 2.315953 2.320897 0.0143351 8.262118 0.03832005 6209 1.0185635 up 2.344961 2.318425 0.0029 0.003496 0.026536 1.011446
1615558_aVvi.1037 Transcr ibed locus, moderately similar to XP_479469.1 putative MSP1(mitochondrial sorting o 208.5147 192.7003 194.4925 207.6221 16 7.704005 7.590215 7.603571 7.697816 0.9657185 0.048509 0.970747 16515 1.0024873 down 7.64711 7.650694 0.080462 0.066642 -0.003584 0.999532
1615559_aVvi.11434 Transcr ibed locus, weakly similar to NP_565420.1 undecaprenyl pyrophosphate synthetase fam13.48014 20.4873 9.357489 8.774961 16 3.752764 4.356658 3.226121 3.133393 0.1033482 2.864136 0.1457639 11770 1.8339493 up 4.054711 3.179757 0.427018 0.065569 0.874954 1.275164
1615560_aVvi.6064 Transcr ibed locus 5.380472 5.353241 5.157304 5.165449 16 2.427733 2.420413 2.366617 2.368894 0.0046003 14.6928 0.02926091 2599 1.0398082 up 2.424073 2.367755 0.005176 0.00161 0.0563173 1.023785
1615561_at 188.1541 201.402 120.6406 113.0227 16 7.555771 7.653935 6.914571 6.820469 0.0083962 10.84449 0.0319476 4362 1.6670904 up 7.604853 6.86752 0.069412 0.06654 0.7373324 1.107365
1615562_aVvi.15903 Transcr ibed locus 1438.713 1544.044 1908 2354.967 16 10.49056 10.5925 10.89785 11.20149 0.0866204 3.172894 0.12624636 11390 1.4222132 down 10.54153 11.04967 0.072079 0.21471 -0.508137 0.954013
1615563_at 5.131514 5.056529 4.820571 4.916844 16 2.359385 2.338147 2.269204 2.297733 0.0668176 3.671974 0.10311521 10756 1.0463008 up 2.348766 2.283468 0.015017 0.020173 0.0652977 1.028596
1615564_aVvi.13979 Transcr ibed locus 9.764219 9.643039 9.120022 12.29519 16 3.287505 3.269488 3.189037 3.620023 0.618117 0.584352 0.66048646 15536 1.0912893 down 3.278496 3.40453 0.01274 0.304753 -0.1260335 0.962981
1615565_x_at 1358.369 1195.221 766.9683 1080.919 16 10.40766 10.22306 9.583023 10.07804 0.2078759 1.835363 0.2601701 13264 1.3994199 up 10.31536 9.830532 0.13053 0.350031 0.484829 1.049319
1615566_aVvi.4288 Transcr ibed locus 4.098564 4.141963 3.978303 3.998214 16 2.035119 2.050315 1.992153 1.999356 0.0305933 5.585215 0.05808011 8744 1.0330871 up 2.042717 1.995755 0.010745 0.005093 0.046962 1.023531
1615567_at 5.073736 5.115897 4.855077 4.845069 16 2.343049 2.354987 2.279494 2.276517 0.007422 11.54284 0.03119478 3949 1.0504534 up 2.349018 2.278006 0.008442 0.002105 0.0710123 1.031173
1615568_sVvi.1399 Transcr ibed locus, weakly similar to XP_468329.1 ankyrin repeat protein-like [Oryza sativa (ja 657.0831 656.395 883.482 864.1788 16 9.359932 9.35842 9.787057 9.755186 0.0014964 25.8219 0.02464608 1007 1.3304787 down 9.359177 9.771122 0.001069 0.022536 -0.411945 0.957841
1615569_at 658.5237 738.5077 254.7894 223.3881 16 9.363091 9.528469 7.993161 7.803409 0.0065491 12.29607 0.03054478 3558 2.9230914 up 9.44578 7.898285 0.11694 0.134175 1.547495 1.195928
1615570_aVvi.10193 Transcr ibed locus 4.675287 4.705097 4.520602 4.545425 16 2.225055 2.234225 2.176515 2.184415 0.01481 8.125623 0.03878772 6338 1.0346731 up 2.22964 2.180465 0.006484 0.005586 0.0491751 1.022553
1615571_aVvi.2667 Transcr ibed locus, moderately similar to NP_197818.1 starch synthase, putative [Arabidopsis 446.3624 447.9656 170.0833 152.4592 16 8.802072 8.807244 7.410098 7.252279 0.0028587 18.66296 0.02708942 1751 2.7768893 up 8.804658 7.331188 0.003658 0.111594 1.47347 1.200987
1615572_aVvi.14722 Transcr ibed locus 7.591402 7.593487 6.944554 6.86869 16 2.924366 2.924763 2.795882 2.780035 0.0033495 17.23524 0.02783547 1985 1.0993156 up 2.924564 2.787959 2.80E-04 0.011205 0.1366058 1.048999
1615573_aVvi.6649 Transcr ibed locus, weakly similar to NP_172334.1 expressed protein [Arabidopsis thaliana] 946.1364 916.616 1248.759 1378.913 16 9.885904 9.840174 10.28628 10.42932 0.0222646 6.589383 0.04767663 7752 1.4090849 down 9.863039 10.3578 0.032336 0.101142 -0.494759 0.952233
1615574_aVvi.4463 Transcr ibed locus, moderately similar to XP_479497.1 putative pectinesterase [Oryza sativa (j 5.20807 5.239547 5.145113 5.17981 16 2.380749 2.389442 2.363203 2.372899 0.1201898 2.61766 0.16512665 12083 1.0118843 up 2.385095 2.368051 0.006147 0.006856 0.0170444 1.007198
1615575_aVvi.7897 Transcr ibed locus 4.110839 4.133678 3.962839 3.984492 16 2.039433 2.047426 1.986534 1.994396 0.011017 9.448382 0.03501216 5223 1.0373945 up 2.04343 1.990465 0.005652 0.005559 0.0529647 1.026609
1615576_aVvi.6848 Transcr ibed locus, moderately similar to NP_568486.1 shaggy-related protein kinase alpha / A118.2921 148.3007 221.7101 210.2439 16 6.88621 7.212381 7.792531 7.71592 0.0521014 4.207934 0.08524565 10146 1.6300659 down 7.049295 7.754226 0.230638 0.054172 -0.7049303 0.909091
1615577_aVvi.6962 Transcr ibed locus, strongly similar to XP_477093.1 cellulose synthase-4 [Oryza sativa (japon 1406.649 1383.37 2188.432 2023.823 16 10.45805 10.43397 11.09568 10.98287 0.0093199 10.28589 0.03317521 4663 1.5086577 down 10.44601 11.03927 0.017024 0.079772 -0.593265 0.946259
1615578_aVvi.2007 Transcr ibed locus, moderately similar to NP_566068.1 expressed protein [Arabidopsis thalian 2545.045 2638.017 3443.67 3285.202 16 11.31348 11.36524 11.74973 11.68177 0.0126358 8.811545 0.03658523 5733 1.2980909 down 11.33936 11.71575 0.036602 0.048058 -0.376392 0.967873
1615579_aVvi.7161 Transcr ibed locus, moderately similar to XP_472226.1 OSJNBb0089B03.6 [Oryza sativa (japo 1463.924 1489.737 3442.807 3280.094 16 10.51563 10.54084 11.74937 11.67952 9.78E-04 31.94761 0.02255868 718 2.2755442 down 10.52823 11.71445 0.017831 0.049389 -1.186211 0.898739
1615580_aVvi.8792 Transcr ibed locus, weakly similar to NP_175151.1 F-box family protein [Arabidopsis thaliana] 332.328 317.8156 495.4333 448.2488 16 8.376464 8.312046 8.952547 8.808156 0.0210608 6.781357 0.04616479 7573 1.4500439 down 8.344255 8.880352 0.04555 0.1021 -0.536097 0.939631
1615581_aVvi.5750 Transcr ibed locus 808.2838 917.321 210.4132 216.8297 16 9.658718 9.841283 7.717082 7.760418 0.0021689 21.43758 0.02580234 1389 4.0313134 up 9.75 7.73875 0.129093 0.030644 2.01125 1.259893
1615582_at 585.0988 589.0139 565.1419 576.3358 16 9.192536 9.202158 9.142469 9.170766 0.1123762 2.725517 0.15624072 11940 1.0286338 up 9.197348 9.156618 0.006804 0.020009 0.04073 1.004448
1615583_aVvi.9076 Transcr ibed locus 5.766354 5.762593 5.599542 5.670197 16 2.527659 2.526718 2.485309 2.503399 0.0683768 3.625264 0.10502286 10808 1.0230205 up 2.527189 2.494354 6.66E-04 0.012792 0.032835 1.013164
1615584_aVvi.5138 Transcr ibed locus, weakly similar to NP_201115.1 expressed protein [Arabidopsis thaliana] 4.539167 4.577651 4.370273 4.393899 16 2.182428 2.194608 2.127723 2.135502 0.0157443 7.875205 0.03980925 6565 1.040232 up 2.188518 2.131612 0.008612 0.0055 0.0569053 1.026696
1615585_aVvi.7469 Transcr ibed locus, moderately similar to NP_176393.1 coatomer protein complex, subunit alp   3144.615 3142.134 3457.854 3213.702 16 11.61867 11.61753 11.75566 11.65002 0.2498573 1.604265 0.3042936 13631 1.0604985 down 11.6181 11.70284 8.05E-04 0.074699 -0.084743 0.992759
1615586_sVvi.9997 Transcr ibed locus, moderately similar to NP_191142.1 glycosyltransferase family protein 47 [A352.7184 393.8603 435.6371 458.4638 16 8.462373 8.62154 8.766983 8.840664 0.0962356 2.986041 0.13744864 11623 1.1990298 down 8.541956 8.803823 0.112548 0.0521 -0.261867 0.970255
1615587_aVvi.703 Transcr ibed locus, weakly similar to XP_483660.1 dnaJ protein homolog-like [Oryza sativa (ja 522.6662 541.8236 756.1515 856.4746 16 9.029746 9.081679 9.562531 9.742267 0.023707 6.378681 0.04954484 7943 1.5122392 down 9.055713 9.652399 0.036722 0.127092 -0.596686 0.938183
1615588_aVvi.6729 Transcr ibed locus, moderately similar to NP_567130.1 expressed protein [Arabidopsis thalian 3570.082 3454.315 2330.656 2109.213 16 11.80174 11.75418 11.18652 11.04249 0.0128162 8.748101 0.03674546 5788 1.5838733 up 11.77796 11.11451 0.033629 0.101846 0.663457 1.059693
1615589_at 4.474515 4.499321 4.297289 4.305912 16 2.161732 2.169707 2.103427 2.106319 0.0048251 14.34406 0.02932456 2728 1.0430778 up 2.16572 2.104873 0.00564 0.002045 0.0608468 1.028908
1615590_aVvi.1983 Transcr ibed locus 559.3123 566.4386 467.379 469.9694 16 9.12751 9.145776 8.868449 8.876423 0.0014196 26.51311 0.02409896 975 1.2009748 up 9.136642 8.872437 0.012916 0.005638 0.264205 1.029778
1615591_aVvi.8964 Transcr ibed locus 132.1693 107.6808 128.3369 125.4914 16 7.046243 6.750618 7.003792 6.971446 0.6095397 0.599807 0.6523709 15511 1.0637714 down 6.89843 6.987618 0.209039 0.022872 -0.0891881 0.987236
1615592_aVvi.10673 Transcr ibed locus 3.692572 3.711195 3.577665 3.585945 16 1.884626 1.891884 1.839018 1.842353 0.0069747 11.91119 0.03083742 3754 1.0335219 up 1.888255 1.840686 0.005132 0.002358 0.047569 1.025843
1615593_aVvi.12491 Transcr ibed locus 185.5896 203.9807 216.8256 209.0223 16 7.535972 7.672289 7.760391 7.707512 0.2177568 1.775773 0.27043673 13367 1.0941582 down 7.60413 7.733952 0.096391 0.037391 -0.1298213 0.983214
1615594_at 7.712009 7.653636 7.050391 6.947452 16 2.947107 2.936145 2.817703 2.796484 0.0077871 11.26582 0.03142282 4112 1.097737 up 2.941626 2.807094 0.007751 0.015004 0.1345324 1.047926
1615595_aVvi.143 GO:000597Beta-1,3-glucanase 20626.02 21487.85 9460.213 9428.734 16 14.33218 14.39123 13.20766 13.20285 6.56E-04 39.03589 0.02170313 500 2.2290874 up 14.36171 13.20525 0.041758 0.0034 1.156453 1.087575
1615596_sVvi.11371 Transcr ibed locus, weakly similar to NP_180326.1 zinc finger (AN1-like) family protein [Arabi 1342.382 1411.11 957.4107 1008.925 16 10.39058 10.46262 9.902994 9.978603 0.0113564 9.303688 0.03531146 5338 1.4003611 up 10.4266 9.940799 0.050937 0.053464 0.485799 1.048869
1615597_at 3.962062 3.976824 3.848878 3.867972 16 1.986252 1.991617 1.944438 1.951577 0.0116961 9.165235 0.03558587 5454 1.0287744 up 1.988934 1.948008 0.003794 0.005049 0.0409266 1.021009
1615598_aVvi.11514 Transcr ibed locus, moderately similar to NP_180259.1 ABC transporter family protein [Arabid 4.712671 5.397461 6.063164 5.822227 16 2.236545 2.432281 2.600071 2.541571 0.1466925 2.314423 0.19414775 12543 1.1780559 down 2.334413 2.570821 0.138406 0.041366 -0.236408 0.908042
1615599_at 2109.654 2154.739 1718.575 1527.922 16 11.04279 11.0733 10.747 10.57736 0.0442708 4.593427 0.07547586 9737 1.3157344 up 11.05804 10.66218 0.021572 0.119955 0.395868 1.037128
1615600_x_at 9.636469 9.613216 8.427303 8.342783 16 3.268504 3.265019 3.075071 3.060529 0.0014093 26.6092 0.02407197 971 1.1478722 up 3.266762 3.0678 0.002464 0.010283 0.198962 1.064855
1615601_aVvi.1702 Transcr ibed locus, moderately similar to NP_563664.1 expressed protein [Arabidopsis thalian 2598.687 2484.214 1700.093 1730.486 16 11.34357 11.27857 10.7314 10.75696 0.003773 16.23402 0.02824058 2217 1.4813275 up 11.31107 10.74418 0.045957 0.018077 0.56689 1.052763
1615602_aVvi.8880 Transcr ibed locus, moderately similar to NP_567265.1 ATP synthase gamma chain 1, chlorop 287.4869 282.0876 11.58087 16.0134 16 8.167353 8.139999 3.533672 4.001208 0.002838 18.73117 0.0270467 1735 20.911667 up 8.153676 3.76744 0.019342 0.330598 4.3862362 2.164249
1615603_aVvi.4638 Transcr ibed locus, weakly similar to NP_849451.1 GDSL-motif lipase/hydrolase family protein 5.646912 5.69048 5.361011 5.356832 16 2.497462 2.50855 2.422505 2.42138 0.0046925 14.54669 0.02932391 2653 1.0577976 up 2.503006 2.421943 0.007841 7.96E-04 0.0810635 1.03347
1615604_aVvi.5162 GO:000815Clone VitiM1610 terpene synthase 4.443938 4.45675 4.27078 4.289061 16 2.151839 2.155992 2.0945 2.100662 0.0043217 15.16224 0.02910788 2462 1.0398208 up 2.153915 2.09758 0.002937 0.004357 0.056335 1.026857
1615605_aVvi.2712 Transcr ibed locus, moderately similar to NP_195592.1 calcium-binding EF hand family protei  2427.046 2475.166 560.4092 619.1811 16 11.24499 11.27331 9.130337 9.274218 0.0012683 28.0529 0.02354478 891 4.1608276 up 11.25915 9.202277 0.020028 0.101739 2.056871 1.223518
1615606_aVvi.14991 Transcr ibed locus 3.118927 3.132439 3.028362 3.040907 16 1.64105 1.647287 1.598537 1.604502 0.0100813 9.884154 0.03399048 4920 1.0300031 up 1.644168 1.60152 0.00441 0.004217 0.0426487 1.02663
1615607_aVvi.2342 Transcr ibed locus, moderately similar to XP_470471.1 putative chloroplastic RNA-binding pr 2631.827 2534.623 2716.605 2921.598 16 11.36185 11.30756 11.40759 11.51254 0.1678868 2.121841 0.2173639 12822 1.0907831 down 11.3347 11.46007 0.038391 0.074213 -0.125364 0.989061
1615608_aVvi.1908 Transcr ibed locus, weakly similar to NP_172327.1 acyl-[acyl carrier protein] thioesterase / acy 759.9935 776.2005 1137.622 1149.816 16 9.569843 9.600286 10.15181 10.16719 8.80E-04 33.68346 0.02224117 652 1.4890915 down 9.585064 10.1595 0.021526 0.010877 -0.574432 0.943459
1615609_aVvi.5097 Transcr ibed locus, weakly similar to NP_702159.1 ribosomal protein L15, putative [Plasmodiu 45.39726 45.99491 75.25478 73.46262 16 5.504533 5.523402 6.233711 6.198938 7.92E-04 35.50623 0.02212453 592 1.6271613 down 5.513968 6.216325 0.013342 0.024588 -0.7023575 0.887014
1615610_aVvi.9862 Transcr ibed locus 12.80424 11.45062 12.3616 12.47546 16 3.67855 3.517354 3.627793 3.641021 0.6962936 0.450799 0.73191506 15793 1.0255909 down 3.597952 3.634407 0.113982 0.009354 -0.0364553 0.989969
1615611_at 8.87383 9.140041 8.899344 10.63317 16 3.149557 3.192201 3.153699 3.4105 0.4828492 0.8545 0.53491676 14985 1.0801419 down 3.170879 3.2821 0.030154 0.181586 -0.1112207 0.966113
1615612_aVvi.8134 Transcr ibed locus, weakly similar to NP_196763.1 17.6 kDa  class II heat shock protein (HSP 4.795851 4.83233 4.561893 4.569186 16 2.261787 2.272719 2.189633 2.191937 0.0052942 13.68893 0.02950386 2972 1.0544335 up 2.267253 2.190785 0.00773 0.00163 0.076468 1.034904
1615613_aVvi.6589 Transcr ibed locus 674.1554 600.0112 796.7516 811.3657 16 9.396937 9.228846 9.637986 9.664208 0.0578253 3.975973 0.09219392 10412 1.2641839 down 9.312891 9.651097 0.118859 0.018542 -0.338206 0.964957
1615614_aVvi.8274 Transcr ibed locus, moderately similar to NP_180039.1 glycosyl transferase family 2 protein [A 11.11053 11.18792 18.03197 20.7713 16 3.473856 3.48387 4.172485 4.37652 0.0160836 7.78968 0.04020934 6639 1.7358466 down 3.478863 4.274502 0.007081 0.144274 -0.7956395 0.813864
1615615_aVvi.14759 Transcr ibed locus 57.0825 53.27666 59.21894 60.3997 16 5.834977 5.735432 5.887987 5.91647 0.152241 2.260471 0.20048425 12606 1.0844958 down 5.785204 5.902228 0.070389 0.02014 -0.1170244 0.980173
1615616_aVvi.3824 Transcr ibed locus, moderately similar to NP_564570.1 expressed protein [Arabidopsis thalian 80.37415 79.27579 3.976343 4.741452 16 6.32866 6.308809 1.991442 2.245329 9.18E-04 32.98771 0.022458 677 18.38362 up 6.318734 2.118385 0.014037 0.179525 4.2003487 2.982807
1615617_at 252.4435 267.6823 330.9556 370.2528 16 7.979816 8.064378 8.370494 8.532367 0.0423818 4.701688 0.07297472 9641 1.3466115 down 8.022097 8.45143 0.059794 0.114461 -0.429333 0.9492
1615618_aVvi.15039 Transcr ibed locus 3.691802 3.709952 3.580044 3.573994 16 1.884325 1.8914 1.839977 1.837537 0.0057567 13.12301 0.02992968 3192 1.0346235 up 1.887863 1.838757 0.005003 0.001725 0.0491059 1.026706
1615619_aVvi.7797 Transcr ibed locus 6.120457 6.190592 5.905299 5.927469 16 2.613639 2.630077 2.56201 2.567416 0.0221643 6.604792 0.04758705 7731 1.040405 up 2.621858 2.564713 0.011623 0.003823 0.0571454 1.022281
1615620_aVvi.2138 Transcr ibed locus 6.27588 6.331185 6.12152 5.955326 16 2.649818 2.662476 2.61389 2.57418 0.096542 2.980527 0.13779148 11631 1.0439925 up 2.656147 2.594035 0.00895 0.028079 0.0621114 1.023944
1615621_at 4.947416 5.001726 4.779292 4.821444 16 2.306675 2.322426 2.256797 2.269465 0.0365292 5.087698 0.06563395 9239 1.0362841 up 2.314551 2.263131 0.011138 0.008958 0.0514195 1.022721
1615622_aVvi.7085 Transcr ibed locus, moderately similar to NP_176409.1 5'-adenylylsulfate reductase 2, chlorop 543.7927 480.0299 80.30043 53.85841 16 9.086913 8.906981 6.327336 5.7511 0.0102544 9.799071 0.03421287 4974 7.768997 up 8.996946 6.039218 0.127232 0.407461 2.957728 1.489753
1615623_aVvi.11795 Transcr ibed locus, weakly similar to NP_180575.1 UDP-glucoronosyl/UDP-glucosyl transfer 4.374367 4.405302 4.245024 4.195287 16 2.129074 2.139241 2.085773 2.06877 0.0290073 5.742948 0.05599106 8600 1.0402186 up 2.134158 2.077271 0.007189 0.012023 0.0568867 1.027385
1615624_at 14.87795 14.95066 16.72702 14.6176 16 3.895103 3.902137 4.064109 3.869635 0.5556545 0.701452 0.60255635 15308 1.0484453 down 3.89862 3.966872 0.004973 0.137514 -0.0682516 0.982795
1615625_aVvi.14701 Transcr ibed locus 2318.204 2158.421 1228.788 1187.61 16 11.17879 11.07576 10.26302 10.21385 0.004099 15.57122 0.02870165 2370 1.8516912 up 11.12728 10.23843 0.072854 0.034772 0.888843 1.086814
1615626_aVvi.14965 Transcr ibed locus 4.291421 4.306686 4.138361 4.158081 16 2.101455 2.106578 2.049059 2.055918 0.0068296 12.03842 0.03073394 3686 1.0363623 up 2.104017 2.052488 0.003622 0.00485 0.0515285 1.025105
1615627_s_at 960.0751 969.8857 1575.714 1535.01 16 9.907003 9.921671 10.62179 10.58403 8.64E-04 33.99802 0.02217538 644 1.6116896 down 9.914337 10.60291 0.010371 0.026699 -0.688574 0.935058
1615628_aVvi.2746 Transcr ibed locus, weakly similar to NP_566059.1 expressed protein [Arabidopsis thaliana] 415.8075 356.2911 304.9752 339.0882 16 8.699772 8.476913 8.252548 8.405517 0.1950409 1.918635 0.24639086 13141 1.196906 up 8.588343 8.329033 0.157585 0.108165 0.25931 1.031133
1615629_aVvi.14849 Transcr ibed locus 5.324801 5.24242 5.766252 5.173102 16 2.412728 2.390233 2.527634 2.37103 0.6067328 0.604904 0.6497438 15502 1.0337244 down 2.40148 2.449332 0.015906 0.110736 -0.0478516 0.980463
1615630_aVvi.7402 Transcr ibed locus, weakly similar to NP_565732.1 expressed protein [Arabidopsis thaliana] 581.2235 597.0474 241.5733 220.48 16 9.182949 9.221702 7.916317 7.784504 0.0025721 19.67975 0.0266497 1600 2.5525086 up 9.202326 7.85041 0.027402 0.093206 1.351916 1.17221
1615631_aVvi.243 Transcr ibed locus, weakly similar to NP_849588.1 cryptochrome 2 apoprotein (CRY2) / blue l 392.2582 329.4907 266.2453 276.9631 16 8.61566 8.364094 8.056612 8.11355 0.0882685 3.138814 0.12822063 11428 1.3239014 up 8.489877 8.085081 0.177884 0.040261 0.404796 1.050067
1615632_aVvi.2303 Transcr ibed locus, strongly similar to NP_922522.1 putative ubiquitin-conjugating enzyme [O 2097.959 1970.498 1980.375 1853.066 16 11.03477 10.94434 10.95156 10.8557 0.3220834 1.304133 0.37797612 14146 1.061371 up 10.98956 10.90363 0.063941 0.067783 0.085929 1.007881
1615633_aVvi.6622 Transcr ibed locus, weakly similar to NP_190438.1 expressed protein [Arabidopsis thaliana] 17.25812 18.31835 6.624061 10.55931 16 4.109203 4.195218 2.727716 3.400443 0.0849284 3.208862 0.12421931 11349 2.125984 up 4.15221 3.06408 0.060821 0.47569 1.0881305 1.355125
1615634_aVvi.5300 Transcr ibed locus, weakly similar to NP_566550.1 UDP-glucoronosyl/UDP-glucosyl transfer 5.514265 5.562021 5.328381 5.279895 16 2.463169 2.475609 2.413697 2.400509 0.0205312 6.871068 0.04552621 7483 1.0441186 up 2.469389 2.407103 0.008797 0.009325 0.0622857 1.025876
1615635_aVvi.4362 Transcr ibed locus, moderately similar to NP_051043.1 photosystem II protein I [Arabidopsis th 3.546803 3.556198 3.44265 3.461451 16 1.826519 1.830336 1.78352 1.791377 0.0111694 9.382617 0.0351249 5278 1.0288118 up 1.828427 1.787448 0.002699 0.005556 0.0409791 1.022926
1615636_aVvi.3455 Transcr ibed locus, weakly similar to XP_474099.1 OSJNBa0070O11.2 [Oryza sativa (japonica 762.7652 737.2965 1053.866 994.6091 16 9.575095 9.526101 10.04148 9.957986 0.0114153 9.279268 0.03538483 5354 1.3652195 down 9.550598 9.999731 0.034644 0.059036 -0.449133 0.955085
1615637_aVvi.15037 Transcr ibed locus 4.52845 4.549657 4.370741 4.364718 16 2.179017 2.185758 2.127878 2.125889 0.0039843 15.79519 0.02855217 2315 1.0392224 up 2.182388 2.126883 0.004766 0.001407 0.0555043 1.026097
1615638_aVvi.8842 Transcr ibed locus, weakly similar to NP_189632.1 germination protein-related [Arabidopsis th 5587.125 5040.825 2749.729 2457.381 16 12.44789 12.29944 11.42507 11.26291 0.0112059 9.367062 0.03514161 5293 2.0415664 up 12.37367 11.34399 0.104967 0.11467 1.029677 1.090769
1615639_aVvi.13068 Transcr ibed locus, moderately similar to NP_850408.1 late embryogenesis abundant family pr 3352.42 3514.276 3829.752 3868.58 16 11.71099 11.77901 11.90304 11.91759 0.0415314 4.752765 0.07201839 9573 1.1214092 down 11.745 11.91031 0.048101 0.010291 -0.165313 0.98612
1615640_at 5.149609 5.133213 4.895515 4.902363 16 2.364463 2.359862 2.291461 2.293477 0.0012961 27.74927 0.02357308 908 1.0494936 up 2.362162 2.292469 0.003253 0.001426 0.0696934 1.030401
1615641_aVvi.8450 Transcr ibed locus 5205.295 5263.814 7193.248 6685.614 16 12.34576 12.36189 12.81243 12.70684 0.0168813 7.598765 0.04122744 6797 1.3248302 down 12.35383 12.75964 0.011405 0.074659 -0.405808 0.968196
1615642_aVvi.4388 Transcr ibed locus 4.035023 4.047809 3.908274 3.944246 16 2.012577 2.017141 1.966532 1.97975 0.0269587 5.966621 0.05342905 8375 1.0293394 up 2.014859 1.973141 0.003228 0.009347 0.0417187 1.021143
1615643_aVvi.3562 Transcr ibed locus 7.215671 7.240819 7.462502 6.905269 16 2.851134 2.856153 2.899659 2.787698 0.8752427 0.177823 0.89233476 16283 1.006931 up 2.853643 2.843679 0.003549 0.079169 0.0099647 1.003504
1615644_aVvi.10505 Transcr ibed locus, moderately similar to NP_196493.1 expressed protein [Arabidopsis thalian 257.2006 304.3097 336.2467 279.7425 16 8.00675 8.249396 8.393376 8.127955 0.5376524 0.737408 0.5860485 15230 1.0962623 down 8.128073 8.260666 0.171577 0.187681 -0.132593 0.983949
1615645_aVvi.5576 Transcr ibed locus, weakly similar to NP_186937.1 IAA-amino acid hydrolase 1 (ILR1) [Arabid  5.499289 6.412747 17.5969 13.59268 16 2.459245 2.680943 4.13725 3.764758 0.0237596 6.371357 0.04962225 7948 2.6043258 down 2.570094 3.951004 0.156764 0.263392 -1.38091 0.650491
1615646_aVvi.5820 Transcr ibed locus, moderately similar to NP_201208.2 dehydration-responsive protein-related 1154.638 1364.48 3363.781 3311.337 16 10.17322 10.41414 11.71587 11.6932 0.0072738 11.66111 0.03107765 3881 2.6589422 down 10.29368 11.70453 0.17035 0.01603 -1.410853 0.879461
1615647_aVvi.14617 Transcr ibed locus 7.264838 7.330514 6.830988 7.063089 16 2.860931 2.873914 2.772094 2.820299 0.1040088 2.853419 0.1465711 11780 1.0506089 up 2.867423 2.796197 0.009181 0.034086 0.0712256 1.025472
1615648_aVvi.2371 Transcr ibed locus, moderately similar to NP_983726.1 ADL370Cp [Eremothecium gossypii] 3.992308 3.808594 3.852998 4.131512 16 1.997223 1.929258 1.945982 2.04667 0.6405782 0.544699 0.6812426 15610 1.0231978 down 1.963241 1.996326 0.048058 0.071197 -0.033085 0.983427
1615649_aVvi.2055 Transcr ibed locus, weakly similar to NP_566713.1 protease inhibitor/seed storage/lipid transf 3.68894 3.70381 3.582617 3.59129 16 1.883206 1.88901 1.841014 1.844502 0.0060443 12.80411 0.03012973 3329 1.0305042 up 1.886108 1.842758 0.004104 0.002466 0.0433505 1.023525
1615650_aVvi.6009 Transcr ibed locus, weakly similar to XP_473551.1 OSJNBa0088I22.16 [Oryza sativa (japonica 4.153316 4.14316 3.988864 4.022672 16 2.054264 2.050732 1.995978 2.008154 0.0154346 7.955717 0.0394629 6490 1.0355746 up 2.052498 2.002066 0.002497 0.00861 0.0504315 1.02519
1615651_aVvi.4178 Transcr ibed locus, weakly similar to NP_564143.1 calcium-binding protein, putative [Arabidop 3.904185 3.909537 3.763799 3.793351 16 1.965021 1.966998 1.91219 1.923473 0.0138405 8.411602 0.03770794 6092 1.0339586 up 1.96601 1.917831 0.001398 0.007979 0.0481784 1.025121
1615652_at 8948.274 8506.011 8045.156 7199.227 16 13.1274 13.05427 12.97391 12.81363 0.1547253 2.237184 0.20311132 12646 1.1463641 up 13.09083 12.89377 0.051709 0.113334 0.197066 1.015284
1615653_at 4.824146 4.822727 4.669828 4.720614 16 2.270274 2.269849 2.22337 2.238974 0.0380007 4.982465 0.06743143 9355 1.0273226 up 2.270062 2.231172 3.00E-04 0.011034 0.0388895 1.01743
1615654_aVvi.9714 Transcr ibed locus, moderately similar to NP_568033.1 squalene monooxygenase, putative / s 4219.41 4421.065 4944.39 4757.092 16 12.04283 12.11018 12.27158 12.21586 0.0620224 3.826124 0.09728463 10583 1.122892 down 12.0765 12.24372 0.047626 0.039395 -0.167219 0.986342
1615655_aVvi.4453 Transcr ibed locus 5.279977 5.292838 5.08945 5.050962 16 2.400532 2.404042 2.34751 2.336558 0.0089852 10.47835 0.03272825 4555 1.0426483 up 2.402287 2.342034 0.002482 0.007744 0.0602526 1.025727
1615656_at 8.035768 8.096528 7.484325 7.49985 16 3.006436 3.017304 2.903872 2.906862 0.0027883 18.89805 0.0270467 1703 1.0766152 up 3.01187 2.905367 0.007685 0.002114 0.1065027 1.036657
1615657_aVvi.1641 Transcr ibed locus, weakly similar to NP_568953.1 zinc finger (C3HC4-type RING finger) fam 283.5207 340.3669 245.384 248.7308 16 8.14731 8.410947 7.938897 7.958441 0.1296058 2.500071 0.17547831 12261 1.2574139 up 8.279129 7.948669 0.186419 0.01382 0.3304596 1.041574
1615658_aVvi.6583 Transcr ibed locus, weakly similar to NP_193817.2 subtilase family protein [Arabidopsis thalia 462.6596 435.0083 470.1567 442.8611 16 8.853807 8.764899 8.876998 8.79071 0.7306687 0.395507 0.76340854 15889 1.0171283 down 8.809353 8.833855 0.062868 0.061014 -0.024502 0.997226
1615659_aVvi.11310 Transcr ibed locus, moderately similar to NP_171637.1 aspartyl protease family protein [Arabi 361.4344 453.8962 4469.083 4298.977 16 8.49759 8.826219 12.12576 12.06978 0.0023452 20.61336 0.02616672 1480 10.821783 down 8.661904 12.09777 0.232375 0.039587 -3.435867 0.715992
1615660_aVvi.101 Transcr ibed locus, strongly similar to XP_464900.1 ubiquitin-conjugating enzyme OsUBC5b    7641.126 7679.798 6126.413 5847.705 16 12.89957 12.90685 12.58083 12.51366 0.0088868 10.53701 0.03258624 4526 1.2798452 up 12.90321 12.54724 0.005149 0.047498 0.35597 1.02837
1615661_at 6.698672 6.928553 6.451867 6.474066 16 2.743875 2.792554 2.689717 2.694672 0.0898342 3.107272 0.13002326 11468 1.054106 up 2.768215 2.692195 0.034421 0.003504 0.07602 1.028237
1615662_at 4.535784 4.560133 4.395876 4.409932 16 2.181352 2.189076 2.136151 2.140756 0.0091203 10.39941 0.03287308 4605 1.0329429 up 2.185214 2.138454 0.005462 0.003257 0.0467605 1.021867
1615663_s_at 549.5577 525.5793 656.892 635.5253 16 9.102127 9.037765 9.359512 9.311806 0.0219806 6.633274 0.04736598 7703 1.2022299 down 9.069946 9.335659 0.045511 0.033734 -0.265713 0.971538
1615664_aVvi.2353 Transcr ibed locus, moderately similar to XP_467255.1 unknown protein [Oryza sativa (japonic 296.689 313.4398 220.8336 237.4639 16 8.212808 8.292045 7.786816 7.891564 0.0243371 6.292507 0.05040734 8014 1.3316696 up 8.252426 7.83919 0.056029 0.074069 0.413236 1.052714
1615665_s_at 745.5996 781.3289 1383.715 1431.862 16 9.542257 9.609786 10.43433 10.48368 0.0022355 21.11462 0.02589414 1432 1.8441836 down 9.576021 10.459 0.04775 0.034893 -0.882982 0.915577
1615666_aVvi.3475 Transcr ibed locus, weakly similar to NP_191851.1 expressed protein [Arabidopsis thaliana] 419.6013 399.5689 435.5461 464.6982 16 8.712875 8.642301 8.766682 8.86015 0.1461889 2.31946 0.19354291 12539 1.0987232 down 8.677588 8.813416 0.049904 0.066092 -0.1358285 0.984588
1615667_aVvi.15608 Transcr ibed locus 3.935833 3.940126 3.777965 3.794177 16 1.976669 1.978242 1.917609 1.923787 0.0031393 17.80585 0.02772998 1878 1.0401253 up 1.977455 1.920698 0.001112 0.004369 0.0567572 1.02955
1615668_aVvi.15081 Transcr ibed locus 4.363864 4.369618 4.222761 4.240093 16 2.125606 2.127507 2.078187 2.084096 0.0046383 14.63203 0.02926091 2629 1.0319802 up 2.126556 2.081141 0.001344 0.004179 0.0454152 1.021822
1615669_aVvi.151 Transcr ibed locus, weakly similar to XP_473867.1 OSJNBa0070C17.15 [Oryza sativa (japonic 3.43005 3.442674 3.331323 3.337692 16 1.77823 1.78353 1.736095 1.738851 0.0047013 14.53302 0.02932456 2660 1.0305443 up 1.78088 1.737473 0.003748 0.001949 0.0434065 1.024983
1615670_aVvi.15913 Transcr ibed locus 3.353768 3.369505 3.261872 3.276053 16 1.745783 1.752536 1.7057 1.711959 0.0127819 8.760082 0.03674486 5772 1.0283492 up 1.74916 1.708829 0.004775 0.004426 0.0403302 1.023601
1615671_aVvi.3864 Transcr ibed locus 130.7274 130.9477 127.0236 112.8569 16 7.030417 7.032847 6.988953 6.818351 0.2723491 1.500193 0.32781407 13792 1.0927627 up 7.031632 6.903652 0.001718 0.120633 0.1279804 1.018538
1615672_aVvi.6919 Transcr ibed locus, strongly similar to XP_464458.1 putative zinc-finger protein [Oryza sativa 6541.551 6662.857 7388.88 6877.785 16 12.67542 12.70193 12.85114 12.74773 0.1736588 2.075081 0.22349478 12899 1.0797988 down 12.68867 12.79943 0.018745 0.073122 -0.110763 0.991346
1615673_aVvi.9878 Transcr ibed locus 8.112787 8.175217 7.631509 7.727389 16 3.020198 3.031257 2.931969 2.949981 0.0151957 8.019482 0.03918337 6437 1.0605059 up 3.025727 2.940975 0.00782 0.012737 0.0847526 1.028818
1615674_at 49.94537 42.91586 49.58017 56.98439 16 5.642279 5.423439 5.631692 5.832495 0.3117603 1.341613 0.36749813 14083 1.148089 down 5.532859 5.732093 0.154743 0.14199 -0.1992343 0.965242
1615675_aVvi.5562 Transcr ibed locus, moderately similar to NP_198610.1 NADP-dependent oxidoreductase, put  272.5557 272.2719 357.3775 267.9733 16 8.090407 8.088904 8.481305 8.065946 0.4691639 0.885827 0.5217227 14928 1.1360053 down 8.089656 8.273625 0.001063 0.293704 -0.183969 0.977764
1615676_aVvi.2756 Transcr ibed locus, weakly similar to NP_565918.1 acid phosphatase class B family protein [A 280.1635 275.5767 188.7356 181.7667 16 8.130125 8.10631 7.560223 7.505944 0.0025555 19.74365 0.0266497 1587 1.5001783 up 8.118217 7.533083 0.01684 0.038381 0.5851336 1.077675
1615677_aVvi.2865 Transcr ibed locus 9.746664 8.717607 8.542813 8.545184 16 3.284909 3.123932 3.094711 3.095112 0.3066972 1.360554 0.3621985 14057 1.0788608 up 3.20442 3.094912 0.113828 2.83E-04 0.1095087 1.035383
1615678_at 22.63633 23.36915 22.61828 21.46723 16 4.500568 4.546534 4.499417 4.424064 0.2963354 1.400544 0.35198975 13976 1.0437748 up 4.523551 4.461741 0.032502 0.053283 0.0618105 1.013853
1615679_at 221.4504 201.6707 251.9982 259.0194 16 7.79084 7.655857 7.977269 8.016916 0.0601357 3.8916 0.09498365 10510 1.2089412 down 7.723349 7.997093 0.095447 0.028035 -0.2737441 0.96577
1615680_aVvi.3335 Transcr ibed locus, strongly similar to NP_188056.1 diaminopimelate decarboxylase, putative     1366.466 1353.884 1835.99 1821.851 16 10.41623 10.40289 10.84234 10.83119 4.14E-04 49.12487 0.01871624 361 1.3446252 down 10.40956 10.83677 0.009437 0.007887 -0.427204 0.960578
1615681_aVvi.7439 Transcr ibed locus, moderately similar to NP_172333.1 thioredoxin family protein [Arabidopsis 2350.589 2312.853 403.4167 400.7272 16 11.19881 11.17546 8.656127 8.646477 2.48E-05 200.7428 0.01323349 30 5.7991023 up 11.18713 8.651302 0.01651 0.006824 2.53583 1.293115
1615682_sVvi.7552 Transcr ibed locus, moderately similar to NP_195213.1 peptidyl-prolyl cis- trans isomerase / c 16871.51 17582.85 16756.07 16569.61 16 14.0423 14.10188 14.0324 14.01625 0.2617852 1.547653 0.3168677 13715 1.0336635 up 14.07209 14.02432 0.042129 0.011416 0.047767 1.003406
1615683_aVvi.1583 Transcr ibed locus 3446.216 3119.536 4187.78 3809.5 16 11.7508 11.60712 12.03197 11.89539 0.1028373 2.872491 0.14515711 11760 1.2181749 down 11.67896 11.96368 0.101598 0.096578 -0.284721 0.976201
1615684_aVvi.14357 Transcr ibed locus 636.8925 688.1406 807.7027 816.9822 16 9.314906 9.426559 9.657681 9.674161 0.0346578 5.230905 0.06328011 9091 1.227044 down 9.370733 9.66592 0.078951 0.011653 -0.295187 0.969461
1615685_aVvi.1050 Transcr ibed locus, weakly similar to XP_464438.1 putative guanine nucleotide-exchange prote      364.153 347.8816 427.5113 387.2838 16 8.508401 8.442452 8.739819 8.597247 0.1331715 2.458614 0.17939895 12323 1.1432228 down 8.475427 8.668533 0.046633 0.100813 -0.193106 0.977723
1615686_aVvi.5343 Transcr ibed locus, moderately similar to NP_564535.1 signal recognition particle 54 kDa pro 1605.408 1569.287 1392.825 1453.19 16 10.64873 10.61589 10.4438 10.50501 0.0451233 4.546761 0.07651286 9790 1.1156663 up 10.63231 10.4744 0.023215 0.043282 0.157906 1.015075
1615687_aVvi.8742 Transcr ibed locus, weakly similar to NP_178383.1 protein kinase (APK2b) [Arabidopsis thalia 575.0089 567.6981 399.3672 408.5468 16 9.16744 9.14898 8.641572 8.674357 0.0014113 26.5909 0.02408028 972 1.4144548 up 9.158211 8.657965 0.013053 0.023183 0.500246 1.057779
1615688_aVvi.15065 Transcr ibed locus 5.356756 5.387925 5.069521 5.073206 16 2.42136 2.42973 2.34185 2.342898 0.0025618 19.71913 0.0266497 1592 1.0593438 up 2.425545 2.342374 0.005919 7.41E-04 0.0831709 1.035507
1615689_aVvi.10463 Transcr ibed locus 4.282733 4.297284 4.110601 4.128961 16 2.098532 2.103425 2.039349 2.045779 0.0047489 14.45948 0.02932456 2679 1.0413207 up 2.100978 2.042564 0.00346 0.004546 0.0584144 1.028599
1615690_aVvi.14319 Transcr ibed locus 3.175852 3.18342 3.079269 3.093712 16 1.667143 1.670578 1.622588 1.629339 0.0077044 11.32683 0.03135112 4073 1.0301806 up 1.66886 1.625963 0.002428 0.004774 0.0428972 1.026383
1615691_aVvi.6397 Transcr ibed locus, moderately similar to NP_922169.1 putative pre-mRNA splicing factor [Or 561.1639 647.4761 568.8856 533.7211 16 9.132278 9.338683 9.151995 9.059942 0.3703768 1.14612 0.4261849 14427 1.0939242 up 9.235481 9.105968 0.14595 0.065091 0.129513 1.014223
1615692_aVvi.15248 Transcr ibed locus 4.339115 4.358946 4.169015 4.231991 16 2.117401 2.123979 2.059707 2.081337 0.0472038 4.438111 0.07902768 9915 1.0353857 up 2.12069 2.070522 0.004651 0.015295 0.0501683 1.02423
1615693_aVvi.2197 Transcr ibed locus 187.8049 227.0338 265.9993 277.7313 16 7.553091 7.826763 8.055279 8.117546 0.1057702 2.825311 0.14866208 11811 1.3162973 down 7.689927 8.086412 0.193516 0.04403 -0.396485 0.950969
1615694_aVvi.6633 Transcr ibed locus 1855.91 1816.28 942.9059 792.0219 16 10.85791 10.82677 9.88097 9.629396 0.0133212 8.577399 0.03722824 5939 2.1245499 up 10.84234 9.755183 0.02202 0.177889 1.087157 1.111444
1615695_aVvi.15632 Transcr ibed locus 3.943012 3.962931 3.836056 3.850931 16 1.979298 1.986568 1.939624 1.945207 0.0125559 8.840072 0.03651951 5707 1.0284826 up 1.982933 1.942416 0.005141 0.003948 0.0405173 1.020859
1615696_aVvi.4846 Transcr ibed locus, weakly similar to NP_564462.1 thioredoxin family protein [Arabidopsis thal 858.8604 974.855 1296.36 1184.33 16 9.74628 9.929044 10.34025 10.20986 0.0600016 3.896368 0.09480793 10506 1.3541535 down 9.837662 10.27505 0.129234 0.092204 -0.437391 0.957432
1615697_aVvi.88 GO:000681Putative sucrose transporter (VvSUC27) 3.48474 3.851046 93.8464 76.51306 16 1.801051 1.945251 6.552229 6.257634 0.001307 27.63335 0.02357308 918 23.131409 down 1.873151 6.404932 0.101964 0.20831 -4.5317812 0.292454
1615698_aVvi.1853 Transcr ibed locus 5.496879 5.55599 5.265601 5.259741 16 2.458612 2.474044 2.396598 2.394992 0.0118812 9.092262 0.03578601 5511 1.0501047 up 2.466328 2.395795 0.010912 0.001136 0.0705332 1.02944
1615699_sVvi.7860 Transcr ibed locus, strongly similar to NP_191420.1 ketol-acid reductoisomerase [Arabidopsi 6796.582 6791.018 7299.037 7248.431 16 12.73059 12.72941 12.83349 12.82345 0.0026229 19.48739 0.02668185 1629 1.0706365 down 12.73 12.82847 8.36E-04 0.007097 -0.098469 0.992324
1615700_aVvi.2295 Transcr ibed locus, moderately similar to NP_197686.1 SNF7 family protein [Arabidopsis thali 318.881 354.8416 332.759 330.3989 16 8.316875 8.471031 8.378334 8.368065 0.8133699 0.268655 0.8382102 16109 1.0144894 up 8.393953 8.373199 0.109005 0.007261 0.020754 1.002479
1615701_at 4.787608 4.285841 4.684434 5.777154 16 2.259305 2.099578 2.227875 2.530359 0.3633774 1.167465 0.41926408 14388 1.1484399 down 2.179442 2.379117 0.112944 0.213889 -0.1996753 0.916072
1615702_aVvi.6978 Transcr ibed locus, weakly similar to NP_565611.1 nucleotidyltransferase family protein [Arabi 386.172 332.0664 252.4929 241.3848 16 8.5931 8.375328 7.980099 7.915191 0.042032 4.722513 0.07258324 9613 1.4505185 up 8.484214 7.947645 0.153988 0.045897 0.536569 1.067513
1615703_aVvi.3694 Transcr ibed locus, strongly similar to XP_470613.1 Putative Squalene monooxygenase [Oryza 5.182968 5.215301 4.975717 4.967853 16 2.373779 2.382751 2.314905 2.312623 0.0051105 13.93477 0.02943507 2876 1.0457231 up 2.378264 2.313764 0.006344 0.001614 0.0645008 1.027877
1615704_aVvi.5303 Transcr ibed locus, weakly similar to NP_193244.2 zinc finger (DHHC type) family protein [Ar 155.2525 150.7717 242.0644 224.611 16 7.278472 7.236222 7.919247 7.811285 0.0089702 10.48725 0.03271188 4551 1.5240589 down 7.257347 7.865266 0.029875 0.076341 -0.607919 0.922708
1615705_sVvi.2674 Transcr ibed locus, moderately similar to NP_187648.1 glycerol-3-phosphate dehydrogenase,  122.4575 111.2254 97.10786 86.9249 16 6.936137 6.797342 6.601516 6.441698 0.0825596 3.260979 0.12149041 11281 1.270268 up 6.86674 6.521607 0.098143 0.113009 0.3451327 1.052921
1615706_aVvi.2823 Transcr ibed locus, moderately similar to NP_564492.1 expressed protein [Arabidopsis thalian 3739.238 3761.734 3038.307 2737.178 16 11.86853 11.87718 11.56905 11.41847 0.0373695 5.026856 0.0666413 9308 1.3005233 up 11.87286 11.49376 0.006119 0.106475 0.379092 1.032982
1615707_aVvi.12118 Transcr ibed locus 1782.184 1655.062 1818.863 1999.593 16 10.79943 10.69267 10.82882 10.96549 0.2235268 1.742598 0.2766507 13413 1.1104203 down 10.74605 10.89716 0.075491 0.09664 -0.151106 0.986133
1615708_s_at 3684.653 3164.916 3995.383 3841.732 16 11.84731 11.62795 11.96412 11.90754 0.2222601 1.749785 0.27528808 13403 1.147264 down 11.73763 11.93583 0.155111 0.040006 -0.198197 0.983395
1615709_aVvi.1215 Transcr ibed locus, moderately similar to NP_567914.1 lysine-ketoglutarate reductase/saccha 754.0182 733.1145 651.8483 638.7578 16 9.558455 9.517895 9.348393 9.319125 0.0146397 8.173795 0.03868821 6281 1.15222 up 9.538176 9.333759 0.028681 0.020695 0.204417 1.021901
1615710_sVvi.5664 Transcr ibed locus, strongly similar to XP_475712.1 putative GTP-binding protein Rab7a [Ory    818.8757 655.2903 664.1632 676.6404 16 9.677501 9.35599 9.375394 9.402246 0.5108988 0.79302 0.5611977 15113 1.0927216 up 9.516746 9.38882 0.227342 0.018987 0.127926 1.013625
1615711_aVvi.777 Transcr ibed locus, moderately similar to NP_190019.1 expressed protein [Arabidopsis thalian 1384.744 1409.265 1797.653 1782.721 16 10.4354 10.46073 10.8119 10.79987 0.0015314 25.52455 0.0247885 1024 1.2814851 down 10.44807 10.80588 0.017906 0.00851 -0.3578165 0.966887
1615712_sVvi.1699 Transcr ibed locus, moderately similar to NP_914976.1 putative nascent polypeptide associate 8281.271 8795.823 10560.37 9962.027 16 13.01564 13.1026 13.36637 13.28223 0.0483198 4.382674 0.08041351 9975 1.2017848 down 13.05912 13.3243 0.061495 0.059501 -0.265179 0.980098
1615713_aVvi.5891 Transcr ibed locus 4.043333 4.065297 3.933031 3.914775 16 2.015545 2.023361 1.975641 1.968929 0.0117178 9.156606 0.03559749 5463 1.0332344 up 2.019453 1.972285 0.005527 0.004746 0.0471675 1.023915
1615714_at 636.9451 537.6513 391.6211 406.7629 16 9.315025 9.070527 8.613315 8.668044 0.0478234 4.4071 0.07977488 9950 1.4662147 up 9.192776 8.640679 0.172886 0.0387 0.552097 1.063895
1615715_aVvi.8188 Transcr ibed locus 8.414214 8.413234 7.447795 7.309434 16 3.072829 3.07266 2.896813 2.86976 0.0050592 14.00572 0.02943507 2849 1.1403352 up 3.072744 2.883287 1.19E-04 0.01913 0.1894579 1.065709
1615716_aVvi.4316 Transcr ibed locus, moderately similar to NP_851138.1 phosphate/triose-phosphate transloca 5.487004 5.52266 5.239094 5.193197 16 2.456019 2.465363 2.389317 2.376623 0.0101274 9.861264 0.03399048 4944 1.0553495 up 2.460691 2.38297 0.006608 0.008976 0.077721 1.032615
1615717_sVvi.3149 Transcr ibed locus, moderately similar to XP_469987.1 synaptobrevin-like protein [Oryza sativa 5119.127 5081.212 4176.703 4184.69 16 12.32168 12.31096 12.02815 12.03091 3.73E-04 51.79806 0.01871624 326 1.2199253 up 12.31632 12.02953 0.007584 0.001949 0.286792 1.023841
1615718_aVvi.15104 Transcr ibed locus 1085.205 888.7673 1214.886 1216.923 16 10.08375 9.795662 10.24661 10.24902 0.1658475 2.138889 0.21510184 12799 1.2380824 down 9.939707 10.24781 0.20371 0.001709 -0.308107 0.969934
1615719_x_at 8.416388 8.497991 7.961389 8.030067 16 3.073201 3.087122 2.99302 3.005412 0.0129953 8.686441 0.03690187 5845 1.0577108 up 3.080161 2.999216 0.009843 0.008762 0.0809452 1.026989
1615720_sVvi.7116 Transcr ibed locus, weakly similar to NP_563621.1 NC domain-containing protein-related [Ara  1488.096 1421.39 968.1466 970.4622 16 10.53925 10.47309 9.919082 9.922528 0.0031875 17.66987 0.02774722 1905 1.5004178 up 10.50617 9.920805 0.046786 0.002437 0.585364 1.059004
1615721_at 14.38391 16.16872 12.68881 12.90444 16 3.846384 4.015134 3.665485 3.689796 0.097172 2.96927 0.13842885 11653 1.1917803 up 3.930759 3.677641 0.119324 0.01719 0.2531183 1.068826
1615722_sVvi.5433 Transcr ibed locus, moderately similar to XP_507363.1 PREDICTED OJ1047_A06.117 gene 253.693 334.4816 857.6315 861.743 16 7.986939 8.385783 9.744214 9.751114 0.0159304 7.827973 0.04003098 6605 2.951201 down 8.186361 9.747664 0.282025 0.004879 -1.5613025 0.839828
1615723_aVvi.15099 Transcr ibed locus 6.148179 6.053869 5.687881 5.679085 16 2.620159 2.597858 2.507891 2.505658 0.0118037 9.122632 0.03566651 5491 1.073434 up 2.609008 2.506775 0.01577 0.001579 0.1022333 1.040783
1615724_aVvi.4910 Transcr ibed locus, moderately similar to NP_200604.1 GTP-binding family protein [Arabidops 82.21513 79.89689 76.48949 80.30258 16 6.361332 6.320067 6.25719 6.327375 0.3563513 1.189379 0.41230354 14348 1.03413 up 6.3407 6.292282 0.029178 0.049628 0.0484177 1.007695
1615725_at 5.950006 5.840148 5.718388 5.72324 16 2.572891 2.546005 2.515609 2.516832 0.084769 3.212304 0.12401611 11347 1.0304166 up 2.559448 2.51622 0.019011 8.65E-04 0.0432277 1.01718
1615726_aVvi.3737 Transcr ibed locus, weakly similar to NP_921512.1 unknown protein [Oryza sativa (japonica cu 361.0206 356.4503 345.2016 351.4982 16 8.495937 8.477557 8.431295 8.457374 0.1171275 2.658723 0.16170904 12024 1.0298353 up 8.486748 8.444334 0.012997 0.01844 0.042414 1.005023
1615727_at 489.2126 501.4288 530.1419 476.7913 16 8.934318 8.969901 9.050235 8.897214 0.8090081 0.275169 0.8343367 16097 1.0150952 down 8.952109 8.973724 0.025161 0.108202 -0.021615 0.997591
1615728_aVvi.137 GO:000644Aux/IAA protein 9587.286 9610.611 12237.43 12168.67 16 13.22691 13.23041 13.57901 13.57088 1.63E-04 78.23233 0.0168302 159 1.271286 down 13.22866 13.57495 0.002479 0.005748 -0.346288 0.974491
1615729_aVvi.14818 Transcr ibed locus 3.250024 3.261525 3.152279 3.164415 16 1.70045 1.705547 1.656395 1.661939 0.0072979 11.64163 0.03107765 3896 1.0308479 up 1.702999 1.659167 0.003604 0.00392 0.0438315 1.026418
1615730_aVvi.8504 Transcr ibed locus 11.97055 11.94541 11.49715 11.62843 16 3.581417 3.578385 3.523205 3.539584 0.0282407 5.82383 0.05502322 8520 1.0341938 up 3.579901 3.531395 0.002144 0.011582 0.0485065 1.013736
1615731_aVvi.8256 Transcr ibed locus, moderately similar to XP_483065.1 putative heat-shock protein [Oryza sati 99.04138 108.7257 97.36453 94.70825 16 6.62996 6.76455 6.605325 6.565418 0.2519708 1.593984 0.30666518 13640 1.0806379 up 6.697255 6.585372 0.09517 0.028218 0.1118832 1.01699
1615732_sVvi.13060 Transcr ibed locus, moderately similar to NP_566265.1 long-chain-fatty-acid--CoA ligase / lo 1229.506 1206.67 1031.561 947.3292 16 10.26386 10.23682 10.01061 9.887722 0.0409777 4.786855 0.07138632 9529 1.2321452 up 10.25034 9.949167 0.019125 0.086897 0.3011725 1.030271
1615733_aVvi.5506 Transcr ibed locus, moderately similar to NP_189487.2 expressed protein [Arabidopsis thalian 11.97983 11.3547 10.68923 10.86291 16 3.582536 3.505217 3.418086 3.441339 0.1056024 2.827959 0.14847657 11807 1.0823476 up 3.543876 3.429712 0.054673 0.016442 0.1141639 1.033287
1615734_aVvi.10874 Transcr ibed locus, weakly similar to NP_566831.1 nodulin MtN21 family protein [Arabidopsis 368.5045 305.8545 286.5955 292.7974 16 8.525538 8.256701 8.162872 8.193759 0.2563985 1.572802 0.3110961 13682 1.1589384 up 8.39112 8.178316 0.190096 0.02184 0.212804 1.026021
1615735_aVvi.8766 Transcr ibed locus, weakly similar to XP_527011.1 PREDICTED: similar to protein phosphata        2330.667 2160.716 3059.444 3080.588 16 11.18653 11.07729 11.57905 11.58899 0.0143974 8.243832 0.03837911 6227 1.3680416 down 11.13191 11.58402 0.07724 0.007026 -0.4521125 0.960971
1615736_aVvi.14912 Transcr ibed locus 6.185314 6.296367 5.901106 5.894067 16 2.628847 2.65452 2.560985 2.559263 0.0239904 6.339509 0.04994958 7972 1.0581607 up 2.641683 2.560124 0.018153 0.001218 0.0815586 1.031857
1615737_at 4.997881 5.002694 4.800776 4.826469 16 2.321317 2.322705 2.263268 2.270968 0.0050416 14.03032 0.02943507 2836 1.0387821 up 2.322011 2.267118 9.82E-04 0.005445 0.054893 1.024213
1615738_at 4.71189 4.551041 4.584359 4.925448 16 2.236306 2.186197 2.19672 2.300255 0.5837296 0.647458 0.6279452 15432 1.0261462 down 2.211251 2.248488 0.035433 0.07321 -0.0372362 0.983439
1615739_s_at 3788.851 3679.245 4243.589 3807.304 16 11.88754 11.84519 12.05107 11.89455 0.3196186 1.312948 0.37556145 14128 1.0765703 down 11.86637 11.97281 0.029946 0.110673 -0.106443 0.99111
1615740_x_at 3.681833 3.701102 3.564895 3.581767 16 1.880424 1.887955 1.833859 1.840672 0.0115067 9.241688 0.03544051 5388 1.0330601 up 1.88419 1.837266 0.005325 0.004817 0.0469241 1.02554
1615741_aVvi.259 Transcr ibed locus, weakly similar to NP_566019.1 UbiA prenyltransferase family protein [Arab 217.1024 226.8975 278.0826 242.6153 16 7.762232 7.825896 8.11937 7.922527 0.159553 2.193367 0.20832254 12714 1.1703049 down 7.794064 8.020948 0.045018 0.139189 -0.226884 0.971714
1615742_aVvi.7084 GO:0016085-enolpyruvylshikimate-3-phosphate synthase 1222.504 1236.571 2130.253 1974.012 16 10.25562 10.27213 11.05681 10.94692 0.005621 13.2818 0.02979867 3130 1.6678455 down 10.26388 11.00186 0.011672 0.077707 -0.737986 0.932922
1615743_sVvi.3337 Transcr ibed locus, moderately similar to NP_567184.1 dehydration-responsive protein-related 329.8546 343.9113 597.8037 595.2473 16 8.365686 8.425893 9.223528 9.217345 0.0013439 27.25068 0.02385507 931 1.7711004 down 8.39579 9.220436 0.042572 0.004372 -0.824646 0.910563
1615744_aVvi.1301 Transcr ibed locus, weakly similar to NP_564614.1 expressed protein [Arabidopsis thaliana] 344.3941 328.2947 384.8165 398.3139 16 8.427917 8.358848 8.588027 8.637762 0.0355899 5.158189 0.06447661 9163 1.1643397 down 8.393382 8.612894 0.048839 0.035168 -0.219512 0.974514
1615745_aVvi.10418 Transcr ibed locus, strongly similar to XP_468380.1 putative ribosomal protein L37 [Oryza sat   14506.19 14005.37 15836.3 15057.02 16 13.82438 13.77369 13.95095 13.87815 0.1212055 2.604363 0.16617832 12108 1.0833601 down 13.79904 13.91455 0.035843 0.051476 -0.115513 0.991698
1615746_aVvi.5285 Transcr ibed locus, weakly similar to XP_474329.1 OSJNBa0018M05.16 [Oryza sativa (japoni 633.306 657.6328 1758.672 1688.812 16 9.306759 9.361138 10.78027 10.72179 7.93E-04 35.49166 0.02212453 594 2.6704516 down 9.333948 10.75103 0.038452 0.04135 -1.417084 0.868191
1615747_aVvi.786 Transcr ibed locus, weakly similar to NP_908896.1 putative tetrafunctional protein of glyoxysom 578.6802 543.2625 562.9328 512.9272 16 9.176622 9.085506 9.136819 9.00261 0.5283729 0.756388 0.5776569 15184 1.0434409 up 9.131063 9.069715 0.064429 0.0949 0.061348 1.006764
1615748_aVvi.8330 Transcr ibed locus 4.406678 4.425278 4.240531 4.246395 16 2.139691 2.145768 2.084245 2.086238 0.0030796 17.97833 0.02768036 1844 1.0406524 up 2.14273 2.085242 0.004297 0.00141 0.0574882 1.027569
1615749_aVvi.3021 Transcr ibed locus, moderately similar to NP_199156.1 electron transfer flavoprotein beta sub 454.5186 455.6744 422.0644 412.0725 16 8.828196 8.83186 8.721319 8.686754 0.0185013 7.249473 0.04326183 7099 1.091257 up 8.830028 8.704037 0.002591 0.024441 0.125991 1.014475
1615750_aVvi.7713 Transcr ibed locus 234.9389 246.5412 305.6406 360.4426 16 7.876142 7.945685 8.255693 8.493626 0.0645882 3.741575 0.10044906 10674 1.3791173 down 7.910914 8.374659 0.049175 0.168244 -0.4637455 0.944625
1615751_aVvi.9113 Transcr ibed locus, moderately similar to NP_187678.1 ABC transporter family protein [Arabid 81.47819 87.68398 126.8368 108.3945 16 6.348342 6.454241 6.98683 6.760148 0.0635688 3.774574 0.09920608 10637 1.38722 down 6.401292 6.873488 0.074882 0.160289 -0.4721964 0.931302
1615752_aVvi.9786 Transcr ibed locus, weakly similar to NP_564584.1 protein kinase family protein [Arabidopsis t 114.1543 90.48711 672.8055 732.4281 16 6.834841 6.499641 9.394046 9.516543 0.0040713 15.62451 0.02864669 2354 6.906975 down 6.667241 9.455295 0.237022 0.086619 -2.7880544 0.705133
1615753_aVvi.10119 Transcr ibed locus, weakly similar to NP_200227.1 quercetin 3-O-methyltransferase 1 / flavon 6.081718 6.125608 5.786223 5.75731 16 2.604479 2.614853 2.532622 2.525395 0.006087 12.75875 0.03013007 3351 1.0574999 up 2.609666 2.529008 0.007336 0.00511 0.0806575 1.031893
1615754_aVvi.7602 Transcr ibed locus, weakly similar to NP_178257.1 expressed protein [Arabidopsis thaliana] 235.9755 216.5121 585.3324 617.749 16 7.882493 7.758304 9.193112 9.270877 0.0026829 19.26732 0.02687945 1656 2.6603136 down 7.820398 9.231995 0.087815 0.054988 -1.4115967 0.847097
1615755_sVvi.9174 Transcr ibed locus, moderately similar to XP_475311.1 putative tubby protein [Oryza sativa (jap  54.2309 61.22002 42.19596 43.03957 16 5.761043 5.935932 5.399033 5.427592 0.0390422 4.911542 0.06874316 9428 1.3520747 up 5.848487 5.413312 0.123665 0.020194 0.435175 1.08039
1615756_aVvi.15731 Transcr ibed locus 4.822272 4.81589 4.611936 4.631821 16 2.269713 2.267803 2.205372 2.21158 0.0028892 18.5638 0.02722295 1761 1.0426694 up 2.268758 2.208476 0.001351 0.004389 0.0602818 1.027296
1615757_aVvi.12040 Transcr ibed locus 22.33623 22.01969 26.2494 21.61101 16 4.481314 4.460722 4.714212 4.433695 0.5403591 0.73193 0.58865106 15239 1.0739567 down 4.471018 4.573954 0.014561 0.198356 -0.1029356 0.977495
1615758_aVvi.3161 Transcr ibed locus, weakly similar to NP_190991.1 zinc finger protein-related / D111/G-patch 358.9973 395.5335 340.1287 271.0089 16 8.487829 8.627656 8.409937 8.082196 0.2223266 1.749406 0.27534992 13404 1.2411487 up 8.557743 8.246067 0.098872 0.231748 0.311676 1.037797
1615759_aVvi.14626 Transcr ibed locus 5.158126 5.169949 4.917874 4.909692 16 2.366847 2.37015 2.298035 2.295633 8.11E-04 35.09267 0.0221369 604 1.0509287 up 2.368498 2.296834 0.002336 0.001699 0.0716648 1.031202
1615760_aVvi.11639 Transcr ibed locus, strongly similar to NP_200327.1 small ubiquitin-like modifier 2 (SUMO) [A  2434.419 2535.392 2309.156 2324.646 16 11.24936 11.30799 11.17315 11.1828 0.0771032 3.389643 0.11533177 11098 1.0722967 up 11.27868 11.17797 0.041458 0.00682 0.100704 1.009009
1615761_aVvi.9101 Transcr ibed locus, moderately similar to NP_912347.1 putative transformer serine/arginine-r 1077.407 952.2735 415.0998 404.1683 16 10.07335 9.895232 8.697314 8.658813 0.0048304 14.33605 0.02932456 2733 2.472939 up 9.98429 8.678063 0.125947 0.027225 1.306227 1.150521
1615762_aVvi.9009 Transcr ibed locus, weakly similar to NP_564756.1 DC1 domain-containing protein [Arabidops 139.2832 103.9482 41.04205 40.36148 16 7.121877 6.699721 5.359031 5.334907 0.0177915 7.396706 0.04237984 6967 2.9563773 up 6.910799 5.346969 0.29851 0.017058 1.5638303 1.29247
1615763_aVvi.15207 Transcr ibed locus 5.043793 5.072719 4.923811 4.845515 16 2.334509 2.342759 2.299775 2.27665 0.0544817 4.107163 0.08814979 10260 1.0355673 up 2.338634 2.288213 0.005834 0.016352 0.0504212 1.022035
1615764_aVvi.15336 Transcr ibed locus 4.75638 4.78066 4.509193 4.528172 16 2.249864 2.25721 2.172869 2.178929 0.0037399 16.30612 0.02823139 2194 1.0552887 up 2.253537 2.175899 0.005194 0.004285 0.0776377 1.035681
1615765_x_at 175.5907 186.5153 158.6206 150.9339 16 7.456072 7.54315 7.309437 7.237773 0.0569797 4.008089 0.09117867 10373 1.1695925 up 7.499611 7.273605 0.061573 0.050674 0.226006 1.031072
1615766_aVvi.6852 Transcr ibed locus, moderately similar to NP_175087.1 hypothetical protein [Arabidopsis thalia 72.64117 71.75857 112.8097 93.49657 16 6.182716 6.165079 6.817747 6.546842 0.0644693 3.745386 0.10029224 10671 1.4224684 down 6.173898 6.682294 0.012471 0.191559 -0.5083967 0.923919
1615767_aVvi.5313 Transcr ibed locus, moderately similar to NP_187485.1 serine/threonine protein kinase (PK1) 901.25 797.9523 1119.991 1153.403 16 9.815784 9.640159 10.12927 10.17168 0.0428016 4.677021 0.07353751 9662 1.340253 down 9.727971 10.15048 0.124186 0.029988 -0.422505 0.958376
1615768_aVvi.15643 Transcr ibed locus 2.502763 2.517378 2.439655 2.451595 16 1.323522 1.331922 1.286677 1.293721 0.0206785 6.845783 0.04568234 7514 1.0263501 up 1.327722 1.290199 0.00594 0.004981 0.037523 1.029083
1615769_aVvi.9163 Transcr ibed locus, moderately similar to NP_189100.1 peroxisomal membrane 22 kDa family 71.46568 72.06818 69.74358 70.42193 16 6.159179 6.17129 6.123989 6.137953 0.0656746 3.707231 0.10175734 10714 1.024034 up 6.165235 6.130971 0.008564 0.009874 0.0342636 1.005589
1615770_aVvi.15024 Transcr ibed locus 3.570344 3.586492 3.463017 3.473386 16 1.836063 1.842573 1.79203 1.796343 0.0074025 11.55819 0.03117425 3938 1.0317777 up 1.839318 1.794186 0.004604 0.00305 0.0451322 1.025155
1615771_aVvi.15292 Transcr ibed locus 4.631629 4.658107 4.434135 4.435992 16 2.21152 2.219744 2.148653 2.149257 0.003802 16.17165 0.02824424 2231 1.0473015 up 2.215632 2.148955 0.005815 4.27E-04 0.0666768 1.031028
1615772_sVvi.7134 Transcr ibed locus, moderately similar to NP_190920.2 NAD-dependent epimerase/dehydrata 844.0517 942.8317 977.5097 959.8892 16 9.721188 9.880857 9.932967 9.906724 0.2796651 1.468669 0.33537996 13843 1.0858494 down 9.801022 9.919846 0.112903 0.018557 -0.118824 0.988022
1615773_aVvi.8120 Transcr ibed locus, weakly similar to NP_200876.1 expressed protein [Arabidopsis thaliana] 52.16914 115.1476 101.6197 93.32192 16 5.705125 6.847342 6.667037 6.544144 0.6242614 0.573389 0.6657982 15565 1.2564538 down 6.276233 6.605591 0.807669 0.086898 -0.329358 0.95014
1615774_aVvi.10539 Transcr ibed locus 55.00989 27.89802 12.74004 12.29085 16 5.781619 4.802091 3.671298 3.619513 0.078436 3.357031 0.11690409 11138 3.1306226 up 5.291855 3.645405 0.692631 0.036618 1.6464497 1.451651
1615775_at 8.837327 8.963963 7.991913 7.84852 16 3.14361 3.164136 2.998541 2.972421 0.0095902 10.13783 0.03347416 4754 1.1238055 up 3.153873 2.985481 0.014514 0.01847 0.1683924 1.056404
1615776_aVvi.7240 Putative ripening-related protein (grip68 gene) 7389.808 7496.224 8093.231 8380.877 16 12.85132 12.87195 12.9825 13.03289 0.0330258 5.365424 0.06124138 8952 1.1065412 down 12.86164 13.00769 0.014586 0.035628 -0.146057 0.988771
1615777_aVvi.15356 Transcr ibed locus 267.2132 264.5222 354.8824 368.6663 16 8.061848 8.047245 8.471197 8.526172 0.0040755 15.61642 0.02864669 2358 1.3605006 down 8.054546 8.498684 0.010326 0.038873 -0.444138 0.94774
1615778_aVvi.1431 Transcr ibed locus, weakly similar to NP_191426.1 expressed protein [Arabidopsis thaliana] 881.1275 798.8849 750.2882 764.097 16 9.783207 9.641844 9.551301 9.577612 0.1756414 2.059504 0.22560915 12924 1.1080849 up 9.712525 9.564457 0.099959 0.018605 0.148068 1.015481
1615779_aVvi.11506 Transcr ibed locus, weakly similar to XP_483313.1 putative AT-hook DNA-binding protein [Ory 474.5769 441.426 1043.434 1065.383 16 8.890498 8.786028 10.02712 10.05716 0.002032 22.15014 0.02553182 1316 2.3035796 down 8.838263 10.04214 0.073872 0.021237 -1.203877 0.880117
1615780_aVvi.15305 Transcr ibed locus 5.201395 5.231422 5.028832 5.081256 16 2.378899 2.387203 2.330223 2.345185 0.0338059 5.299925 0.06218794 9024 1.0319312 up 2.383051 2.337704 0.005872 0.01058 0.0453468 1.019398
1615781_aVvi.15355 Transcr ibed locus 4.289548 4.314922 4.126812 4.177219 16 2.100826 2.109335 2.045028 2.062543 0.0341908 5.268428 0.06266677 9057 1.0361944 up 2.10508 2.053785 0.006017 0.012385 0.0512948 1.024976
1615782_at 538.1957 505.2151 770.0275 776.0076 16 9.071987 8.980754 9.588766 9.599927 0.0064833 12.35894 0.0304738 3530 1.4824424 down 9.026371 9.594347 0.064512 0.007892 -0.567976 0.940801
1615783_sVvi.3482 Transcr ibed locus, moderately similar to XP_474364.1 OSJNBb0017I01.5 [Oryza sativa (japo 4312.163 4261.614 3968.823 4504.278 16 12.0742 12.05719 11.95449 12.13708 0.8482822 0.217075 0.8687422 16210 1.0138915 up 12.06569 12.04579 0.012028 0.129108 0.019903 1.001652
1615784_aVvi.14446 Transcr ibed locus 3.551073 3.571173 3.440874 3.457569 16 1.828255 1.836398 1.782775 1.789758 0.0132905 8.587497 0.03719008 5932 1.0324416 up 1.832327 1.786266 0.005758 0.004938 0.0460603 1.025786
1615785_at 5.288856 5.317086 5.104885 5.131609 16 2.402956 2.410636 2.351878 2.359411 0.0108779 9.50959 0.03490222 5171 1.0360911 up 2.406796 2.355645 0.005431 0.005327 0.0511508 1.021714
1615786_s_at 1058.342 998.2694 1178.855 1264.887 16 10.04759 9.963285 10.20317 10.30479 0.0638712 3.764706 0.09956704 10649 1.1880074 down 10.00544 10.25398 0.059613 0.071857 -0.248544 0.975761
1615787_aVvi.6678 Transcr ibed locus, strongly similar to XP_465992.1 putative elongation factor 2 [Oryza sativa 6715.964 7175.201 9241.23 8733.154 16 12.71338 12.8088 13.17387 13.09229 0.0273158 5.925861 0.0538594 8419 1.2941334 down 12.76109 13.13308 0.067476 0.057689 -0.371987 0.971676
1615788_aVvi.10813 Transcr ibed locus, weakly similar to NP_175713.1 protein kinase family protein [Arabidopsis t 207.2127 229.5483 605.5249 547.8294 16 7.694969 7.842654 9.242043 9.097583 0.0053921 13.5631 0.02956287 3022 2.640849 down 7.768811 9.169813 0.104429 0.102148 -1.401002 0.847216
1615789_aVvi.553 Transcr ibed locus 52.57186 77.03523 1056.812 581.8878 16 5.716219 6.267447 10.0455 9.184597 0.0193259 7.088652 0.04427943 7244 12.3224535 down 5.991833 9.61505 0.389777 0.608753 -3.6232173 0.623172
1615790_aVvi.11697 Transcr ibed locus 11.79522 8.660326 14.39654 13.53508 16 3.56013 3.114421 3.84765 3.758631 0.1768713 2.04996 0.22690803 12940 1.3811454 down 3.337276 3.803141 0.315164 0.062946 -0.4658651 0.877505
1615791_sVvi.7234 Transcr ibed locus, moderately similar to NP_850443.1 expressed protein [Arabidopsis thalian 1759.538 1703.97 480.2089 512.1645 16 10.78098 10.73468 8.907518 9.000464 8.27E-04 34.74357 0.0221369 617 3.491487 up 10.75783 8.953991 0.032737 0.065722 1.803842 1.201457
1615792_x_at 8.838282 11.2213 6.968657 7.984932 16 3.143766 3.488167 2.800881 2.99728 0.1701795 2.10301 0.21968119 12860 1.3350428 up 3.315967 2.899081 0.243529 0.138876 0.4168861 1.143799
1615793_aVvi.15034 Transcr ibed locus 6.431838 6.518159 6.157061 6.022604 16 2.685231 2.704465 2.622242 2.590387 0.0414378 4.758483 0.07193116 9563 1.0632886 up 2.694848 2.606315 0.0136 0.022524 0.0885331 1.033969
1615794_at 6.801136 6.826113 6.599508 6.615952 16 2.765776 2.771064 2.722359 2.725949 0.0051726 13.85017 0.02949029 2911 1.0311588 up 2.76842 2.724154 0.00374 0.002539 0.0442665 1.01625
1615795_aVvi.14624 Transcr ibed locus 5.639026 5.696423 5.417535 5.333272 16 2.495446 2.510056 2.437637 2.415021 0.0296574 5.676786 0.05690194 8652 1.0544001 up 2.502751 2.426329 0.010331 0.015992 0.0764223 1.031497
1615796_aVvi.9481 Transcr ibed locus 5.776024 8.414187 22.05183 46.5143 16 2.530077 3.072824 4.462826 5.539602 0.0675929 3.648553 0.10406913 10782 4.5940413 down 2.80145 5.001214 0.38378 0.761396 -2.1997637 0.560154
1615797_aVvi.11896 Transcr ibed locus, moderately similar to NP_176551.2 kinesin motor protein-related [Arabido 29.78634 49.3123 106.681 108.8239 16 4.896579 5.623876 6.737159 6.765851 0.0547136 4.09769 0.08842157 10272 2.8113785 down 5.260227 6.751505 0.514277 0.020288 -1.491278 0.779119
1615798_at 7.977449 8.06625 7.377027 7.460781 16 2.995927 3.011898 2.88304 2.899327 0.0100818 9.883884 0.03399048 4921 1.0812722 up 3.003913 2.891183 0.011293 0.011517 0.1127297 1.038991
1615799_aVvi.6028 Transcr ibed locus 14.35415 11.50514 13.23394 13.28615 16 3.843396 3.524207 3.72617 3.731851 0.8036246 0.283232 0.8296092 16081 1.0318329 down 3.683801 3.729011 0.225701 0.004017 -0.0452094 0.987876
1615800_aVvi.5089 Transcr ibed locus, weakly similar to NP_916109.1 putative heat shock factor [Oryza sativa (jap  380.3873 426.9952 318.2882 335.2672 16 8.571325 8.738076 8.31419 8.389168 0.0802135 3.314758 0.11885141 11203 1.2337263 up 8.654701 8.351679 0.117911 0.053017 0.303022 1.036283
1615801_at 16.3473 20.06483 15.67246 14.05979 16 4.030981 4.326597 3.970159 3.813504 0.2284016 1.715434 0.28196934 13447 1.2200644 up 4.178789 3.891831 0.209032 0.110772 0.2869573 1.073733
1615802_aVvi.12229 Transcr ibed locus 173.7957 159.2572 134.0219 130.7707 16 7.441248 7.315215 7.066325 7.030896 0.0372483 5.035508 0.06647578 9301 1.2566835 up 7.378232 7.04861 0.089119 0.025052 0.3296215 1.046764
1615803_sVvi.7122 Transcr ibed locus, moderately similar to NP_194147.2 hydrolase, alpha/beta fold family protei 1499.647 1542.751 782.1841 949.9228 16 10.55041 10.59129 9.611364 9.891666 0.0286062 5.784868 0.05549971 8555 1.76459 up 10.57085 9.751515 0.028908 0.198203 0.819333 1.084021
1615804_aVvi.10035 Transcr ibed locus, weakly similar to NP_194885.1 expressed protein [Arabidopsis thaliana] 657.2564 613.3463 685.0307 644.5986 16 9.360312 9.260558 9.420025 9.332257 0.426894 0.989034 0.48199764 14703 1.0465965 down 9.310435 9.376141 0.070537 0.062061 -0.065706 0.992992
1615805_at 2980.903 2895.582 1918.375 1954.692 16 11.54153 11.49964 10.90567 10.93273 0.0017149 24.11672 0.02493529 1136 1.5171765 up 11.52059 10.9192 0.029625 0.019132 0.601389 1.055076
1615806_aVvi.7578 Transcr ibed locus, weakly similar to NP_200876.1 expressed protein [Arabidopsis thaliana] 4.361204 4.360336 4.200864 4.228862 16 2.124727 2.12444 2.070686 2.08027 0.0093965 10.24329 0.03329499 4684 1.034623 up 2.124583 2.075478 2.03E-04 0.006777 0.0491052 1.02366
1615807_at 13.85977 13.97956 11.42453 10.54168 16 3.792831 3.805247 3.514063 3.398032 0.0277392 5.878525 0.05439721 8465 1.268384 up 3.799039 3.456048 0.008779 0.082046 0.3429916 1.099244
1615808_sVvi.13149 GO:000681Aquaporin (PIP2-1) 8089.155 8124.686 6274.675 6380.787 16 12.98177 12.9881 12.61533 12.63952 0.0012208 28.59465 0.02331889 866 1.2812166 up 12.98494 12.62742 0.004472 0.017107 0.357515 1.028313
1615809_aVvi.7385 Transcr ibed locus, moderately similar to NP_174496.1 xyloglucan:xyloglucosyl transferase, p 13748.71 13981.33 11303.21 11406.56 16 13.74701 13.77121 13.46445 13.47758 0.0022762 20.92414 0.02609827 1447 1.2210321 up 13.75911 13.47101 0.017116 0.009285 0.288101 1.021387
1615810_aVvi.9826 Transcr ibed locus, weakly similar to NP_193591.2 proline-rich family protein [Arabidopsis tha 81.36279 81.32217 131.8204 113.0828 16 6.346297 6.345576 7.04243 6.821236 0.0338349 5.297532 0.062232 9025 1.5009714 down 6.345937 6.931833 5.10E-04 0.156408 -0.5858963 0.915477
1615811_aVvi.3329 Transcr ibed locus, strongly similar to NP_850598.1 kinesin motor family protein [Arabidopsis 514.1904 472.6443 836.9943 762.6366 16 9.006159 8.884611 9.709074 9.574852 0.0164777 7.693661 0.04075107 6712 1.6206561 down 8.945385 9.641963 0.085947 0.094909 -0.696578 0.927756
1615812_aVvi.3917 Transcr ibed locus 13.49166 11.37918 11.60297 13.73807 16 3.753995 3.508325 3.536422 3.780107 0.8898988 0.156659 0.9058863 16308 1.0189649 down 3.63116 3.658264 0.173715 0.172311 -0.0271044 0.992591
1615813_at 5.682283 5.729944 5.367443 5.395031 15 2.506471 2.518521 2.424235 2.431631 0.0069168 11.96151 0.03077344 3726 1.0603665 up 2.512496 2.427933 0.008521 0.00523 0.084563 1.034829
1615814_aVvi.7665 Transcr ibed locus, strongly similar to NP_187062.1 glyceraldehyde-3-phosphate dehydrogen 16517.07 17367.97 13709.14 13930.34 16 14.01167 14.08414 13.74285 13.76594 0.0163778 7.717664 0.04061306 6694 1.2256181 up 14.04791 13.7544 0.051245 0.016329 0.29351 1.021339
1615815_aVvi.9261 Transcr ibed locus, moderately similar to NP_197819.2 expressed protein [Arabidopsis thalian 561.6011 570.0209 823.4462 735.3889 16 9.133402 9.154871 9.685531 9.522364 0.0305651 5.587912 0.05805315 8740 1.375361 down 9.144136 9.603947 0.015181 0.115376 -0.459811 0.952123
1615816_sVvi.11273 Transcr ibed locus, moderately similar to XP_476160.1 unknown protein [Oryza sativa (japonic 205.6355 193.8299 193.086 193.6805 16 7.683946 7.598648 7.5931 7.597535 0.3942631 1.076636 0.4494701 14561 1.0323839 up 7.641296 7.595317 0.060315 0.003136 0.0459794 1.006054
1615817_aVvi.12806 Transcr ibed locus, weakly similar to NP_921724.1 unknown protein [Oryza sativa (japonica cu 5.266864 5.294635 5.051079 5.069468 16 2.396944 2.404531 2.336592 2.341835 0.0055702 13.34271 0.02972567 3110 1.043568 up 2.400738 2.339213 0.005365 0.003707 0.0615247 1.026301
1615818_aVvi.11288 Transcr ibed locus, moderately similar to XP_473046.1 OSJNBa0067K08.23 [Oryza sativa (jap 5.168508 5.18494 4.970281 4.983644 16 2.369748 2.374327 2.313327 2.317201 0.0027788 18.93059 0.0270467 1697 1.0401369 up 2.372038 2.315264 0.003238 0.002739 0.0567734 1.024521
1615819_aVvi.914 Transcr ibed locus, weakly similar to XP_465161.1 putative nicotianamine aminotransferase A 331.5212 277.1923 141.1605 138.5745 16 8.372957 8.114743 7.141192 7.114519 0.0132581 8.598198 0.03714322 5925 2.167445 up 8.243851 7.127855 0.182585 0.018861 1.1159957 1.156568
1615820_aVvi.981 Transcr ibed locus, weakly similar to NP_187383.1 GTP cyclohydrolase I [Arabidopsis thaliana 173.1052 185.1678 171.7509 171.6413 16 7.435505 7.532689 7.424174 7.423253 0.3399364 1.242624 0.3962941 14240 1.0427431 up 7.484097 7.423713 0.068719 6.51E-04 0.060384 1.008134
1615821_aVvi.2859 Transcr ibed locus, moderately similar to NP_192673.1 DNAJ heat shock N-terminal domain- 5.261986 5.232674 4.829152 4.834586 16 2.395608 2.387548 2.27177 2.273392 0.001191 28.95051 0.02324235 849 1.0859795 up 2.391578 2.272581 0.005699 0.001147 0.118997 1.052362
1615822_aVvi.7927 Transcr ibed locus, strongly similar to NP_200238.1 chlorophyll A-B binding protein / LHCII ty 1029.307 988.9696 5.733632 5.581201 16 10.00746 9.949782 2.519449 2.480575 2.16E-05 215.0476 0.01288013 26 178.35504 up 9.978621 2.500012 0.040783 0.027488 7.4786086 3.991429
1615823_aVvi.2077 Transcr ibed locus, weakly similar to NP_200764.1 sensitivity to red light reduced protein (SR 57.26406 50.2169 47.90455 46.87026 16 5.839558 5.650101 5.582091 5.550601 0.2041742 1.858663 0.25619236 13230 1.1316936 up 5.74483 5.566346 0.133966 0.022267 0.1784837 1.032065
1615824_aVvi.76 Transcr ibed locus, moderately similar to NP_196742.1 expressed protein [Arabidopsis thalian 360.6788 407.7576 480.4166 439.3225 16 8.494571 8.671568 8.908142 8.779137 0.1403743 2.379402 0.18717325 12450 1.1979524 down 8.583069 8.843639 0.125156 0.091221 -0.26057 0.970536
1615825_s_at 485.5559 467.2678 502.5238 460.2571 16 8.923493 8.868106 8.973048 8.846296 0.8595737 0.20058 0.8790048 16234 1.0096618 down 8.8958 8.909672 0.039165 0.089627 -0.013872 0.998443
1615826_aVvi.567 Transcr ibed locus 715.6652 815.6473 1436.116 1510.225 16 9.483141 9.671802 10.48796 10.56055 0.0112051 9.367366 0.03514161 5292 1.9275672 down 9.577471 10.52425 0.133403 0.05133 -0.946781 0.910038
1615827_aVvi.1836 Transcr ibed locus, moderately similar to NP_189399.1 alternative oxidase 1c, mitochondrial (A5207.553 4608.078 1108.826 1094.161 16 12.34639 12.16995 10.11482 10.09561 0.0016946 24.26103 0.02493529 1123 4.447381 up 12.25817 10.10521 0.124762 0.013582 2.152956 1.213054
1615828_aVvi.9226 Transcr ibed locus, moderately similar to NP_172751.1 flower pigmentation protein (AN11) [A 394.2239 436.1186 559.8478 552.4026 16 8.622871 8.768577 9.128891 9.109576 0.0288161 5.762826 0.05573316 8582 1.3411863 down 8.695725 9.119234 0.103029 0.013658 -0.4235095 0.953559
1615829_s_at 30.14093 28.39885 6.026572 5.087148 16 4.913652 4.827761 2.591338 2.346857 0.0028979 18.53598 0.02722713 1766 5.283922 up 4.870707 2.469097 0.060734 0.172874 2.4016092 1.972667
1615830_aVvi.2918 Transcr ibed locus, moderately similar to XP_469486.1 unknown protein [Oryza sativa] 846.7386 904.9866 184.7756 174.1322 16 9.725773 9.821753 7.529631 7.444038 7.90E-04 35.56635 0.02212453 589 4.880159 up 9.773763 7.486835 0.067868 0.060523 2.2869285 1.30546
1615831_aVvi.2242 Transcr ibed locus, weakly similar to NP_919494.1 putative maize transposon MuDR mudrA-l 6.189244 6.214005 5.991817 5.989596 16 2.629763 2.635523 2.582994 2.582459 0.0033409 17.25753 0.02783547 1981 1.0352055 up 2.632643 2.582726 0.004073 3.78E-04 0.0499172 1.019327
1615832_aVvi.1849 Transcr ibed locus, moderately similar to NP_565578.1 chaperone protein dnaJ-related [Arabi 808.434 774.6597 675.1972 643.8882 16 9.658986 9.597419 9.399165 9.330667 0.0292564 5.717345 0.05634732 8619 1.2002097 up 9.628202 9.364916 0.043535 0.048436 0.263286 1.028114
1615833_s_at 476.9634 422.6342 126.8157 128.1971 13 8.897735 8.723266 6.986589 7.002219 0.0023177 20.73551 0.02616672 1465 3.52127 up 8.8105 6.994404 0.123368 0.011052 1.8160957 1.25965
1615834_at 192.3164 182.5447 249.167 256.816 16 7.587338 7.512106 7.960969 8.004591 0.0099315 9.95951 0.03389533 4863 1.350093 down 7.549722 7.982781 0.053197 0.030845 -0.4330588 0.945751
1615835_at 76.57568 82.06681 92.0146 92.1872 16 6.258814 6.358727 6.523791 6.526495 0.0494243 4.329623 0.08175172 10036 1.1618086 down 6.30877 6.525143 0.070649 0.001912 -0.2163727 0.96684
1615836_aVvi.753 Transcr ibed locus, weakly similar to NP_990453.1 protein phosphatase 1, catalytic subunit,, d 2219.725 2122.859 2162.775 2020.138 16 11.11617 11.05179 11.07867 10.98024 0.4516907 0.927238 0.50515115 14844 1.0385174 up 11.08398 11.02945 0.045518 0.0696 0.054526 1.004944
1615837_aVvi.3763 Transcr ibed locus 4.265279 4.277212 4.071729 4.081214 16 2.09264 2.096671 2.025641 2.028998 0.0015135 25.67516 0.02465886 1018 1.0477798 up 2.094656 2.02732 0.00285 0.002374 0.0673355 1.033214
1615838_s_at 111.5565 114.752 218.5341 280.3727 16 6.801631 6.842375 7.771715 8.131202 0.0247048 6.243738 0.05088693 8059 2.1877608 down 6.822003 7.951459 0.028811 0.254195 -1.1294551 0.857956
1615839_aVvi.7409 Transcr ibed locus, weakly similar to NP_199169.1 meprin and TRAF homology domain-conta 1054.527 1019.192 1155.418 1077.403 16 10.04238 9.99321 10.1742 10.07334 0.1994882 1.888975 0.251092 13189 1.0762216 down 10.0178 10.12377 0.034769 0.071317 -0.105975 0.989532
1615840_at 10.99315 10.63966 11.51686 11.99702 16 3.458533 3.41138 3.525676 3.584604 0.086051 3.184886 0.12558253 11374 1.0868733 down 3.434956 3.55514 0.033342 0.041668 -0.1201837 0.966194
1615841_at 298.3513 315.2178 376.7791 425.2395 16 8.220868 8.300205 8.557575 8.732132 0.0569633 4.008719 0.09116982 10372 1.3052421 down 8.260536 8.644854 0.0561 0.12343 -0.384318 0.955544
1615842_at 3.489095 3.496677 3.382028 3.39565 16 1.802853 1.805985 1.757889 1.763688 0.0056563 13.23991 0.02979867 3147 1.0307044 up 1.804419 1.760788 0.002214 0.004101 0.0436306 1.024779
1615843_aVvi.8874 Transcr ibed locus, moderately similar to NP_194188.1 mitochondrial substrate carrier family 76.13897 110.1052 124.8873 135.8675 16 6.250563 6.782739 6.964483 7.086056 0.203423 1.863459 0.25536695 13224 1.422687 down 6.516651 7.02527 0.376306 0.085965 -0.5086185 0.927602
1615844_aVvi.14781 Transcr ibed locus 91.91192 98.26476 135.6647 122.0938 16 6.52218 6.618602 7.083901 6.931846 0.0398324 4.859565 0.06978651 9475 1.354239 down 6.570391 7.007874 0.068181 0.107519 -0.4374825 0.937573
1615845_s_at 507.9406 546.0639 756.309 915.3378 16 8.988516 9.092926 9.562832 9.838161 0.0463615 4.481239 0.0779989 9867 1.579837 down 9.040721 9.700497 0.073829 0.194687 -0.659776 0.931985
1615846_aVvi.15346 Transcr ibed locus 487.0902 482.9805 178.3198 173.6582 16 8.928045 8.915821 7.478323 7.440107 1.88E-04 72.91064 0.0168302 184 2.7562716 up 8.921933 7.459215 0.008644 0.027023 1.462718 1.196095
1615847_aVvi.10746 Transcr ibed locus, moderately similar to NP_172330.1 RNA polymerase sigma subunit SigB 37.85069 45.03034 27.66938 27.81236 16 5.242248 5.492826 4.790218 4.797654 0.0445827 4.576204 0.07585952 9756 1.4882329 up 5.367537 4.793936 0.177185 0.005258 0.5736002 1.119651
1615848_aVvi.2347 Transcr ibed locus, weakly similar to NP_850013.1 expressed protein [Arabidopsis thaliana] 575.547 552.6773 291.914 310.1979 16 9.16879 9.110293 8.1894 8.277045 0.0033624 17.20203 0.02783547 1997 1.8742568 up 9.139542 8.233223 0.041363 0.061975 0.906319 1.110081
1615849_aVvi.7312 Transcr ibed locus, strongly similar to XP_464194.1 polyubiquitin 6 [Oryza sativa (japonica cu 8695.389 8551.57 9630.37 10004.61 16 13.08604 13.06197 13.23338 13.28838 0.0248441 6.22554 0.05099633 8087 1.1382927 down 13.074 13.26088 0.017014 0.038892 -0.186872 0.985908
1615850_sVvi.7851 Transcr ibed locus, weakly similar to NP_181620.1 cysteine protease inhibitor, putative / cystat    11377.19 10837.58 6352.909 7248.119 16 13.47386 13.40376 12.6332 12.82339 0.0197462 7.010546 0.0447256 7328 1.6363828 up 13.43881 12.7283 0.049569 0.134484 0.710511 1.055821
1615851_aVvi.15196 Transcr ibed locus 465.0421 451.5055 423.6145 440.2563 16 8.861218 8.8186 8.726608 8.7822 0.1346996 2.441318 0.18111952 12346 1.0610588 up 8.839909 8.754404 0.030135 0.039309 0.085505 1.009767
1615852_aVvi.2519 Transcr ibed locus, moderately similar to XP_473045.1 OSJNBa0067K08.22 [Oryza sativa (jap 2039.881 1932.677 2610.354 2657.847 16 10.99427 10.91639 11.35003 11.37604 0.0099891 9.930349 0.03390677 4887 1.3265777 down 10.95533 11.36304 0.055073 0.018394 -0.407709 0.96412
1615853_aVvi.15374 Transcr ibed locus 6.733566 6.946287 6.492882 6.68753 16 2.751371 2.796242 2.698859 2.741473 0.2251236 1.733616 0.2783365 13427 1.0378803 up 2.773806 2.720166 0.031729 0.030133 0.0536401 1.019719
1615854_aVvi.9463 Transcr ibed locus 65.07888 72.42304 69.52439 75.51347 16 6.024118 6.178377 6.119447 6.238662 0.5084738 0.798201 0.55901474 15100 1.0554129 down 6.101247 6.179055 0.109078 0.084298 -0.0778074 0.987408
1615855_at 4.55612 4.554481 4.401926 4.409674 16 2.187806 2.187287 2.138135 2.140672 7.22E-04 37.18555 0.02180507 547 1.0339332 up 2.187546 2.139403 3.67E-04 0.001794 0.048143 1.022503
1615856_aVvi.4928 Transcr ibed locus, weakly similar to XP_475666.1 putative thioredoxin H-type (TRX-H) (TrxT 5.213654 5.243349 4.961081 4.946709 16 2.382295 2.390489 2.310654 2.306469 0.0034756 16.91807 0.02799703 2060 1.0554292 up 2.386392 2.308562 0.005794 0.00296 0.0778298 1.033714
1615857_sVvi.7245 Transcr ibed locus, strongly similar to NP_563636.1 peroxisomal biogenesis factor 11 family p 1993.759 1936.149 1444.953 1589.147 16 10.96128 10.91897 10.49681 10.63404 0.0348125 5.218637 0.06348388 9103 1.2965721 up 10.94012 10.56542 0.029911 0.097036 0.3747025 1.035465
1615858_aVvi.8734 Transcr ibed locus 24.10804 27.1347 19.218 19.29001 16 4.591443 4.762067 4.264386 4.269782 0.0407731 4.799624 0.07107461 9523 1.3283827 up 4.676755 4.267084 0.12065 0.003815 0.409671 1.096007
1615859_aVvi.4914 Transcr ibed locus 9.286662 9.420022 22.21324 13.52161 16 3.21516 3.23573 4.473348 3.757195 0.1309726 2.483993 0.17696811 12286 1.852953 down 3.225445 4.115272 0.014545 0.506397 -0.8898263 0.783775
1615860_aVvi.9861 Transcr ibed locus 24.48024 26.94412 23.29153 29.73109 16 4.613546 4.751898 4.541733 4.8939 0.8699423 0.185505 0.8881853 16260 1.0246241 down 4.682722 4.717817 0.09783 0.24902 -0.035095 0.992561
1615861_aVvi.1718 Transcr ibed locus 41.6762 37.32446 43.72072 42.57778 16 5.381152 5.222049 5.450245 5.412029 0.2541902 1.583307 0.30893603 13659 1.0939423 down 5.301601 5.431137 0.112502 0.027023 -0.1295365 0.976149
1615862_aVvi.3263 Transcr ibed locus, weakly similar to NP_190726.1 expressed protein [Arabidopsis thaliana] 413.3684 383.3506 486.2255 445.9392 16 8.691284 8.582521 8.925482 8.800703 0.1118634 2.732965 0.1556711 11929 1.1697421 down 8.636902 8.863092 0.076908 0.088232 -0.22619 0.97448
1615863_aVvi.5504 Transcr ibed locus, moderately similar to NP_564341.1 DNA-directed RNA polymerase family 159.948 164.7745 297.434 269.5078 16 7.321459 7.364349 8.216426 8.074183 0.0084619 10.80178 0.03208288 4377 1.7440007 down 7.342904 8.145305 0.030328 0.100581 -0.802401 0.901489
1615864_aVvi.12753 Transcr ibed locus 60.07359 63.11869 62.9252 57.83842 16 5.908659 5.979995 5.975566 5.853956 0.7156764 0.419404 0.7497261 15847 1.0207045 up 5.944326 5.914761 0.050442 0.085991 0.0295654 1.004999
1615865_aVvi.15327 Transcr ibed locus 5.856553 5.892641 5.508867 5.507846 16 2.550052 2.558914 2.461756 2.461488 0.0022715 20.94586 0.02608039 1445 1.066483 up 2.554483 2.461622 0.006267 1.89E-04 0.092861 1.037724
1615866_aVvi.14634 Transcr ibed locus 3.462213 3.48112 3.365856 3.389077 16 1.791694 1.799552 1.750973 1.760893 0.0244826 6.273083 0.05057357 8036 1.0278931 up 1.795623 1.755933 0.005556 0.007014 0.0396902 1.022603
1615867_aVvi.11939 Transcr ibed locus, moderately similar to NP_567896.1 WD-40 repeat family protein (LEUNIG 7.375562 7.508178 6.911202 6.968329 16 2.882753 2.908463 2.788937 2.800813 0.0191934 7.113803 0.04406559 7230 1.0723183 up 2.895608 2.794875 0.01818 0.008398 0.1007333 1.036042
1615868_aVvi.8300 Transcr ibed locus 287.6109 350.3298 257.6253 240.3822 16 8.167974 8.45257 8.009131 7.909186 0.145333 2.328074 0.19264023 12524 1.275545 up 8.310272 7.959158 0.201239 0.070671 0.3511136 1.044114
1615869_at 9.01913 9.066589 8.672462 8.974555 16 3.172988 3.18056 3.116442 3.16584 0.2899617 1.426013 0.34563065 13927 1.0250065 up 3.176774 3.141141 0.005354 0.03493 0.035633 1.011344
1615870_aVvi.12671 Transcr ibed locus 6.292838 6.340043 6.082592 6.081744 16 2.653711 2.664493 2.604686 2.604485 0.0096406 10.11088 0.03355114 4769 1.0385107 up 2.659102 2.604586 0.007624 1.42E-04 0.0545161 1.020931
1615871_aVvi.6356 Transcr ibed locus, weakly similar to NP_850235.1 CCAAT-binding transcr iption factor (CBF 408.2352 379.9161 242.538 238.7373 16 8.673257 8.569537 7.922066 7.89928 0.005535 13.38549 0.02968837 3093 1.636625 up 8.621397 7.910673 0.073341 0.016112 0.710724 1.089844
1615872_aVvi.12496 Transcr ibed locus 5.237547 5.251519 5.063455 5.087759 16 2.388892 2.392735 2.340122 2.34703 0.0069296 11.95037 0.03077344 3735 1.0332841 up 2.390813 2.343576 0.002718 0.004885 0.0472368 1.020156
1615873_aVvi.7283 Transcr ibed locus, moderately similar to NP_566957.1 SWAP (Suppressor-of-White-APricot 2596.614 2711.255 2241.979 2146.255 16 11.34242 11.40475 11.13056 11.06761 0.0250631 6.197225 0.05129622 8110 1.2095747 up 11.37358 11.09908 0.044073 0.044513 0.2745 1.024732
1615874_aVvi.11319 Transcr ibed locus, strongly similar to NP_172191.1 fructose-6-phosphate 2-kinase / fructose 859.9755 853.1019 364.6056 348.6093 16 9.748152 9.736574 8.510193 8.445467 6.75E-04 38.46303 0.02179512 512 2.4024944 up 9.742363 8.47783 0.008187 0.045768 1.264533 1.149158
1615875_aVvi.6580 Transcr ibed locus, weakly similar to NP_196641.2 RNA recognition motif (RRM)-containing  389.4598 369.0071 369.5879 374.4249 16 8.60533 8.527505 8.529774 8.548533 0.5660633 0.681152 0.6119544 15356 1.0190781 up 8.566418 8.539153 0.055031 0.013264 0.027265 1.003193
1615876_aVvi.895 Transcr ibed locus, weakly similar to NP_568019.1 tetratricopeptide repeat (TPR)-containing 641.7424 644.6873 895.3156 840.3778 16 9.325851 9.332456 9.806253 9.714894 0.0110823 9.420003 0.03504068 5249 1.3485606 down 9.329153 9.760573 0.004671 0.0646 -0.43142 0.9558
1615877_aVvi.7170 Transcr ibed locus, strongly similar to NP_192177.1 tetratricopeptide repeat (TPR)-containin 29.13555 30.23486 66.79821 87.75971 16 4.864708 4.918141 6.061738 6.455486 0.0204715 6.881393 0.04550574 7465 2.579671 down 4.891425 6.258612 0.037782 0.278422 -1.367187 0.781551
1615878_aVvi.10476 Transcr ibed locus, weakly similar to NP_566010.1 SET domain-containing protein (ASHH3) 354.3898 350.826 361.5828 359.0967 16 8.469193 8.454612 8.498182 8.488229 0.0711428 3.546078 0.10829657 10905 1.021935 down 8.461903 8.493206 0.010311 0.007038 -0.031303 0.996314
1615879_aVvi.14620 Transcr ibed locus 6.186581 6.238848 5.802739 5.793981 16 2.629142 2.64128 2.536734 2.534555 0.0038129 16.14834 0.02824424 2240 1.0714514 up 2.635211 2.535645 0.008582 0.001541 0.0995665 1.039267
1615880_aVvi.9258 Transcr ibed locus 4.946139 4.970756 4.725523 4.839702 16 2.306303 2.313465 2.240474 2.274918 0.0973106 2.966807 0.13861436 11654 1.0368361 up 2.309884 2.257696 0.005065 0.024356 0.0521878 1.023116
1615881_aVvi.2331 Transcr ibed locus, moderately similar to XP_468043.1 putative dnaK-type molecular chaperon 5.143975 5.180947 5.020431 5.041873 16 2.362884 2.373216 2.327811 2.33396 0.0251816 6.182058 0.05140212 8130 1.0260949 up 2.36805 2.330885 0.007306 0.004348 0.0371642 1.015944
1615882_at 25.32462 25.27206 26.83998 26.71106 16 4.662468 4.659471 4.746312 4.739365 0.0021282 21.64218 0.02580234 1365 1.058388 down 4.66097 4.742838 0.002119 0.004912 -0.0818687 0.982738
1615883_aVvi.4115 Transcr ibed locus 4.222796 4.246622 4.065716 4.081654 16 2.078198 2.086315 2.02351 2.029154 0.0077225 11.31343 0.03135112 4088 1.0395255 up 2.082257 2.026332 0.00574 0.003991 0.0559251 1.027599
1615884_aVvi.15281 Transcr ibed locus 3.853284 3.864677 3.740172 3.740711 16 1.946088 1.950348 1.903105 1.903312 0.0022366 21.10938 0.02589414 1433 1.03169 up 1.948218 1.903209 0.003012 1.47E-04 0.0450096 1.023649
1615885_aVvi.2005 Transcr ibed locus, moderately similar to NP_197752.1 ATPase E1-E2 type family protein / ha      197.5006 225.9276 321.097 323.9523 16 7.625713 7.819717 8.326865 8.339638 0.0244272 6.280463 0.05052825 8025 1.5268275 down 7.722715 8.333252 0.137182 0.009032 -0.610537 0.926735
1615886_aVvi.3951 Transcr ibed locus 5.372647 5.382033 5.141791 5.21319 16 2.425633 2.428151 2.362271 2.382166 0.0320271 5.452677 0.0599035 8875 1.0386242 up 2.426892 2.372219 0.001781 0.014068 0.0546737 1.023047
1615887_aVvi.5136 Transcr ibed locus 4.72211 4.757508 4.506704 4.528926 16 2.239432 2.250206 2.172073 2.179169 0.0085786 10.72712 0.03219712 4422 1.0491334 up 2.244819 2.175621 0.007619 0.005018 0.0691982 1.031806
1615888_aVvi.1247 Transcr ibed locus, moderately similar to NP_172331.1 violaxanthin de-epoxidase precursor, p 477.1116 499.8089 54.02876 46.59126 16 8.898183 8.965233 5.755656 5.541987 0.0011613 29.31912 0.02313663 831 9.7330065 up 8.931707 5.648822 0.047411 0.151086 3.282885 1.581163
1615889_aVvi.5763 Transcr ibed locus 237.2124 183.3762 248.5685 249.046 16 7.890036 7.518663 7.9575 7.960269 0.3040163 1.370739 0.35949275 14039 1.1929513 down 7.704349 7.958884 0.2626 0.001958 -0.2545352 0.968019
1615890_aVvi.153 Transcr ibed locus, weakly similar to XP_473509.1 OSJNBb0078D11.11 [Oryza sativa (japonic  1414.134 1543.26 1559.882 1317.605 16 10.4657 10.59177 10.60722 10.3637 0.7821877 0.315611 0.809947 16032 1.0304482 up 10.52873 10.48546 0.08914 0.172195 0.043272 1.004127
1615891_aVvi.12655 Transcr ibed locus, weakly similar to XP_479192.1 putative anther ethylene-upregulated protei 6.894583 6.559705 6.056868 6.187467 16 2.785463 2.713631 2.598572 2.629349 0.0739555 3.469993 0.11159865 11001 1.0985394 up 2.749547 2.613961 0.050793 0.021763 0.1355865 1.05187
1615892_aVvi.12543 Transcr ibed locus 4.373458 4.38028 4.212669 4.238169 16 2.128774 2.131023 2.074735 2.083441 0.0077389 11.30129 0.03137725 4093 1.0358471 up 2.129899 2.079088 0.00159 0.006156 0.0508111 1.024439
1615893_aVvi.2612 Transcr ibed locus, weakly similar to NP_188456.1 protease inhibitor/seed storage/lipid transf 4.511605 4.526006 4.320817 4.382843 16 2.173641 2.178238 2.111304 2.131867 0.0355769 5.159184 0.0644728 9160 1.0383942 up 2.17594 2.121585 0.003251 0.01454 0.0543542 1.02562
1615894_aVvi.12008 Transcr ibed locus, weakly similar to NP_567661.1 SWIB complex BAF60b domain-containing 286.5304 289.8742 448.9697 488.46 16 8.162544 8.179283 8.810474 8.932097 0.0075943 11.40963 0.03135112 4018 1.6249235 down 8.170914 8.871285 0.011836 0.086 -0.700371 0.921052
1615895_aVvi.13106 Transcr ibed locus, weakly similar to NP_568878.1 CBL-interacting protein kinase 10 (CIPK10  479.506 401.8275 248.4313 217.9719 16 8.905405 8.650433 7.956703 7.767998 0.028722 5.772678 0.05561494 8573 1.886312 up 8.777919 7.862351 0.180293 0.133435 0.9155685 1.11645
1615896_at 5.46687 5.548064 5.246178 5.242088 16 2.450715 2.471984 2.391267 2.390142 0.021978 6.633677 0.04736598 7701 1.0501865 up 2.46135 2.390704 0.01504 7.96E-04 0.0706455 1.02955
1615897_aVvi.12700 Transcr ibed locus 225.4901 257.8976 205.6749 182.5475 16 7.81692 8.010654 7.684222 7.512128 0.1351812 2.435924 0.18163463 12355 1.2445397 up 7.913787 7.598175 0.136991 0.121689 0.3156124 1.041538
1615898_aVvi.10907 Transcr ibed locus, weakly similar to NP_849697.1 peptidoglycan-binding LysM domain-conta 2.864501 2.878147 2.78682 2.799846 16 1.518284 1.52514 1.47862 1.485348 0.0143035 8.271439 0.03829651 6198 1.0279202 up 1.521712 1.481984 0.004848 0.004757 0.0397283 1.026808
1615899_aVvi.7039 Transcr ibed locus, moderately similar to NP_921473.1 putative acylaminoacyl-peptidase like p 218.0238 210.506 289.9955 246.2464 16 7.768342 7.717717 8.179887 7.943958 0.1182766 2.64314 0.16301076 12045 1.2473726 down 7.74303 8.061922 0.035797 0.166827 -0.3188924 0.960445
1615900_s_at 3967.409 3956.82 6964.837 6550.162 16 11.95398 11.95013 12.76588 12.67732 0.0033008 17.36251 0.02783547 1956 1.7047282 down 11.95205 12.7216 0.002727 0.062621 -0.769542 0.939509
1615901_aVvi.10924 Transcr ibed locus 618.9131 630.7887 655.3345 699.4237 16 9.273593 9.301013 9.356088 9.450023 0.1416667 2.365785 0.18851797 12475 1.0835398 down 9.287303 9.403055 0.019389 0.066422 -0.115752 0.98769
1615902_at 4.760716 4.812503 4.537262 4.566917 16 2.251179 2.266788 2.181822 2.191221 0.015441 7.954034 0.0394629 6495 1.0515095 up 2.258983 2.186521 0.011037 0.006646 0.0724618 1.03314
1615903_aVvi.15634 Transcr ibed locus 4.15868 4.182526 4.049131 4.067228 16 2.056126 2.064374 2.017612 2.024046 0.0171531 7.536754 0.04158536 6847 1.027701 up 2.06025 2.020829 0.005833 0.004549 0.0394206 1.019507
1615904_at 7.035567 7.062403 6.700173 6.857512 16 2.814667 2.820159 2.744198 2.777685 0.0796391 3.32827 0.1182302 11182 1.039919 up 2.817413 2.760942 0.003884 0.023679 0.0564712 1.020454
1615905_at 4.933175 4.967482 4.702653 4.773249 16 2.302517 2.312515 2.233475 2.254972 0.0333333 5.339336 0.06159832 8983 1.0448476 up 2.307516 2.244223 0.00707 0.0152 0.0632926 1.028202
1615906_aVvi.10085 Transcr ibed locus 69.7275 75.60355 89.92547 81.24654 16 6.123655 6.240382 6.490657 6.344235 0.1283964 2.514495 0.1741533 12239 1.1772554 down 6.182019 6.417446 0.082538 0.103537 -0.2354272 0.963315
1615907_at 5.13933 5.166335 4.994952 4.953585 16 2.36158 2.369141 2.320471 2.308473 0.0188673 7.176796 0.04372909 7162 1.0359031 up 2.365361 2.314472 0.005346 0.008484 0.050889 1.021987
1615908_aVvi.10286 Transcr ibed locus, moderately similar to NP_186902.1 chaperonin, putative [Arabidopsis thali 1177.267 1275.423 1898.152 1781.396 16 10.20123 10.31676 10.89038 10.79879 0.0154796 7.943864 0.03950748 6503 1.5006559 down 10.25899 10.84459 0.081695 0.064762 -0.585593 0.946001
1615909_sVvi.7777 Transcr ibed locus, moderately similar to NP_566954.2 protein kinase family protein [Arabidop 887.5021 796.7758 482.8014 471.713 16 9.793607 9.63803 8.915286 8.881765 0.0093467 10.27092 0.03324924 4666 1.7620968 up 9.715818 8.898525 0.110009 0.023703 0.817293 1.091846
1615910_aVvi.1620 Transcr ibed locus, moderately similar to NP_566655.1 50S ribosomal protein L18 family [Arab  211.1257 197.8757 221.3627 208.1352 16 7.721959 7.628451 7.790268 7.701377 0.3878857 1.094707 0.44347346 14520 1.0501666 down 7.675205 7.745823 0.06612 0.062856 -0.0706182 0.990883
1615911_aVvi.5027 Transcr ibed locus, moderately similar to NP_567047.1 eukaryotic translation initiation factor 3 4217.38 4523.099 5240.452 4916.31 16 12.04213 12.1431 12.35548 12.26336 0.086633 3.172631 0.12625358 11391 1.1621566 down 12.09261 12.30942 0.071393 0.065135 -0.216805 0.982387
1615912_aVvi.124 GO:000981CHI mRNA for chalcone isomerase 12251.59 12833.54 7481.837 7720.412 16 13.58068 13.64763 12.86918 12.91446 0.0031157 17.87346 0.02771931 1865 1.6498532 up 13.61416 12.89182 0.047341 0.032021 0.722338 1.056031
1615913_aVvi.3389 Transcr ibed locus 731.0892 670.8622 226.7502 215.8591 16 9.513904 9.389873 7.82496 7.753946 0.0018427 23.2635 0.02519939 1213 3.1655037 up 9.451888 7.789453 0.087703 0.050215 1.662435 1.213421
1615914_aVvi.959 Transcr ibed locus 5.298609 5.356789 5.042159 5.060709 16 2.405614 2.421368 2.334042 2.33934 0.0115083 9.241032 0.03544051 5390 1.0546765 up 2.413491 2.33669 0.01114 0.003746 0.0768006 1.032867
1615915_aVvi.12247 Transcr ibed locus, moderately similar to NP_850068.1 expressed protein [Arabidopsis thalian 67.04395 72.43936 94.61702 77.44239 16 6.067035 6.178702 6.564028 6.275052 0.1955432 1.91524 0.2468824 13148 1.2283076 down 6.122869 6.41954 0.07896 0.204337 -0.2966719 0.953786
1615916_aVvi.4074 Transcr ibed locus, moderately similar to NP_568077.1 haloacid dehalogenase-like hydrolase 3.625637 3.640237 3.541796 3.759836 16 1.858234 1.864032 1.824481 1.91067 0.8951169 0.14915 0.91024935 16325 1.0044752 down 1.861133 1.867575 0.0041 0.060945 -0.0064421 0.996551
1615917_at 10.67118 10.85883 9.658422 9.545026 16 3.415648 3.440796 3.271787 3.254749 0.0083718 10.86052 0.03192202 4353 1.1211305 up 3.428222 3.263268 0.017783 0.012048 0.1649542 1.050549
1615918_aVvi.8218 Transcr ibed locus, moderately similar to XP_477139.1 unknown protein [Oryza sativa (japonic 103.0002 93.82428 175.6776 130.7125 16 6.686503 6.551889 7.456786 7.030253 0.1079323 2.7917 0.15127406 11844 1.5414882 down 6.619196 7.24352 0.095186 0.301605 -0.624324 0.913809
1615919_sVvi.3558 Transcr ibed locus, weakly similar to NP_199831.1 expressed protein [Arabidopsis thaliana] 3818.866 3800.686 10194.36 10437.99 16 11.89893 11.89204 13.31548 13.34956 1.46E-04 82.68148 0.0168302 139 2.707634 down 11.89549 13.33252 0.004869 0.024092 -1.437033 0.892216
1615920_aVvi.12523 Transcr ibed locus 5.81236 5.837287 5.540259 5.522953 16 2.539124 2.545298 2.469954 2.46544 0.0026232 19.48622 0.02668185 1630 1.0530065 up 2.542211 2.467697 0.004366 0.003192 0.0745143 1.030196
1615921_aVvi.12644 Transcr ibed locus, moderately similar to NP_195341.2 leucine-rich repeat family protein [Ara 4.726752 4.769014 4.573713 4.486455 16 2.240849 2.253691 2.193366 2.165576 0.0473772 4.429372 0.07924128 9925 1.0481166 up 2.24727 2.179471 0.00908 0.01965 0.067799 1.031108
1615922_aVvi.14438 Transcr ibed locus 4.200023 4.207382 4.06303 4.012731 16 2.070397 2.072923 2.022556 2.004585 0.0235426 6.401726 0.04930676 7926 1.0410863 up 2.07166 2.01357 0.001786 0.012708 0.0580897 1.028849
1615923_aVvi.2866 Transcr ibed locus, weakly similar to NP_199354.3 expressed protein [Arabidopsis thaliana] 1255.334 1248.135 1018.574 1048.643 16 10.29386 10.28556 9.992334 10.03431 0.0059377 12.91968 0.03008822 3274 1.2111573 up 10.28971 10.01332 0.005867 0.029679 0.276386 1.027602
1615924_aVvi.14681 Transcr ibed locus 4.497902 4.523479 4.326235 4.344095 16 2.169252 2.177433 2.113112 2.119056 0.0077067 11.32515 0.03135112 4076 1.0404869 up 2.173343 2.116084 0.005785 0.004203 0.0572589 1.027059
1615925_aVvi.1888 Transcr ibed locus, weakly similar to NP_199871.1 short-chain dehydrogenase/reductase (SD    36.38176 62.46251 32.40147 21.77603 16 5.185144 5.964918 5.017987 4.444669 0.2233763 1.743449 0.276485 13412 1.7946503 up 5.575031 4.731328 0.551384 0.405397 0.843703 1.178323
1615926_aVvi.7253 Transcr ibed locus, weakly similar to NP_188155.1 thioredoxin M-type 4, chloroplast (TRX-M4 69.45347 75.38794 5.624415 6.619483 16 6.117975 6.236261 2.491703 2.726718 0.0013567 27.1216 0.02385507 938 11.858976 up 6.177118 2.609211 0.083641 0.166181 3.5679076 2.367428
1615927_sVvi.7857 Transcr ibed locus, moderately similar to NP_172565.1 ferredoxin, chloroplast, putative [Arabi 14004.65 12461.24 210.5115 212.7679 16 13.77362 13.60516 7.717755 7.733137 2.01E-04 70.51337 0.01716659 193 62.42026 up 13.68939 7.725446 0.119117 0.010876 5.9639423 1.771987
1615928_aVvi.11228 Transcr ibed locus 6.520596 6.534814 6.252895 6.320478 16 2.705004 2.708146 2.644524 2.660034 0.0205823 6.862257 0.0455805 7495 1.0383523 up 2.706575 2.652279 0.002222 0.010967 0.054296 1.020471
1615929_aVvi.5400 Transcr ibed locus, weakly similar to NP_199769.1 DNAJ heat shock N-terminal domain-conta 143.5814 141.7677 133.4722 133.9876 16 7.165725 7.147384 7.060396 7.065955 0.0103669 9.744913 0.03438791 5004 1.066866 up 7.156554 7.063175 0.012969 0.003931 0.093379 1.013221
1615930_aVvi.11023 Transcr ibed locus 7.650964 7.355914 7.977641 7.837399 16 2.935641 2.878905 2.995962 2.970375 0.1349217 2.438827 0.18134469 12351 1.0540153 down 2.907273 2.983169 0.040119 0.018093 -0.0758958 0.974559
1615931_s_at 3.449821 3.467988 3.339693 3.353553 16 1.786521 1.794099 1.739716 1.74569 0.0101153 9.867247 0.03399048 4936 1.0335493 up 1.79031 1.742703 0.005358 0.004225 0.0476071 1.027318
1615932_aVvi.6209 Transcr ibed locus, moderately similar to NP_171911.1 C2 domain-containing protein [Arabid 4.357174 4.37707 4.178283 4.192808 16 2.123393 2.129965 2.06291 2.067917 0.0045159 14.83045 0.02926091 2558 1.0433806 up 2.126679 2.065414 0.004647 0.00354 0.0612655 1.029663
1615933_at 161.6783 132.0089 38.77692 40.83512 16 7.336982 7.044491 5.277126 5.351739 0.0064084 12.43172 0.03041093 3496 3.6713347 up 7.190737 5.314432 0.206822 0.052759 1.876305 1.353058
1615934_aVvi.10213 Transcr ibed locus 8.737839 19.82786 490.2585 640.6908 16 3.127276 4.309457 8.937399 9.323484 0.0129448 8.703683 0.03684102 5831 42.579144 down 3.718367 9.130442 0.835928 0.273004 -5.4120754 0.407249
1615935_aVvi.7028 Transcr ibed locus, weakly similar to NP_177824.1 expressed protein [Arabidopsis thaliana] 1559.643 1581.683 491.972 478.475 16 10.607 10.62725 8.942432 8.9023 1.76E-04 75.40703 0.0168302 169 3.2372224 up 10.61712 8.922366 0.014315 0.028378 1.694757 1.189945
1615936_aVvi.15097 Transcr ibed locus 5.331292 5.368229 5.156723 5.157424 16 2.414485 2.424446 2.366455 2.366651 0.0087473 10.62185 0.03240157 4480 1.0373573 up 2.419466 2.366553 0.007044 1.39E-04 0.052913 1.022359
1615937_at 3.459804 3.452023 3.352999 3.36431 16 1.79069 1.787442 1.745452 1.750311 0.004996 14.09467 0.02943507 2813 1.0289584 up 1.789066 1.747881 0.002297 0.003435 0.0411847 1.023563
1615938_aVvi.6402 GO:000701Beta-tubulin (TUB) 843.5062 930.3929 2619.261 2664.761 16 9.720255 9.861696 11.35494 11.37979 0.0020683 21.95424 0.02556811 1342 2.9822295 down 9.790976 11.36737 0.100014 0.017569 -1.576391 0.861323
1615939_at 685.8572 678.627 781.8729 611.1406 16 9.421764 9.406475 9.61079 9.255361 0.9248602 0.106565 0.93630886 16398 1.0132254 down 9.41412 9.433075 0.010811 0.251327 -0.018955 0.997991
1615940_aVvi.1096 Transcr ibed locus, weakly similar to NP_192721.1 expressed protein [Arabidopsis thaliana] 1171.91 1148.858 1270.914 1307.038 16 10.19465 10.16599 10.31165 10.35209 0.0257106 6.115631 0.05206095 8198 1.1107639 down 10.18032 10.33187 0.020266 0.028592 -0.151552 0.985332
1615941_aVvi.1798 Transcr ibed locus, moderately similar to NP_195062.1 terpene cyclase/mutase-related [Arabi 175.8101 149.6859 206.288 219.3237 16 7.457873 7.225795 7.688516 7.776918 0.0878247 3.147901 0.12768774 11418 1.3111956 down 7.341834 7.732717 0.164104 0.06251 -0.390883 0.949451
1615942_at 4.431894 4.49222 4.148603 4.182389 16 2.147924 2.167429 2.052626 2.064327 0.0128905 8.722367 0.03682813 5810 1.0711792 up 2.157676 2.058476 0.013792 0.008274 0.0991998 1.048191
1615943_aVvi.158 Transcr ibed locus, moderately similar to NP_916023.1 putative mitochondrial processi ng pep 1902.475 1778.023 1722.058 1707.861 16 10.89366 10.79606 10.74992 10.73798 0.1765388 2.052531 0.22662161 12932 1.0724527 up 10.84486 10.74395 0.069016 0.008445 0.100914 1.009393
1615944_sVvi.13155 Transcr ibed locus, strongly similar to NP_175831.1 eukaryotic translation initiation factor SU 10413.85 10222.64 8499.693 8120.202 16 13.34622 13.31948 13.0532 12.9873 0.0126922 8.791566 0.03664294 5749 1.241944 up 13.33285 13.02025 0.018906 0.046596 0.312601 1.024009
1615945_aVvi.14403 Transcr ibed locus 1225.399 1131.932 1304.473 1190.142 16 10.25904 10.14457 10.34925 10.21692 0.4509267 0.929087 0.50446665 14839 1.0579575 down 10.2018 10.28309 0.080939 0.093573 -0.081282 0.992096
1615946_sVvi.14852 Transcr ibed locus 713.7928 654.0747 657.3885 739.6039 16 9.479362 9.353312 9.360602 9.530609 0.8080537 0.276596 0.83361137 16092 1.0204958 down 9.416336 9.445606 0.089131 0.120213 -0.02927 0.996901
1615947_aVvi.5281 Transcr ibed locus, moderately similar to NP_850874.1 glutamate-tRNA ligase, putative / glut 1470.03 1414.979 1628.151 1698.059 16 10.52163 10.46657 10.66902 10.72967 0.0375941 5.01094 0.06688851 9330 1.1528836 down 10.4941 10.69935 0.038937 0.042887 -0.205247 0.980817
1615948_aVvi.5004 Transcr ibed locus, moderately similar to NP_563858.1 integral membrane family protein [Ara 1797.695 1820.439 1988.268 2044.517 16 10.81193 10.83007 10.9573 10.99754 0.0193377 7.086413 0.0442943 7247 1.1145179 down 10.821 10.97742 0.012825 0.02846 -0.15642 0.985751



1615949_at 4.73231 4.730979 4.504797 4.517828 16 2.242545 2.242139 2.171462 2.175629 9.25E-04 32.86343 0.02246529 682 1.0488411 up 2.242342 2.173546 2.87E-04 0.002947 0.0687962 1.031652
1615950_sVvi.10230 Transcr ibed locus, moderately similar to XP_506632.1 PREDICTED OJ1310_F05.15 gene p 3121.811 2869.625 3805.971 3374.038 16 11.60817 11.48665 11.89405 11.72026 0.1339495 2.449774 0.18021312 12339 1.1972699 down 11.54741 11.80716 0.085928 0.122886 -0.259749 0.978001
1615951_aVvi.2927 Transcr ibed locus, weakly similar to XP_469982.1 putative AAA-type ATPase [Oryza sativa (ja  181.6321 186.1859 295.2534 285.8227 16 7.504875 7.540601 8.20581 8.158977 0.0019874 22.39773 0.02547924 1294 1.5797049 down 7.522738 8.182393 0.025262 0.033116 -0.659655 0.919381
1615952_sVvi.4117 GO:0005501-aminocyclopropane-1-carboxylic acid oxidase 1 (ACO1) 6.540388 6.613135 6.295813 6.471985 16 2.709376 2.725334 2.654393 2.694208 0.182492 2.00746 0.23303774 12999 1.030293 up 2.717355 2.674301 0.011284 0.028154 0.0430546 1.016099
1615953_aVvi.11182 Transcr ibed locus, moderately similar to XP_466771.1 nucleolar RNA-binding Nop10p-like p 1193.631 1170.04 1636.018 1763.065 16 10.22114 10.19234 10.67597 10.78387 0.0111995 9.369764 0.03514159 5290 1.4371195 down 10.20674 10.72992 0.020364 0.076295 -0.52318 0.951241
1615954_aVvi.3226 Transcr ibed locus, moderately similar to NP_566310.1 expressed protein [Arabidopsis thalian 191.0642 201.0935 529.806 509.2002 16 7.577913 7.651723 9.04932 8.992089 0.0011015 30.10519 0.0229076 797 2.649805 down 7.614818 9.020704 0.052191 0.040468 -1.405886 0.844149
1615955_sVvi.2293 Transcr ibed locus, strongly similar to XP_463967.1 putative small nuclear ribonucleoprotein p 2821.588 2588.407 3333.288 3399.956 16 11.46229 11.33785 11.70273 11.7313 0.0382584 4.964657 0.06774377 9375 1.2456892 down 11.40007 11.71701 0.087995 0.020201 -0.316944 0.97295
1615956_aVvi.15686 Transcr ibed locus 6.275894 6.333515 6.105875 6.135851 16 2.649821 2.663006 2.610198 2.617264 0.0293615 5.706634 0.05645813 8633 1.0300274 up 2.656414 2.613731 0.009323 0.004996 0.0426826 1.01633
1615957_aVvi.47 Transcr ibed locus, moderately similar to XP_515153.1 PREDICTED: similar to RBX1 protein 713.3801 681.9485 707.9598 694.6212 16 9.478527 9.413519 9.467524 9.440083 0.8459336 0.220516 0.86659914 16205 1.0054073 down 9.446023 9.453803 0.045968 0.019404 -0.00778 0.999177
1615958_aVvi.14587 Transcr ibed locus 2495.896 2567.358 2913.415 2823.667 16 11.28534 11.32607 11.5085 11.46335 0.0272928 5.928462 0.05383996 8414 1.1330557 down 11.30571 11.48593 0.028798 0.03192 -0.180219 0.98431
1615959_aVvi.1459 Transcr ibed locus, weakly similar to NP_917560.1 P0681B11.17 [Oryza sativa (japonica cultiv 3.959504 3.980068 3.83943 3.812063 16 1.98532 1.992793 1.940892 1.930572 0.0139757 8.369953 0.03792499 6117 1.0376531 up 1.989056 1.935732 0.005284 0.007297 0.0533242 1.027547
1615960_aVvi.9439 Transcr ibed locus, weakly similar to NP_566642.1 expressed protein [Arabidopsis thaliana] 5.516374 5.455102 5.283406 5.389223 16 2.46372 2.447606 2.401468 2.430077 0.1357348 2.429756 0.18223104 12365 1.0280356 up 2.455663 2.415773 0.011394 0.02023 0.0398902 1.016512
1615961_aVvi.4187 Transcr ibed locus, moderately similar to NP_195251.1 vestitone reductase-related [Arabidops  1278.855 1267.898 113.8165 117.2883 16 10.32064 10.30822 6.830566 6.873915 4.24E-05 153.562 0.01326001 48 11.0210495 up 10.31443 6.852241 0.008778 0.030653 3.4621894 1.505264
1615962_aVvi.11819 Transcr ibed locus, moderately similar to XP_467730.1 small GTP-binding protein OsRac3 [O 44.22558 50.62501 225.3411 212.6632 16 5.466809 5.661779 7.815967 7.732427 0.0022953 20.83702 0.02616672 1453 4.626441 down 5.564294 7.774197 0.137864 0.059072 -2.2099026 0.715739
1615963_sVvi.7324 Transcr ibed locus, moderately similar to XP_472387.1 OJ000315_02.15 [Oryza sativa (japoni 1056.961 1063.662 1392.691 1387.87 16 10.04571 10.05482 10.44366 10.43866 1.77E-04 75.17459 0.0168302 171 1.3112048 down 10.05027 10.44116 0.006447 0.003538 -0.390893 0.962562
1615964_aVvi.15160 Transcr ibed locus 939.6014 905.1834 210.4776 185.3915 16 9.875905 9.822066 7.717523 7.534432 0.0018374 23.29675 0.02514842 1212 4.66866 up 9.848986 7.625977 0.03807 0.129465 2.223009 1.291505
1615965_aVvi.11834 Transcr ibed locus, strongly similar to NP_187724.2 clathrin heavy chain, putative [Arabidopsi 6.906238 6.886905 6.583596 6.63381 16 2.7879 2.783856 2.718876 2.729838 0.0088972 10.53079 0.03259589 4528 1.0435654 up 2.785878 2.724357 0.00286 0.007751 0.061521 1.022582
1615966_aVvi.10060 Transcr ibed locus, weakly similar to NP_913365.1 P0665D10.16 [Oryza sativa (japonica cultiv 112.6456 107.5782 356.1415 362.3507 16 6.815647 6.749242 8.476307 8.501243 4.32E-04 48.11122 0.01871624 377 3.263298 down 6.782445 8.488775 0.046956 0.017632 -1.7063305 0.79899
1615967_aVvi.9634 Transcr ibed locus, weakly similar to NP_195468.1 peroxidase 50 (PER50) (P50) (PRXR2) [A 2913.072 3041.118 3204.86 3165.008 16 11.50833 11.57039 11.64605 11.62799 0.0942639 3.022127 0.13512333 11580 1.0700394 down 11.53936 11.63702 0.043883 0.012765 -0.097664 0.991607
1615968_at 12.28012 13.47984 135.6954 123.4875 16 3.618253 3.752732 7.084228 6.948221 8.23E-04 34.82828 0.0221369 611 10.06121 down 3.685493 7.016224 0.095091 0.096172 -3.3307319 0.525281
1615969_at 16.95617 20.53222 13.27188 12.43209 16 4.083738 4.359818 3.730301 3.635997 0.0661483 3.692512 0.10230818 10732 1.4525915 up 4.221778 3.683149 0.195217 0.066683 0.5386291 1.146241
1615970_at 55.59439 49.5952 230.3124 245.9294 16 5.796867 5.632129 7.847449 7.942101 0.0018931 22.95099 0.02530472 1241 4.532404 down 5.714498 7.894774 0.116488 0.066929 -2.1802764 0.723833
1615971_aVvi.11647 Transcr ibed locus, moderately similar to NP_171956.2 coenzyme F420 hydrogenase family / d     33.57836 38.72044 124.8438 126.0043 16 5.06946 5.275024 6.963981 6.977329 0.003264 17.46062 0.02783547 1934 3.4783745 down 5.172242 6.970655 0.145355 0.009439 -1.7984133 0.742002
1615972_aVvi.9194 Transcr ibed locus, moderately similar to NP_193615.1 Ras-related GTP-binding family prote 1209.552 1264.349 1698.398 1766.68 16 10.24026 10.30418 10.72996 10.78683 0.0076533 11.36504 0.03135112 4050 1.4007249 down 10.27222 10.75839 0.0452 0.040211 -0.486173 0.95481
1615973_aVvi.14689 Transcr ibed locus 3.620432 3.633468 3.520061 3.529877 16 1.856162 1.861347 1.8156 1.819618 0.0062945 12.54476 0.0303503 3440 1.0289305 up 1.858755 1.817609 0.003667 0.002841 0.0411455 1.022637
1615974_aVvi.6501 GO:000485Putative ripening-related protein (grip28 gene) 22018.93 23249.46 27380.66 26219.74 16 14.42646 14.50491 14.74087 14.67837 0.0397681 4.863733 0.06969737 9471 1.1842179 down 14.46568 14.70962 0.055475 0.044197 -0.243935 0.983417
1615975_at 4.586994 4.609031 4.450489 4.469552 16 2.197549 2.204464 2.153964 2.16013 0.0109229 9.489652 0.03495031 5187 1.0309393 up 2.201006 2.157047 0.004889 0.00436 0.0439594 1.020379
1615976_aVvi.7449 Transcr ibed locus, strongly similar to NP_180873.1 acetyl-CoA C-acyltransferase, putative /    7927.311 8555.636 6328.071 5794.58 16 12.95262 13.06266 12.62755 12.50049 0.0340683 5.278398 0.06251121 9047 1.3600105 up 13.00764 12.56402 0.077812 0.089845 0.443618 1.035309
1615977_aVvi.3660 Transcr ibed locus, weakly similar to XP_475979.1 putative amino acid transporter family II [Or 5.053819 5.09951 5.643614 8.263087 16 2.337374 2.350359 2.496619 3.046681 0.2602031 1.55497 0.31518254 13705 1.3451655 down 2.343866 2.77165 0.009181 0.388952 -0.4277837 0.845657
1615978_aVvi.13736 Transcr ibed locus, moderately similar to NP_182308.1 glutaredoxin family protein [Arabidops 4.510483 4.527559 4.351428 4.347989 16 2.173282 2.178733 2.121489 2.120348 0.0025455 19.78248 0.0266497 1580 1.0389234 up 2.176008 2.120919 0.003855 8.07E-04 0.0550892 1.025974
1615979_aVvi.5974 Transcr ibed locus, weakly similar to XP_475819.1 unknown protein [Oryza sativa (japonica cu 9.098671 9.498713 13.43074 8.12889 16 3.185656 3.247732 3.747467 3.023058 0.688437 0.463697 0.7248387 15767 1.1239426 down 3.216694 3.385263 0.043894 0.512234 -0.1685685 0.950205
1615980_at 6.493878 6.562368 6.05852 6.056399 16 2.69908 2.714217 2.598965 2.59846 0.0048858 14.25393 0.02943507 2754 1.0776849 up 2.706648 2.598713 0.010703 3.57E-04 0.1079353 1.041534
1615981_at 8.169078 8.221375 7.635745 7.646956 14 3.030173 3.03938 2.932769 2.934885 0.0021821 21.37251 0.02580234 1403 1.0724792 up 3.034777 2.933827 0.00651 0.001497 0.1009497 1.034409
1615982_aVvi.3043 Transcr ibed locus 3.620509 3.611065 3.491962 3.51721 16 1.856193 1.852424 1.804038 1.814432 0.0147097 8.153886 0.03874717 6298 1.0317359 up 1.854308 1.809235 0.002665 0.007349 0.0450738 1.024913
1615983_x_at 5.144414 5.162138 4.94495 4.980256 16 2.363007 2.367969 2.305956 2.31622 0.0108024 9.543317 0.03488153 5139 1.0384271 up 2.365488 2.311088 0.003509 0.007258 0.0544 1.023539
1615984_at 3.946568 3.963645 3.815441 3.837664 16 1.980598 1.986828 1.93185 1.940229 0.0117789 9.132398 0.0356634 5482 1.0335971 up 1.983713 1.936039 0.004405 0.005925 0.047674 1.024625
1615985_aVvi.11701 Transcr ibed locus, moderately similar to NP_199183.1 auxin-responsive protein / indoleacetic 26.56002 25.81064 24.22703 25.68723 16 4.731185 4.689894 4.598546 4.682979 0.2758926 1.484793 0.3313345 13823 1.0495545 up 4.710539 4.640762 0.029197 0.059704 0.069777 1.015036
1615986_aVvi.6338 Transcr ibed locus, moderately similar to NP_564983.1 glycosyl transferase family 8 protein [A  24.35166 18.19907 36.88684 51.56363 16 4.605948 4.185793 5.205034 5.688282 0.0816366 3.281872 0.12042033 11254 2.0716603 down 4.395871 5.446658 0.297095 0.341708 -1.0507873 0.807077
1615987_aVvi.2806 Transcr ibed locus 4.313976 4.344986 4.184947 4.186768 16 2.109018 2.119351 2.065209 2.065837 0.0111257 9.401333 0.0350667 5265 1.034305 up 2.114185 2.065523 0.007307 4.44E-04 0.0486618 1.023559
1615988_aVvi.4542 Transcr ibed locus, weakly similar to NP_173112.1 DNAJ heat shock N-terminal domain-conta 4.540418 4.534873 4.391926 4.419174 16 2.182825 2.181062 2.134854 2.143777 0.0111903 9.373678 0.03513267 5287 1.0299885 up 2.181943 2.139315 0.001247 0.006309 0.0426283 1.019926
1615989_aVvi.654 Transcr ibed locus, weakly similar to XP_510174.1 PREDICTED: similar to WD repeat domai 516.7726 544.6997 530.7054 467.6924 16 9.013386 9.089317 9.051767 8.869416 0.4551306 0.918953 0.5085871 14856 1.0649304 up 9.051352 8.960592 0.053692 0.128942 0.09076 1.010129
1615990_aVvi.4934 Transcr ibed locus 7.738882 7.894435 7.405568 7.462382 16 2.952125 2.980836 2.88861 2.899637 0.0423201 4.705339 0.07288372 9639 1.051433 up 2.966481 2.894124 0.020302 0.007797 0.0723569 1.025001
1615991_sVvi.10823 Transcr ibed locus, strongly similar to NP_195526.1 histone deacetylase (RPD3A) [Arabidops  664.9473 741.0765 725.862 697.6021 16 9.377096 9.533479 9.503552 9.44626 0.8356758 0.235592 0.85778964 16173 1.0136911 down 9.455288 9.474906 0.110579 0.040511 -0.019618 0.997929
1615992_aVvi.10126 Transcr ibed locus 3.093431 3.105146 3.003429 3.016005 16 1.629208 1.634661 1.58661 1.592639 0.0091024 10.40976 0.03284354 4600 1.0297614 up 1.631935 1.589624 0.003856 0.004263 0.0423101 1.026616
1615993_aVvi.7652 Transcr ibed locus, weakly similar to NP_178157.2 acetyltransferase-related [Arabidopsis thal 2661.553 2687.91 3527.272 3269.608 16 11.37805 11.39227 11.78434 11.6749 0.0247119 6.242802 0.05088882 8061 1.2696744 down 11.38516 11.72962 0.010053 0.077382 -0.344459 0.970633
1615994_aVvi.10228 Transcr ibed locus, weakly similar to XP_479448.1 unknown protein [Oryza sativa (japonica cu 224.478 254.3554 211.3344 191.8621 16 7.81043 7.990702 7.723384 7.583927 0.1625968 2.166663 0.21170351 12750 1.1866636 up 7.900566 7.653655 0.127472 0.098611 0.246911 1.032261
1615995_aVvi.9905 Transcr ibed locus, moderately similar to NP_194756.1 MERI-5 protein (MERI-5) (MERI5B) 76.24935 121.5146 66.87688 92.19503 16 6.252653 6.924986 6.063436 6.526617 0.5464509 0.719696 0.59427345 15265 1.2258592 up 6.58882 6.295026 0.475411 0.327519 0.2937932 1.046671
1615996_aVvi.11450 Transcr ibed locus, weakly similar to NP_564495.1 expressed protein [Arabidopsis thaliana] 5.033481 4.972435 10.312 10.69568 16 2.331556 2.313952 3.366252 3.418956 6.74E-04 38.50728 0.02179512 510 2.099215 down 2.322754 3.392604 0.012448 0.037267 -1.06985 0.684652
1615997_at 5.153763 5.17923 4.899224 4.96816 16 2.365626 2.372738 2.292553 2.312712 0.0248361 6.226584 0.05099284 8085 1.0472091 up 2.369182 2.302632 0.005029 0.014254 0.0665496 1.028902
1615998_aVvi.7047 GO:000815Clone M4670 terpenoid synthetase 5.92717 5.958055 5.733059 5.773999 16 2.567344 2.574842 2.519305 2.529571 0.0180602 7.339955 0.04275833 7011 1.0328672 up 2.571093 2.524438 0.005302 0.007259 0.0466546 1.018481
1615999_aVvi.1494 Transcr ibed locus, weakly similar to NP_565376.1 zinc finger (C3HC4-type RING finger) fam 4.34395 4.366425 4.303227 4.356667 16 2.119008 2.126452 2.105419 2.123225 0.4754444 0.871335 0.5277699 14955 1.0058452 up 2.12273 2.114322 0.005264 0.012591 0.0084083 1.003977
1616000_aVvi.9866 Transcr ibed locus 8.881194 8.972321 8.336085 8.43556 16 3.150754 3.165481 3.05937 3.076484 0.0153085 7.989184 0.03931055 6464 1.0645107 up 3.158117 3.067927 0.010414 0.012101 0.0901903 1.029398
1616001_aVvi.12443 Transcr ibed locus 8.929605 8.675416 8.319736 8.161877 16 3.158596 3.116933 3.056538 3.028901 0.0627356 3.802119 0.09818261 10607 1.068099 up 3.137765 3.042719 0.02946 0.019542 0.0950453 1.031237
1616002_sVvi.7825 Transcr ibed locus, moderately similar to NP_178224.1 fructose-bisphosphate aldolase, putati 38.04706 30.60478 9.486721 6.307127 16 5.249713 4.935685 3.24591 2.656983 0.023438 6.416519 0.04916203 7914 4.4114504 up 5.092699 2.951446 0.222051 0.416434 2.141253 1.725493
1616003_aVvi.10385 Transcr ibed locus, moderately similar to XP_468844.1 allene oxide cyclase [Oryza sativa (jap 4.212746 4.23236 4.44646 4.133462 16 2.074761 2.081462 2.152657 2.04735 0.7184616 0.41494 0.7523116 15854 1.0152901 down 2.078112 2.100004 0.004739 0.074463 -0.0218921 0.989575
1616004_aVvi.8671 Transcr ibed locus 4.311379 4.332983 4.202606 4.217941 16 2.10815 2.115361 2.071284 2.076539 0.0136145 8.482601 0.03753936 6016 1.026578 up 2.111755 2.073912 0.005099 0.003716 0.0378433 1.018247
1616005_at 9.581543 9.711003 9.4271 9.994905 16 3.260258 3.27962 3.236814 3.321193 0.8535266 0.209403 0.87325126 16226 1.0063026 down 3.269939 3.279003 0.013691 0.059665 -0.0090642 0.997236
1616006_sVvi.8145 Transcr ibed locus, moderately similar to NP_179958.1 zinc finger (C3HC4-type RING finger    2210.984 2147.305 1720.726 1793.276 16 11.11047 11.06831 10.7488 10.80838 0.013509 8.516345 0.0374249 5991 1.2403958 up 11.08939 10.77859 0.029812 0.04213 0.310801 1.028835
1616007_at 265.2141 278.2585 97.72562 126.5209 16 8.051014 8.120282 6.610665 6.983232 0.0209408 6.801402 0.0459933 7557 2.4430766 up 8.085648 6.796948 0.04898 0.263444 1.2886996 1.1896
1616008_aVvi.12703 Transcr ibed locus 5.328079 6.382943 4.823002 4.822299 16 2.413616 2.674222 2.269932 2.269721 0.1701196 2.103498 0.21963802 12858 1.2092332 up 2.543919 2.269826 0.184276 1.49E-04 0.2740924 1.120755
1616009_aVvi.15510 Transcr ibed locus 5.291722 5.325721 5.821476 5.262487 16 2.403737 2.412977 2.541385 2.395745 0.4960463 0.825139 0.54756385 15039 1.0426158 down 2.408357 2.468565 0.006533 0.102983 -0.0602076 0.97561
1616010_at 6.557949 6.626378 6.157352 6.128227 16 2.713245 2.728221 2.62231 2.61547 0.0064702 12.37158 0.0304738 3523 1.0731434 up 2.720733 2.61889 0.010589 0.004837 0.1018429 1.038888
1616011_aVvi.7824 Transcr ibed locus, moderately similar to NP_566447.1 Cwf15 / Cwc15 cell cycle control famil   3114.385 3156.196 2401.525 2492.964 16 11.60473 11.62397 11.22974 11.28365 0.0063427 12.49651 0.03037211 3463 1.2813462 up 11.61435 11.25669 0.013605 0.038121 0.35766 1.031773
1616012_aVvi.11545 Transcr ibed locus, weakly similar to NP_565364.1 expressed protein [Arabidopsis thaliana] 15.36697 11.69922 53.73621 75.47268 16 3.941761 3.54834 5.747823 6.237882 0.0189865 7.153581 0.04384066 7189 4.749586 down 3.74505 5.992852 0.278191 0.346524 -2.2478016 0.62492
1616013_aVvi.8324 Transcr ibed locus, weakly similar to NP_174141.1 GRAM domain-containing protein / ABA-r 559.1677 529.6981 698.169 654.8313 16 9.127137 9.049027 9.447433 9.35498 0.0353812 5.174222 0.06423787 9143 1.2423956 down 9.088081 9.401206 0.055233 0.065374 -0.313125 0.966693
1616014_aVvi.5775 Transcr ibed locus, weakly similar to NP_680200.1 pyridine nucleotide-disulphide oxidoreducta 272.4417 324.5203 195.8102 193.2257 16 8.089804 8.342165 7.613311 7.594143 0.0401626 4.838291 0.07023159 9493 1.5286489 up 8.215984 7.603727 0.178446 0.013554 0.6122567 1.080521
1616015_aVvi.8638 Transcr ibed locus, weakly similar to XP_466220.1 putative auxin-responsive factor (ARF1) [O 330.2945 296.4451 539.4213 484.6064 16 8.367609 8.211621 9.075269 8.92067 0.0231987 6.450715 0.04884614 7883 1.6339377 down 8.289616 8.997969 0.1103 0.109318 -0.708353 0.921276
1616016_aVvi.10766 Transcr ibed locus, weakly similar to XP_476820.1 putative CXC domain protein TSO1 [Oryza   283.2337 248.5589 401.5726 437.4123 16 8.145849 7.957444 8.649517 8.77285 0.027928 5.857771 0.0546125 8489 1.579576 down 8.051646 8.711184 0.133223 0.08721 -0.659538 0.924288
1616017_aVvi.14466 Transcr ibed locus 3.312791 3.327928 3.218451 3.239833 16 1.728047 1.734624 1.686366 1.69592 0.0201895 6.930782 0.04521604 7412 1.0282512 up 1.731336 1.691143 0.004651 0.006755 0.0401928 1.023767
1616018_at 8.572041 8.690473 7.844701 8.106017 16 3.099639 3.119435 2.971719 3.018993 0.0468581 4.455674 0.07861928 9894 1.0823605 up 3.109537 2.995356 0.013998 0.033428 0.1141812 1.038119
1616019_aVvi.15678 Transcr ibed locus 1946.431 1668.368 1341.41 1506.483 16 10.92662 10.70422 10.38954 10.55697 0.1331983 2.458308 0.17942052 12324 1.2676592 up 10.81542 10.47325 0.157256 0.118394 0.342167 1.032671
1616020_aVvi.6889 Transcr ibed locus, moderately similar to NP_916703.1 putative nuclear RNA binding protein A3385.591 3675.297 4591.898 4458.265 16 11.72519 11.84364 12.16488 12.12227 0.0293659 5.70619 0.05645999 8634 1.2826732 down 11.78442 12.14357 0.083758 0.030128 -0.359154 0.970424
1616021_aVvi.15630 Transcr ibed locus 4.550584 4.571565 4.356875 4.376943 16 2.186052 2.192688 2.123294 2.129924 0.0055385 13.38112 0.02968837 3094 1.0444626 up 2.18937 2.126609 0.004693 0.004688 0.0627609 1.029512
1616022_at 7.761459 7.789515 7.543381 7.548348 16 2.956328 2.961533 2.915211 2.916161 0.0037216 16.34631 0.02823139 2182 1.0304286 up 2.958931 2.915686 0.003681 6.71E-04 0.0432446 1.014832
1616023_aVvi.6282 Transcr ibed locus, moderately similar to NP_175433.1 AAA-type ATPase family protein [Arab 144.4328 156.9119 112.0293 139.0016 16 7.174255 7.293811 6.807732 7.118959 0.2459035 1.623801 0.3001389 13601 1.2063823 up 7.234033 6.963346 0.084539 0.22007 0.2706871 1.038873
1616024_aVvi.10403 Transcr ibed locus, moderately similar to NP_197090.2 expressed protein [Arabidopsis thalian 743.4926 770.1359 787.7742 804.9476 16 9.538175 9.588969 9.621638 9.652751 0.1320073 2.471977 0.1781053 12304 1.0523559 down 9.563572 9.637195 0.035917 0.022 -0.073623 0.992361
1616025_aVvi.4788 Transcr ibed locus, moderately similar to NP_175377.1 transducin family protein / WD-40 repe 199.7473 230.5734 284.4343 303.6791 16 7.642032 7.849082 8.151952 8.246404 0.0575451 3.986538 0.09182658 10403 1.3694731 down 7.745557 8.199178 0.146407 0.066788 -0.453621 0.944675
1616026_at 4.025894 4.041964 3.89077 3.909478 16 2.009309 2.015056 1.960056 1.966976 0.0084341 10.81982 0.03202186 4371 1.0343088 up 2.012183 1.963516 0.004064 0.004894 0.0486669 1.024786
1616027_at 5.147872 5.180754 4.893027 4.891542 16 2.363976 2.373162 2.290727 2.290289 0.0034518 16.97669 0.02794001 2050 1.0555983 up 2.368569 2.290508 0.006495 3.10E-04 0.0780608 1.03408
1616028_aVvi.10979 Transcr ibed locus 4.805781 4.911695 4.615932 4.640811 16 2.264771 2.296221 2.206622 2.214377 0.049589 4.321861 0.08194251 10046 1.0497142 up 2.280496 2.210499 0.022238 0.005484 0.0699967 1.031666
1616029_aVvi.5324 Transcr ibed locus, weakly similar to NP_564062.1 expressed protein [Arabidopsis thaliana] 731.0945 759.03 686.8272 688.7058 16 9.513914 9.568013 9.423803 9.427744 0.0512142 4.247232 0.08408407 10111 1.0831181 up 9.540964 9.425774 0.038254 0.002786 0.11519 1.012221
1616030_x_at 12.12454 12.44925 12.14189 10.76605 16 3.599858 3.637987 3.601921 3.428417 0.3631707 1.168102 0.4190548 14387 1.0745656 up 3.618923 3.515169 0.026961 0.122686 0.1037536 1.029516
1616031_aVvi.14783 Transcr ibed locus 10.68657 10.59293 10.27948 10.32824 16 3.417728 3.40503 3.361695 3.368523 0.0234206 6.418993 0.04913787 7912 1.0325917 up 3.411379 3.365109 0.008978 0.004828 0.0462699 1.01375
1616032_aVvi.3610 Transcr ibed locus, weakly similar to NP_565353.1 expressed protein [Arabidopsis thaliana] 1144.106 1150.433 1091.048 1072.752 16 10.16001 10.16796 10.0915 10.0671 0.0221965 6.599833 0.0475983 7741 1.060455 up 10.16398 10.0793 0.005625 0.017252 0.084683 1.008402
1616033_at 6.8877 7.020459 6.47032 6.458885 16 2.784022 2.811565 2.693837 2.691285 0.0168383 7.60873 0.04118889 6786 1.0756679 up 2.797794 2.692561 0.019476 0.001805 0.1052328 1.039083
1616034_aVvi.2781 Transcr ibed locus, weakly similar to NP_911809.1 Speckle-type POZ protein-like protein [Ory 339.1278 339.7795 340.242 350.1224 16 8.405685 8.408455 8.410418 8.451715 0.3659694 1.159505 0.42178574 14404 1.0167722 down 8.40707 8.431067 0.001958 0.029202 -0.0239965 0.997154
1616035_aVvi.14972 Transcr ibed locus 203.1619 131.4876 6.806559 13.83255 16 7.666486 7.038783 2.766926 3.789995 0.0210168 6.788681 0.04609878 7568 16.84413 up 7.352634 3.278461 0.443853 0.72342 4.0741739 2.242709
1616036_aVvi.490 Transcr ibed locus, moderately similar to NP_194094.1 reticulon family protein (RTNLB1) [Ar  6371.932 6346.407 5117.814 5367.358 16 12.63752 12.63172 12.32131 12.39 0.014922 8.094373 0.03885992 6370 1.2133249 up 12.63462 12.35565 0.004095 0.048567 0.278966 1.022578
1616037_aVvi.1 GO:004573Proline rich protein 2 (PRP2) 130.2734 123.1546 633.7402 743.5885 16 7.025399 6.944326 9.307748 9.538361 0.0025035 19.94851 0.02659176 1562 5.419617 down 6.984863 9.423054 0.057327 0.163068 -2.438191 0.741253
1616038_aVvi.8295 Transcr ibed locus 32.67458 36.35813 56.07809 57.37687 16 5.030097 5.184206 5.809365 5.842397 0.0118093 9.120398 0.03566651 5496 1.645732 down 5.107152 5.825881 0.108972 0.023357 -0.7187295 0.876632
1616039_aVvi.2021 Transcr ibed locus, moderately similar to NP_191104.1 triosephosphate isomerase, cytosolic, 2873.502 2848.183 3026.754 2692.05 16 11.48859 11.47583 11.56356 11.39449 0.9734212 0.037602 0.97742456 16533 1.0022116 up 11.48221 11.47902 0.009028 0.119548 0.003187 1.000278
1616040_aVvi.12844 Transcr ibed locus 16.06174 16.28863 18.07996 15.40112 16 4.005557 4.025794 4.17632 3.944964 0.7359005 0.387242 0.768053 15906 1.031659 down 4.015675 4.060641 0.01431 0.163594 -0.0449663 0.988926
1616041_aVvi.5470 Transcr ibed locus 44.74416 45.29084 54.03651 43.89723 16 5.483627 5.501147 5.755863 5.456058 0.528388 0.756357 0.5776569 15185 1.0819044 down 5.492387 5.60596 0.012388 0.211994 -0.1135731 0.979741
1616042_aVvi.7722 Transcr ibed locus, strongly similar to NP_180132.1 H+-transporting two-sector ATPase, C s 2706.982 2915.382 3272.878 3145.59 16 11.40247 11.50947 11.67634 11.61912 0.087208 3.160638 0.12699127 11400 1.1421571 down 11.45597 11.64773 0.07566 0.040467 -0.191761 0.983537
1616043_aVvi.11296 Transcr ibed locus, moderately similar to NP_566506.1 glycosyltransferase family 14 protein / 117.8107 102.7859 70.94691 60.70694 16 6.880327 6.683499 6.148668 5.92379 0.0378874 4.990353 0.0673023 9345 1.6767693 up 6.781913 6.036229 0.139178 0.159013 0.7456843 1.123535
1616044_aVvi.14549 Transcr ibed locus 1127.649 1122.053 1340.438 1289.901 16 10.1391 10.13193 10.38849 10.33305 0.0150531 8.05824 0.03895741 6414 1.1689831 down 10.13551 10.36077 0.005075 0.039205 -0.225254 0.978259
1616045_aVvi.7551 Putative proline-rich cell wall protein, partial (grip13 gene) 54330.4 54963.75 60931.81 59104.59 16 15.72947 15.74619 15.89491 15.85098 0.0289436 5.749548 0.0559041 8594 1.0981786 down 15.73783 15.87295 0.011823 0.031059 -0.135113 0.991488
1616046_aVvi.14408 Transcr ibed locus 82.31682 88.69691 192.0752 187.259 16 6.363115 6.470812 7.585527 7.548891 0.0024363 20.22269 0.02636745 1533 2.2195168 down 6.416964 7.567209 0.076153 0.025906 -1.1502456 0.847996
1616047_s_at 166.5078 140.4822 289.0875 275.5718 16 7.379446 7.134244 8.175363 8.106284 0.0201372 6.940057 0.04519432 7395 1.8454573 down 7.256845 8.140823 0.173384 0.048846 -0.883978 0.891414
1616048_aVvi.9378 Transcr ibed locus, weakly similar to NP_194336.1 expressed protein [Arabidopsis thaliana] 533.9914 542.718 410.7475 379.4298 16 9.060673 9.084059 8.682108 8.567689 0.0166059 7.663132 0.04093421 6734 1.3636438 up 9.072366 8.624899 0.016536 0.080906 0.447467 1.051881
1616049_aVvi.15210 Transcr ibed locus 422.4082 396.0311 200.6256 159.3353 16 8.722494 8.62947 7.648362 7.315922 0.0202699 6.916605 0.04531173 7425 2.2876067 up 8.675982 7.482142 0.065778 0.235071 1.1938391 1.159558
1616050_aVvi.10729 Transcr ibed locus 49.41512 45.21904 81.72972 67.50468 16 5.626881 5.498859 6.352789 6.076915 0.0503277 4.287505 0.08292376 10075 1.5713263 down 5.56287 6.214852 0.090525 0.195072 -0.6519828 0.895093
1616051_aVvi.3806 Transcr ibed locus, moderately similar to NP_176933.1 expressed protein [Arabidopsis thalian 389.7974 357.4841 562.0311 541.6728 16 8.606581 8.481735 9.134506 9.081278 0.0141826 8.307368 0.03815766 6168 1.4780899 down 8.544158 9.107892 0.088279 0.037638 -0.563734 0.938105
1616052_at 8.421069 8.517269 8.087437 7.732883 16 3.074004 3.090391 3.015683 2.951006 0.0975135 2.963212 0.13885568 11658 1.0709217 up 3.082197 2.983344 0.011588 0.045733 0.0988529 1.033135
1616053_aVvi.10778 Transcr ibed locus, weakly similar to NP_177852.2 protein kinase family protein [Arabidopsis t 213.6748 220.1339 96.06229 75.57885 16 7.739273 7.782238 6.585898 6.239911 0.0163188 7.731954 0.04056537 6676 2.5453267 up 7.760756 6.412905 0.03038 0.24465 1.3478508 1.210178
1616054_aVvi.12690 Transcr ibed locus 9.763593 11.43015 41.13476 57.87075 16 3.287412 3.514772 5.362286 5.854763 0.014762 8.139115 0.03877961 6315 4.6185255 down 3.401092 5.608524 0.160768 0.348233 -2.2074323 0.606415
1616055_aVvi.15264 Transcr ibed locus 3.720642 3.729434 3.606793 3.620788 16 1.895551 1.898957 1.850717 1.856304 0.0055467 13.37124 0.02968837 3098 1.0307853 up 1.897254 1.85351 0.002408 0.003951 0.043744 1.023601
1616056_aVvi.15673 Transcr ibed locus 840.3106 731.5262 601.2042 574.2074 16 9.714779 9.514766 9.231711 9.165428 0.0585097 3.950476 0.0930349 10440 1.3344105 up 9.614773 9.19857 0.141431 0.046869 0.416203 1.045246
1616057_sVvi.10384 Transcr ibed locus, weakly similar to NP_850449.1 G-box binding factor 3 (GBF3) [Arabidops 1227.575 1243.834 225.3046 203.2887 16 10.2616 10.28058 7.815733 7.667386 8.73E-04 33.82703 0.02224117 648 5.7738204 up 10.27109 7.74156 0.013423 0.104897 2.5295265 1.326746
1616058_at 4.211138 4.239466 4.061266 4.077266 16 2.07421 2.083883 2.02193 2.027602 0.0105007 9.681662 0.03453259 5045 1.0383409 up 2.079046 2.024766 0.006839 0.004011 0.0542802 1.026808
1616059_aVvi.10282 Transcr ibed locus, moderately similar to NP_194229.1 ubiquitin family protein [Arabidopsis th 500.3633 438.8297 427.7838 445.6733 16 8.966832 8.777517 8.740738 8.799843 0.4122323 1.02744 0.4677342 14630 1.0731746 up 8.872175 8.77029 0.133866 0.041793 0.101885 1.011617
1616060_aVvi.1498 Transcr ibed locus, moderately similar to NP_188517.1 mitochondrial transcr iption termination 5.473655 5.509708 5.399156 5.705688 16 2.452504 2.461976 2.432734 2.512401 0.739173 0.382091 0.7709839 15916 1.0106807 down 2.45724 2.472567 0.006697 0.056333 -0.0153273 0.993801
1616061_aVvi.14429 Transcr ibed locus 666.015 659.5134 1119.414 1160.623 16 9.379411 9.365258 10.12853 10.18068 0.001191 28.95072 0.02324235 848 1.7198365 down 9.372335 10.15461 0.010007 0.03688 -0.7822715 0.922964
1616062_at 5.194403 5.137826 4.92007 4.941186 16 2.376958 2.361158 2.298679 2.304858 0.0155217 7.93283 0.03952657 6517 1.0477465 up 2.369058 2.301768 0.011172 0.004369 0.0672898 1.029234
1616063_aVvi.605 Transcr ibed locus, moderately similar to NP_193462.1 asparaginyl-tRNA synthetase, chlorop 156.2705 165.7413 201.8431 181.2172 16 7.287902 7.372789 7.65709 7.501576 0.1067054 2.810654 0.14979903 11825 1.188373 down 7.330345 7.579333 0.060024 0.109966 -0.248988 0.967149
1616064_at 21502.67 21638.39 19321.77 20245.64 10 14.39223 14.40131 14.23794 14.30532 0.0665248 3.680924 0.10279637 10743 1.0906101 up 14.39677 14.27163 0.006419 0.047647 0.125136 1.008768
1616065_aVvi.2824 Transcr ibed locus, moderately similar to XP_471715.1 OSJNBa0079M09.8 [Oryza sativa (jap 383.3453 372.7737 465.3145 439.7752 16 8.5825 8.542156 8.862062 8.780623 0.0294288 5.699806 0.05654825 8639 1.1966606 down 8.562328 8.821342 0.028528 0.057587 -0.259014 0.970638
1616066_aVvi.10242 Transcr ibed locus, moderately similar to NP_567930.1 expressed protein [Arabidopsis thalian 5712.918 5351.724 7510.538 7416.489 16 12.48001 12.38579 12.8747 12.85652 0.0120734 9.018316 0.03595679 5572 1.3497672 down 12.4329 12.86561 0.066627 0.012855 -0.432711 0.966367
1616067_aVvi.11498 Transcr ibed locus, moderately similar to NP_563961.1 10 kDa chaperonin (CPN10) [Arabido 501.8489 501.5949 605.5001 608.2388 16 8.971109 8.970379 9.241983 9.248494 1.42E-04 83.79483 0.0168302 135 1.2095708 down 8.970744 9.245239 5.17E-04 0.004604 -0.274495 0.97031
1616068_aVvi.10430 Transcr ibed locus, moderately similar to NP_177929.1 glycosyl hydrolase family 3 protein [Ar 3.926364 3.942478 13.85104 29.57115 16 1.973194 1.979103 3.791923 4.886118 0.0496529 4.318857 0.08200736 10051 5.1439357 down 1.976148 4.339021 0.004178 0.773713 -2.3628725 0.455436
1616069_aVvi.15014 Transcr ibed locus 900.7366 898.6687 1185.44 1339.216 16 9.814961 9.811646 10.21121 10.38717 0.03127 5.521546 0.05892005 8810 1.4004471 down 9.813303 10.29919 0.002345 0.124426 -0.4858875 0.952823
1616070_aVvi.814 Transcr ibed locus, strongly similar to NP_180328.1 AAA-type ATPase family protein / vacuola 3769.916 3855.572 3472.681 3204.534 16 11.88032 11.91273 11.76183 11.6459 0.0853044 3.200781 0.12464567 11361 1.1428654 up 11.89652 11.70387 0.022919 0.081979 0.1926555 1.016461
1616071_aVvi.6242 Transcr ibed locus, moderately similar to NP_566611.1 CCAAT displacement protein-related  21.09914 20.68328 18.69908 17.11742 16 4.399112 4.370393 4.224896 4.097393 0.0758213 3.421784 0.11388633 11052 1.1676501 up 4.384752 4.161144 0.020308 0.090158 0.223608 1.053737
1616072_aVvi.13516 Transcr ibed locus, weakly similar to NP_172400.2 expressed protein [Arabidopsis thaliana] 123.5771 121.4098 127.9995 129.6635 16 6.949268 6.923741 6.999994 7.018629 0.0440222 4.607282 0.07512457 9727 1.0517609 down 6.936504 7.009311 0.01805 0.013177 -0.0728066 0.989613
1616073_at 3.248061 3.262328 3.164413 3.178065 16 1.699579 1.705902 1.661938 1.668149 0.0135407 8.506179 0.03746359 5999 1.0264739 up 1.70274 1.665043 0.004471 0.004392 0.037697 1.02264
1616074_aVvi.11081 Transcr ibed locus 105.2051 119.3133 194.3675 184.6759 16 6.717061 6.898611 7.602643 7.528852 0.0163069 7.73485 0.04055834 6674 1.691041 down 6.807836 7.565747 0.128375 0.052178 -0.7579117 0.899823
1616075_aVvi.6669 Transcr ibed locus, moderately similar to NP_178108.1 mitochondrial substrate carrier family 10.67564 8.654778 7.848444 8.020871 16 3.416251 3.113497 2.972407 3.003759 0.2105685 1.818759 0.26300466 13291 1.2114972 up 3.264874 2.988083 0.21408 0.022169 0.276791 1.092632
1616076_s_at 119.2273 109.2 105.8624 102.6512 16 6.897571 6.770829 6.726047 6.681606 0.1917134 1.941425 0.242797 13108 1.0945771 up 6.8342 6.703826 0.08962 0.031424 0.1303736 1.019448
1616077_aVvi.15576 Transcr ibed locus 4.669104 4.679766 4.503227 4.500207 16 2.223146 2.226436 2.17096 2.169992 9.96E-04 31.67024 0.02259248 730 1.0383663 up 2.224791 2.170476 0.002327 6.84E-04 0.0543155 1.025025
1616078_aVvi.14560 Transcr ibed locus 3.971002 3.992459 3.871071 3.894062 16 1.989503 1.997278 1.952733 1.961276 0.0242808 6.300075 0.05032583 8009 1.0255417 up 1.99339 1.957004 0.005497 0.006041 0.0363861 1.018593
1616079_aVvi.155 Transcr ibed locus, weakly similar to NP_566506.1 glycosyltransferase family 14 protein / core 486.8733 437.9233 474.4192 483.2711 16 8.927403 8.774534 8.890018 8.916689 0.5691657 0.675167 0.61475337 15369 1.036978 down 8.850968 8.903354 0.108094 0.018859 -0.052386 0.994116
1616080_aVvi.12590 Transcr ibed locus, moderately similar to NP_199111.1 COP9 signalosome complex subunit 4 1249.187 1219.417 1583.043 1564.799 16 10.28677 10.25198 10.62849 10.61176 0.0030153 18.16983 0.02766159 1803 1.2752217 down 10.26938 10.62012 0.024606 0.011825 -0.350748 0.966973
1616081_aVvi.1919 Transcr ibed locus, strongly similar to NP_174569.1 galactosyltransferase family protein [Ara  161.12 169.4717 307.441 271.2679 16 7.331992 7.4049 8.264166 8.083574 0.0143042 8.271214 0.03829651 6200 1.7476596 down 7.368446 8.17387 0.051554 0.127698 -0.805424 0.901464
1616082_at 63.24994 63.8833 97.91401 98.12391 16 5.982992 5.997366 6.613443 6.616533 1.38E-04 84.99348 0.0168302 133 1.542007 down 5.990179 6.614988 0.010164 0.002185 -0.6248093 0.905546
1616083_aVvi.3078 GO:000681Hexose transporter 1271.936 1844.694 5165.926 4905.772 16 10.31281 10.84917 12.33481 12.26026 0.023988 6.339844 0.04994958 7970 3.2864974 down 10.58099 12.29754 0.379261 0.052713 -1.716551 0.860415
1616084_sVvi.7561 Transcr ibed locus 11001.67 10554.37 6717.252 6557.704 16 13.42544 13.36555 12.71366 12.67898 0.0024399 20.20756 0.02637781 1534 1.6235802 up 13.39549 12.69632 0.042343 0.024523 0.699178 1.055069
1616085_aVvi.14964 Transcr ibed locus 6.137091 6.1463 5.921481 6.236393 16 2.617555 2.619718 2.565958 2.640712 0.7220419 0.409218 0.7557268 15861 1.0106628 up 2.618637 2.603335 0.00153 0.052859 0.0153016 1.005878
1616086_aVvi.12699 Transcr ibed locus 7.923499 6.800736 6.352511 6.322217 16 2.986138 2.765691 2.667327 2.66043 0.1944346 1.922748 0.24581121 13131 1.1583213 up 2.875914 2.663879 0.155879 0.004877 0.2120353 1.079596
1616087_aVvi.6634 Transcr ibed locus, moderately similar to NP_190902.1 CCAAT-box binding transcr iption fact 684.4007 684.9497 749.6551 732.0748 16 9.418697 9.419854 9.550083 9.515847 0.021952 6.637734 0.04735399 7695 1.0819917 down 9.419275 9.532965 8.18E-04 0.024208 -0.11369 0.988074
1616088_aVvi.7731 Transcr ibed locus, strongly similar to NP_200614.1 SNARE protein-related [Arabidopsis tha 2822.381 2666.724 2833.197 2666.375 16 11.4627 11.38085 11.46822 11.38066 0.9685731 0.044466 0.9732041 16522 1.0018487 down 11.42178 11.42444 0.057873 0.061908 -0.002664 0.999767
1616089_at 8.16961 9.824845 13.40506 9.596005 16 3.030267 3.296435 3.744706 3.262434 0.3421527 1.235259 0.39831844 14260 1.2659488 down 3.163351 3.50357 0.188209 0.341018 -0.340219 0.902894
1616090_aVvi.3829 Transcr ibed locus, weakly similar to XP_474118.1 OSJNBa0010D21.9 [Oryza sativa (japonica 416.0516 421.4697 421.2494 397.6541 16 8.700619 8.719285 8.718531 8.63537 0.5197035 0.774412 0.5695502 15148 1.0231382 up 8.709951 8.67695 0.013199 0.058803 0.033001 1.003803
1616091_aVvi.15113 Transcr ibed locus 4.684932 4.695038 4.54563 4.576869 16 2.228028 2.231137 2.18448 2.194361 0.0162262 7.754535 0.04041821 6664 1.028229 up 2.229582 2.189421 0.002198 0.006987 0.0401616 1.018343
1616092_aVvi.2632 Transcr ibed locus 4.116717 4.135957 4.977458 4.449294 16 2.041494 2.048221 2.315409 2.153576 0.144006 2.34157 0.19123241 12501 1.1404752 down 2.044858 2.234493 0.004757 0.114433 -0.1896351 0.915133
1616093_aVvi.5772 Transcr ibed locus, weakly similar to NP_190491.1 pectinesterase family protein [Arabidopsis 14.10584 19.92372 65.00497 75.84139 16 3.81822 4.316415 6.022478 6.244914 0.0169858 7.57475 0.04135115 6817 4.1883388 down 4.067318 6.133696 0.352277 0.157286 -2.0663781 0.66311
1616094_aVvi.5761 Transcr ibed locus, weakly similar to NP_188966.1 myb family transcr iption factor (MYB15) [A 4.070977 4.084678 3.963653 3.981487 16 2.025375 2.030222 1.986831 1.993308 0.0112992 9.327639 0.03522379 5324 1.0264971 up 2.027799 1.990069 0.003428 0.00458 0.0377297 1.018959
1616095_aVvi.13450 Transcr ibed locus, moderately similar to NP_564880.1 ATP-dependent Clp protease proteoly 823.5344 874.5252 992.0418 907.865 16 9.685685 9.772356 9.954257 9.826334 0.1721069 2.087444 0.22180705 12881 1.1182742 down 9.729021 9.890295 0.061286 0.090455 -0.161274 0.983694
1616096_sVvi.6836 Transcr ibed locus, moderately similar to NP_566809.1 ribosomal protein S21 family protein [A  182.9897 175.4813 230.9967 209.6856 16 7.515618 7.455174 7.851728 7.712084 0.0599777 3.897219 0.09477919 10505 1.2281699 down 7.485396 7.781906 0.042741 0.098744 -0.29651 0.961898
1616097_aVvi.1490 Transcr ibed locus, moderately similar to NP_181884.1 immunophilin / FKBP-type peptidyl-pro 31.48956 27.20934 23.46374 26.22528 16 4.976802 4.76603 4.552361 4.712886 0.2132313 1.802613 0.26593038 13311 1.1800046 up 4.871416 4.632624 0.149038 0.113509 0.2387923 1.051546
1616098_aVvi.2681 Transcr ibed locus, moderately similar to XP_478452.1 putative Septum-promoting GTP-bindi 4.639745 6.299455 4.346916 3.988941 16 2.214046 2.655227 2.119992 1.996006 0.2419534 1.643728 0.29605663 13567 1.2983123 up 2.434636 2.057999 0.311962 0.087672 0.3766374 1.183011
1616099_aVvi.1013 Transcr ibed locus, moderately similar to NP_199563.1 Ras-related GTP-binding protein, put 320.6034 312.1434 427.8539 450.4713 16 8.324646 8.286065 8.740974 8.815291 0.0077511 11.29227 0.03137725 4099 1.3877795 down 8.305355 8.778133 0.027281 0.05255 -0.472778 0.946141
1616100_at 10.3668 10.82956 9.277504 9.008028 16 3.373899 3.436903 3.213737 3.171211 0.030414 5.602438 0.0579052 8719 1.1590376 up 3.405401 3.192474 0.04455 0.03007 0.2129272 1.066697
1616101_at 5.666795 5.723476 5.324508 5.278899 16 2.502533 2.516892 2.412648 2.400237 0.0083384 10.8825 0.03184975 4345 1.0742052 up 2.509712 2.406443 0.010153 0.008776 0.1032696 1.042914
1616102_at 7.686461 8.162757 9.350684 8.886552 16 2.942319 3.029057 3.225072 3.151624 0.0704263 3.566158 0.10754396 10871 1.1508181 down 2.985688 3.188348 0.061332 0.051936 -0.2026598 0.936437
1616103_aVvi.2766 Transcr ibed locus, strongly similar to NP_188640.1 T-complex protein 1 alpha subunit / TCP 1208.623 1295.689 1917.336 1989.539 16 10.23915 10.3395 10.90489 10.95822 0.0077375 11.30233 0.03137725 4092 1.5607367 down 10.28933 10.93155 0.070961 0.037711 -0.642227 0.94125
1616104_aVvi.14583 Transcr ibed locus 3.716659 3.737914 3.616578 3.634586 16 1.894006 1.902233 1.854625 1.861791 0.0181735 7.316397 0.04285752 7039 1.0280509 up 1.89812 1.858208 0.005817 0.005067 0.0399116 1.021479
1616105_aVvi.2416 Transcr ibed locus 1191.172 1176.909 1072.258 1108.046 16 10.21817 10.20079 10.06644 10.1138 0.0418848 4.731353 0.07239246 9604 1.0862514 up 10.20948 10.09012 0.012289 0.033493 0.119358 1.011829
1616106_aVvi.15660 Transcr ibed locus 400.8202 376.4968 463.67 434.8054 16 8.646812 8.556494 8.856955 8.764226 0.0840374 3.228219 0.12314111 11329 1.1558375 down 8.601652 8.810591 0.063864 0.065569 -0.208939 0.976285
1616107_sVvi.7816 Transcr ibed locus, moderately similar to NP_567523.1 beta-amylase (CT-BMY) / 1,4-alpha-D 963.7191 1070.504 685.4298 798.2065 16 9.912469 10.06407 9.420865 9.640618 0.0755962 3.42751 0.11362013 11045 1.3731889 up 9.988272 9.530742 0.107201 0.155389 0.45753 1.048006
1616108_aVvi.14513 Transcr ibed locus 284.6311 283.6473 366.9134 328.1072 16 8.152949 8.147954 8.519296 8.358024 0.0702032 3.572471 0.10730519 10860 1.2211225 down 8.150452 8.43866 0.003532 0.114037 -0.288208 0.965847
1616109_aVvi.7353 Transcr ibed locus, weakly similar to NP_197890.1 expressed protein [Arabidopsis thaliana] 1498.405 1451.41 1665.869 1680.185 16 10.54921 10.50324 10.70206 10.7144 0.0166735 7.647205 0.04103233 6744 1.1344594 down 10.52623 10.70823 0.032507 0.008729 -0.182005 0.983003
1616110_aVvi.14926 Transcr ibed locus 4.397808 4.455333 4.220574 4.234304 16 2.136785 2.155533 2.077439 2.082125 0.0205408 6.869416 0.04552621 7487 1.0470839 up 2.146159 2.079782 0.013257 0.003313 0.066377 1.031915
1616111_aVvi.7931 Clone 7 powdery mildew-resistant-like mRNA, partial sequence 3.901322 3.925663 3.774897 3.792192 16 1.963963 1.972936 1.916437 1.923032 0.0128128 8.749311 0.03674546 5784 1.0343432 up 1.96845 1.919735 0.006345 0.004663 0.048715 1.025376
1616112_aVvi.12563 Transcr ibed locus, strongly similar to XP_478209.1 putative regulator of nonsense transcr ipts 19.87605 21.72473 21.71828 22.00041 16 4.312959 4.441266 4.440838 4.459458 0.3768991 1.126648 0.4325806 14464 1.0519278 down 4.377112 4.450148 0.090727 0.013167 -0.0730356 0.983588
1616113_aVvi.3478 Transcr ibed locus, moderately similar to XP_450415.1 putative elicitor inducible beta-1,3-gluc 12.00441 12.30304 16.47531 17.27817 16 3.585493 3.620943 4.042234 4.110879 0.0065944 12.25335 0.03057452 3576 1.3883181 down 3.603218 4.076556 0.025067 0.048539 -0.473338 0.883888
1616114_aVvi.2245 Transcr ibed locus, moderately similar to NP_683398.1 defective chloroplasts and leaves prote 129.7394 145.764 167.0397 193.8274 16 7.019473 7.187491 7.384048 7.598629 0.1044514 2.846293 0.1470926 11788 1.308448 down 7.103482 7.491338 0.118806 0.151732 -0.3878563 0.948226
1616115_aVvi.8490 Transcr ibed locus, weakly similar to NP_915297.1 P0439E11.14 [Oryza sativa (japonica cultiv 155.1307 168.2576 666.5889 690.5278 16 7.27734 7.394527 9.380653 9.431556 9.51E-04 32.40585 0.02248719 701 4.1993656 down 7.335934 9.406105 0.082864 0.035993 -2.0701713 0.779912
1616116_at 670.5181 711.8096 87.08525 68.70704 16 9.389133 9.475348 6.444356 6.102386 0.0031016 17.91397 0.02770756 1855 8.931289 up 9.43224 6.273371 0.060963 0.24181 3.158869 1.503536
1616117_aVvi.8833 Transcr ibed locus, strongly similar to NP_179430.1 ADP-ribosylation factor-like protein 2 (AR 817.8679 738.3149 804.531 811.3801 16 9.675724 9.528092 9.652004 9.664234 0.5271545 0.758904 0.57657415 15178 1.0397319 down 9.601908 9.658119 0.104391 0.008648 -0.056211 0.99418
1616118_aVvi.14638 Transcr ibed locus 15.79151 14.85379 14.86283 14.94273 16 3.981077 3.892759 3.893637 3.901372 0.4677478 0.889122 0.52037454 14922 1.0276958 up 3.936918 3.897505 0.06245 0.00547 0.0394132 1.010112
1616119_aVvi.3648 Transcr ibed locus 18.92842 21.58751 17.11459 17.08038 16 4.242482 4.432125 4.097155 4.094268 0.1256819 2.547571 0.1712129 12186 1.1822969 up 4.337304 4.095711 0.134098 0.002041 0.2415926 1.058987
1616120_aVvi.9546 Transcr ibed locus, weakly similar to XP_472785.1 OSJNBa0060P14.15 [Oryza sativa (japonic 218.9126 232.9328 241.1313 247.7892 16 7.774211 7.86377 7.913675 7.95297 0.1443486 2.33807 0.19158003 12508 1.0824732 down 7.818991 7.933322 0.063327 0.027786 -0.1143313 0.985588
1616121_at 9.784417 9.502683 9.175734 8.934957 16 3.290486 3.248335 3.197823 3.159461 0.0860392 3.185136 0.12558253 11373 1.0649372 up 3.26941 3.178642 0.029805 0.027127 0.0907683 1.028556
1616122_at 279.5099 273.0547 425.4457 467.0566 16 8.126756 8.093046 8.732831 8.867454 0.0099555 9.947356 0.03389936 4874 1.6135529 down 8.109901 8.800142 0.023836 0.095193 -0.690241 0.921565
1616123_s_at 13.70246 13.76087 12.94454 12.68952 16 3.776363 3.7825 3.694272 3.665566 0.0210687 6.780046 0.04616849 7575 1.0714114 up 3.779431 3.679919 0.00434 0.020298 0.0995125 1.027042
1616124_aVvi.14376 Transcr ibed locus 5.805214 5.868372 5.42428 5.449805 16 2.537349 2.55296 2.439432 2.446205 0.0068417 12.02764 0.03075144 3692 1.0735105 up 2.545155 2.442818 0.011039 0.004789 0.1023364 1.041893
1616125_aVvi.7174 Transcr ibed locus, moderately similar to XP_482498.1 unknown protein [Oryza sativa (japonic 833.6558 827.0871 1038.817 1007.043 16 9.703308 9.691896 10.02073 9.97591 0.0058607 13.00498 0.03005582 3236 1.231756 down 9.697601 9.998318 0.00807 0.03169 -0.300717 0.969923
1616126_at 1.860294 1.871489 1.818484 1.831797 16 0.89553 0.904187 0.862736 0.87326 0.0428128 4.676371 0.07354904 9663 1.0223297 up 0.899859 0.867998 0.006121 0.007441 0.03186053 1.036706
1616127_aVvi.3051 Transcr ibed locus, weakly similar to NP_187206.1 hypoxia-responsive family protein [Arabidop 297.0259 346.7064 215.9535 152.7812 16 8.214445 8.437571 7.754577 7.255323 0.0953075 3.002894 0.13639303 11600 1.7667009 up 8.326008 7.50495 0.157774 0.353025 0.821058 1.109402
1616128_s_at 1337.984 1252.73 703.2656 687.0638 16 10.38585 10.29086 9.457926 9.4243 0.0031381 17.80905 0.02772998 1877 1.862499 up 10.33835 9.441113 0.067165 0.023777 0.8972395 1.095035
1616129_at 7.381008 7.417563 6.887456 7.541885 16 2.883818 2.890945 2.783971 2.914925 0.6214001 0.578483 0.66337955 15550 1.0266421 up 2.887382 2.849448 0.00504 0.092598 0.0379334 1.013313
1616130_at 6.273685 6.28121 6.591755 6.080882 16 2.649313 2.651043 2.720663 2.604281 0.8522677 0.211243 0.8722858 16220 1.0085578 down 2.650178 2.662472 0.001223 0.082295 -0.0122938 0.995383
1616131_aVvi.5725 Transcr ibed locus, moderately similar to NP_175641.1 protein kinase family protein / C-type le    81.05214 95.21496 145.7116 157.8382 16 6.340778 6.573116 7.186972 7.302303 0.0260551 6.073453 0.0524323 8249 1.7263083 down 6.456947 7.244638 0.164288 0.081551 -0.7876902 0.891273
1616132_aVvi.14901 Transcr ibed locus 3.632111 3.644983 3.523462 3.540055 16 1.860808 1.865912 1.816994 1.823772 0.0096045 10.13016 0.03349875 4759 1.0302379 up 1.86336 1.820383 0.003609 0.004793 0.0429776 1.023609
1616133_aVvi.3684 Transcr ibed locus 4.028169 4.040709 3.915452 3.931129 16 2.010124 2.014608 1.969179 1.974944 0.0081089 11.03734 0.03164294 4251 1.0283313 up 2.012366 1.972061 0.003171 0.004076 0.0403051 1.020438
1616134_aVvi.12159 Transcr ibed locus 4.688913 4.71512 4.531375 4.553981 16 2.229253 2.237294 2.179949 2.187128 0.0115416 9.227457 0.03544051 5404 1.0350752 up 2.233274 2.183538 0.005686 0.005077 0.0497356 1.022778
1616135_at 8.366283 6.962176 51.59272 70.65054 16 3.064587 2.799538 5.689096 6.142629 0.0076596 11.36031 0.03135112 4052 7.9106674 down 2.932063 5.915862 0.187417 0.320696 -2.9837994 0.495627
1616136_aVvi.9781 Transcr ibed locus, strongly similar to NP_197294.1 5-methyltetrahydropteroyltriglutamate--ho 280.356 287.5934 455.9516 432.8893 16 8.131116 8.167887 8.832737 8.757854 0.0041459 15.48231 0.02885979 2384 1.5646 down 8.149502 8.795296 0.026001 0.05295 -0.645794 0.926575
1616137_aVvi.11859 Transcr ibed locus, weakly similar to XP_479508.1 hypothetical protein [Oryza sativa (japonica 4.650616 4.661698 4.459641 4.481525 16 2.217422 2.220856 2.156927 2.16399 0.0044476 14.94461 0.02924136 2523 1.0415125 up 2.219139 2.160459 0.002428 0.004994 0.05868 1.027161
1616138_at 3.046682 3.062524 2.9617 2.984138 16 1.607239 1.614721 1.566426 1.577314 0.027362 5.92064 0.0538826 8429 1.0274799 up 1.61098 1.57187 0.005291 0.007699 0.0391101 1.024881
1616139_aVvi.3692 Transcr ibed locus 16.26348 17.6889 14.78157 17.18486 16 4.023564 4.144773 3.885727 4.103066 0.5455567 0.721483 0.59357315 15258 1.0642018 up 4.084168 3.994397 0.085707 0.153682 0.0897717 1.022474
1616140_at 2657.336 2578.26 1682.9 1582.038 16 11.37577 11.33218 10.71673 10.62757 0.0052553 13.73989 0.02950386 2949 1.6041642 up 11.35397 10.67215 0.030818 0.06305 0.681821 1.063888
1616141_aVvi.3384 Transcr ibed locus, moderately similar to NP_187151.1 transport protein particle (TRAPP) co     1078.451 968.6984 1216.462 1244.197 16 10.07475 9.919904 10.24848 10.281 0.0774831 3.380266 0.11574353 11113 1.2036484 down 9.997324 10.26474 0.109489 0.022997 -0.267414 0.973948
1616142_aVvi.898 Transcr ibed locus, weakly similar to NP_567054.1 expressed protein [Arabidopsis thaliana] 215.9486 180.8802 228.8742 248.0049 16 7.754544 7.498891 7.83841 7.954225 0.1946667 1.921171 0.24599308 13137 1.2054734 down 7.626718 7.896318 0.180774 0.081893 -0.2695999 0.965858
1616143_aVvi.15092 Transcr ibed locus 4.450838 4.408855 4.260054 4.273464 16 2.154077 2.140404 2.090872 2.095406 0.0172659 7.511466 0.04171432 6870 1.0382127 up 2.147241 2.093139 0.009668 0.003206 0.0541019 1.025847
1616144_aVvi.2233 Transcr ibed locus, weakly similar to XP_482781.1 unknown protein [Oryza sativa (japonica cu 124.3381 91.27401 131.7197 123.5882 16 6.958124 6.512132 7.041327 6.949397 0.3714264 1.14296 0.42712268 14436 1.1976725 down 6.735128 6.995362 0.315364 0.065004 -0.2602336 0.962799
1616145_aVvi.7044 Transcr ibed locus, moderately similar to NP_200780.1 18.1 kDa class I heat shock protein (H 224.7389 204.7878 55.92045 44.76054 16 7.812106 7.677986 5.805304 5.484156 0.0067945 12.06976 0.03073394 3666 4.288033 up 7.745046 5.64473 0.094837 0.227086 2.1003161 1.372084
1616146_aVvi.9838 Transcr ibed locus, weakly similar to NP_194752.1 hypothetical protein [Arabidopsis thaliana] 3.258555 3.270493 3.146873 3.180313 16 1.704233 1.709508 1.653919 1.669169 0.030255 5.617837 0.05769505 8705 1.0319166 up 1.70687 1.661544 0.00373 0.010783 0.0453264 1.02728
1616147_aVvi.11072 Transcr ibed locus, moderately similar to NP_565629.1 hydroxymethylglutaryl-CoA lyase, puta 292.7748 230.6396 349.796 327.4072 16 8.193647 7.849497 8.45037 8.354942 0.1664155 2.134112 0.21569367 12808 1.3023204 down 8.021572 8.402657 0.243351 0.067477 -0.381085 0.954647
1616148_aVvi.2079 Transcr ibed locus, weakly similar to NP_190806.1 33 kDa ribonucleoprotein, chloroplast, puta 77.07298 74.87286 73.16716 73.33307 16 6.268153 6.226371 6.193124 6.196392 0.1291397 2.505606 0.17499003 12251 1.0370634 up 6.247262 6.194758 0.029544 0.00231 0.052504 1.008476
1616149_x_at 8.530704 8.651902 7.916719 8.130067 16 3.092665 3.113017 2.984903 3.023267 0.0451019 4.547919 0.07648987 9788 1.0708495 up 3.102841 3.004085 0.014392 0.027128 0.098756 1.032874
1616150_aVvi.14461 Transcr ibed locus 4.144543 4.166804 3.981573 3.989938 16 2.051213 2.058941 1.993339 1.996366 0.0047146 14.51237 0.02932456 2665 1.0426282 up 2.055077 1.994852 0.005464 0.002141 0.0602247 1.03019
1616151_aVvi.12032 Transcr ibed locus 7.184724 7.301441 6.715263 6.707744 16 2.844933 2.868181 2.747444 2.745828 0.0110513 9.433456 0.03504068 5234 1.0791692 up 2.856557 2.746636 0.016439 0.001143 0.109921 1.04002
1616152_aVvi.15583 Transcr ibed locus 5.988769 6.036555 5.631337 5.62154 16 2.582259 2.593725 2.493478 2.490965 0.0037344 16.31809 0.02823139 2191 1.0686364 up 2.587992 2.492221 0.008108 0.001776 0.095771 1.038428
1616153_at 3.680187 3.693385 3.567046 3.584687 16 1.879779 1.884944 1.83473 1.841847 0.009806 10.02404 0.0337194 4827 1.0310205 up 1.882361 1.838288 0.003652 0.005033 0.044073 1.023975
1616154_aVvi.13744 Transcr ibed locus, weakly similar to NP_563960.1 invertase/pectin methylesterase inhibitor fa 5.767902 6.148884 6.287963 6.907034 16 2.528047 2.620325 2.652593 2.788066 0.2164993 1.783156 0.2691331 13354 1.1066076 down 2.574186 2.72033 0.065251 0.095794 -0.1461437 0.946277
1616155_aVvi.2967 Transcr ibed locus, weakly similar to XP_450977.1 putative wall-associated serine/threonine ki 4.536737 4.526872 4.34177 4.358124 16 2.181655 2.178515 2.118283 2.123707 0.0028011 18.8547 0.0270467 1716 1.0418081 up 2.180085 2.120995 0.002221 0.003836 0.0590897 1.027859
1616156_x_at 5.408217 5.533073 5.219022 5.161731 16 2.435153 2.468081 2.38378 2.367855 0.0535764 4.144721 0.08699241 10223 1.0539451 up 2.451617 2.375817 0.023284 0.01126 0.0757997 1.031905
1616157_aVvi.15342 Transcr ibed locus 5.621796 5.714436 5.346164 5.347447 16 2.491031 2.514611 2.418504 2.41885 0.0190767 7.136165 0.04393272 7208 1.0600584 up 2.502821 2.418677 0.016673 2.45E-04 0.0841437 1.034789
1616158_aVvi.8796 Transcr ibed locus, moderately similar to XP_471234.1 OSJNBa0095E20.8 [Oryza sativa (japo 8.985336 8.547454 10.02994 12.89163 16 3.167572 3.095495 3.326241 3.688362 0.1787645 2.035443 0.2289653 12961 1.2975303 down 3.131534 3.507302 0.050966 0.256058 -0.3757682 0.892861
1616159_x_at 1902.878 1928.559 2189.121 2154.306 16 10.89397 10.91331 11.09614 11.07301 0.0068698 12.00279 0.03077344 3704 1.1336182 down 10.90364 11.08457 0.013675 0.016354 -0.180935 0.983677
1616160_aVvi.12895 Transcr ibed locus, moderately similar to NP_194311.1 xyloglucan:xyloglucosyl transferase, p 6.037612 6.064871 5.882809 5.897668 16 2.593978 2.600477 2.556505 2.560145 0.0090406 10.44576 0.0328 4575 1.0273322 up 2.597228 2.558325 0.004595 0.002573 0.0389028 1.015206
1616161_aVvi.5529 Transcr ibed locus 9.20555 9.254914 10.17542 8.924978 16 3.202504 3.21022 3.347017 3.157849 0.674592 0.486685 0.7120788 15727 1.0324494 down 3.206362 3.252433 0.005456 0.133762 -0.046071 0.985835
1616162_s_at 5.598079 5.628632 5.411752 5.293675 16 2.484932 2.492784 2.436096 2.40427 0.0525136 4.190006 0.08574776 10166 1.0487534 up 2.488858 2.420183 0.005552 0.022505 0.0686755 1.028376
1616163_aVvi.10465 Transcr ibed locus 12.51568 17.11205 16.41812 25.7756 16 3.645665 4.096941 4.037217 4.687934 0.3404935 1.240767 0.39674857 14247 1.4056841 down 3.871303 4.362576 0.3191 0.460126 -0.4912725 0.887389
1616164_aVvi.5671 Transcr ibed locus 100.5318 93.58961 11.40538 5.7285 16 6.651508 6.548276 3.511642 2.518158 0.0188594 7.178357 0.04372152 7160 12.000253 up 6.599893 3.0149 0.072996 0.7025 3.5849929 2.189092
1616165_aVvi.11627 Transcr ibed locus, moderately similar to NP_187378.1 transcr iptional activator, putative [Arab 6.301874 6.084829 5.815482 5.822786 16 2.655781 2.605217 2.539899 2.54171 0.071164 3.545489 0.1083118 10907 1.064145 up 2.630499 2.540804 0.035754 0.001281 0.0896949 1.035302
1616166_sVvi.7623 Transcr ibed locus, moderately similar to NP_190931.2 expressed protein [Arabidopsis thalian 692.2723 720.8218 962.6329 1027.68 16 9.435196 9.493499 9.910842 10.00518 0.0123821 8.903091 0.03634378 5655 1.4080132 down 9.464348 9.958009 0.041226 0.066704 -0.493661 0.950426
1616167_sVvi.2912 Transcr ibed locus, moderately similar to NP_566758.1 ER lumen protein retaining receptor, p 969.8062 940.5715 1272.119 1266.088 16 9.921553 9.877394 10.31302 10.30616 0.0029551 18.35467 0.02750406 1782 1.3287928 down 9.899473 10.30959 0.031225 0.004848 -0.410116 0.96022
1616168_aVvi.7768 Transcr ibed locus, moderately similar to NP_564615.3 peroxisomal membrane protein-related 517.3715 419.8616 17.49385 15.52338 16 9.015057 8.71377 4.128776 3.956371 0.0012931 27.78141 0.02357308 907 28.282541 up 8.864413 4.042574 0.213042 0.121909 4.8218395 2.192765
1616169_aVvi.1145 Transcr ibed locus, moderately similar to NP_177412.1 cinnamyl-alcohol dehydrogenase, puta 1356.806 1282.426 962.6533 921.1498 16 10.406 10.32466 9.910872 9.847292 0.0110829 9.419752 0.03504068 5250 1.4007971 up 10.36533 9.879082 0.057515 0.044958 0.486248 1.04922
1616170_aVvi.280 Transcr ibed locus, strongly similar to NP_565289.1 ubiquitin-conjugating enzyme 2 (UBC2) 3949.722 4088.075 3219.654 3219.748 16 11.94754 11.99721 11.65269 11.65273 0.005982 12.8713 0.03011482 3296 1.2480365 up 11.97237 11.65271 0.035122 2.90E-05 0.31966 1.027432
1616171_aVvi.774 Transcr ibed locus, weakly similar to NP_174039.1 leucine-rich repeat transmembrane protein   2500.484 2471.574 2139.257 1861.272 16 11.28799 11.27121 11.06289 10.86207 0.0878555 3.147269 0.12772128 11419 1.2458407 up 11.2796 10.96248 0.011863 0.142002 0.31712 1.028928
1616172_aVvi.12841 Transcr ibed locus, moderately similar to NP_181348.1 GCN5-related N-acetyltransferase, pu 554.6862 537.4346 522.7159 515.457 16 9.115528 9.069945 9.029883 9.009708 0.0996177 2.926532 0.14138032 11696 1.0518587 up 9.092737 9.019796 0.032232 0.014266 0.072941 1.008087
1616173_aVvi.9820 Transcr ibed locus, weakly similar to NP_567453.1 mitochondrial substrate carrier family prote 260.1062 248.046 457.2084 464.0754 16 8.022957 7.954464 8.836708 8.858215 0.0017426 23.9239 0.02497189 1152 1.813468 down 7.98871 8.847462 0.048432 0.015208 -0.8587516 0.902938
1616174_aVvi.12126 Transcr ibed locus 248.1594 194.6625 215.704 183.942 16 7.955123 7.604831 7.752909 7.523107 0.5678257 0.677748 0.6136199 15362 1.1034098 up 7.779977 7.638008 0.247694 0.162495 0.141969 1.018587
1616175_aVvi.9298 Transcr ibed locus 3.365108 3.383348 3.270694 3.289298 16 1.750653 1.758452 1.709597 1.71778 0.0185989 7.229889 0.0433972 7114 1.0287297 up 1.754552 1.713688 0.005515 0.005786 0.0408639 1.023846
1616176_sVvi.3110 Transcr ibed locus, moderately similar to NP_187100.1 RNA recognition motif (RRM)-contai   182.0083 175.0482 152.9894 183.7412 16 7.507861 7.451608 7.257288 7.521531 0.5725541 0.668664 0.6178449 15384 1.0646099 up 7.479734 7.38941 0.039777 0.186848 0.0903249 1.012224
1616177_aVvi.3065 Transcr ibed locus, moderately similar to NP_564085.1 HhH-GPD base excision DNA repair 506.3512 500.0095 491.2174 491.399 16 8.983995 8.965812 8.940218 8.940751 0.0632751 3.784223 0.09883272 10628 1.0241437 up 8.974903 8.940485 0.012857 3.77E-04 0.034418 1.00385
1616178_aVvi.15352 Transcr ibed locus 3.64387 3.662416 3.508344 3.53171 16 1.865472 1.872796 1.81079 1.820367 0.0124335 8.884312 0.03639298 5671 1.037819 up 1.869134 1.815579 0.005179 0.006772 0.0535549 1.029497
1616179_aVvi.7944 Transcr ibed locus, strongly similar to NP_051117.1 ycf1 [Arabidopsis thaliana] 16.65166 12.14451 19.11204 23.75541 16 4.057594 3.602233 4.25641 4.570184 0.1693373 2.109887 0.21886636 12844 1.4983587 down 3.829914 4.413297 0.321989 0.221872 -0.5833831 0.867812
1616180_sVvi.942 Transcr ibed locus, moderately similar to NP_922292.1 putative serine peptidase [Oryza sativa 1288.545 1340.201 1183.533 1146.29 16 10.33153 10.38823 10.20888 10.16276 0.0413757 4.762282 0.07187607 9556 1.1282297 up 10.35988 10.18582 0.040098 0.032618 0.17406 1.017088
1616181_aVvi.11458 Transcr ibed locus, weakly similar to NP_187510.1 signal peptidase I family protein [Arabidops  150.3647 158.2413 227.7701 207.6005 16 7.232322 7.305983 7.831435 7.697666 0.022941 6.488133 0.04855158 7843 1.4097102 down 7.269152 7.764551 0.052086 0.094589 -0.4953987 0.936197
1616182_aVvi.1455 Transcr ibed locus, moderately similar to NP_172917.1 SWAP (Suppressor-of-White-APricot 588.0449 561.2708 575.9698 551.0601 16 9.199782 9.132553 9.169849 9.106066 0.6045861 0.608816 0.64769554 15496 1.0197465 up 9.166168 9.137958 0.047538 0.045102 0.02821 1.003087
1616183_aVvi.3404 Transcr ibed locus, weakly similar to XP_469214.1 putative beta 1,3-glucanase [Oryza sativa (j 4.788838 4.776841 4.61475 4.585461 16 2.259676 2.256057 2.206253 2.197067 0.0076256 11.38595 0.03135112 4030 1.0397284 up 2.257866 2.20166 0.002559 0.006495 0.0562067 1.025529
1616184_aVvi.14424 Transcr ibed locus 75.59744 75.6255 75.23779 73.1424 16 6.240265 6.2408 6.233385 6.192636 0.3093188 1.350699 0.36485332 14074 1.0192603 up 6.240533 6.21301 3.78E-04 0.028814 0.0275227 1.00443
1616185_at 3.766101 3.77862 3.659612 3.670315 16 1.913072 1.917859 1.871691 1.875904 0.0058054 13.06737 0.03002726 3206 1.0293034 up 1.915466 1.873797 0.003385 0.002979 0.0416684 1.022237
1616186_aVvi.7072 Transcr ibed locus, moderately similar to NP_567772.1 expressed protein [Arabidopsis thalian 394.4901 420.5115 75.99358 74.90109 16 8.623845 8.716002 6.247806 6.226914 3.77E-04 51.48572 0.01871624 330 5.3985195 up 8.669924 6.23736 0.065164 0.014772 2.432564 1.389999
1616187_aVvi.3895 Transcr ibed locus, moderately similar to NP_178052.1 latex-abundant protein, putative (AMC 5.445603 5.494755 5.295855 5.320812 16 2.445092 2.458055 2.404864 2.411646 0.0273538 5.921566 0.0538826 8427 1.0304812 up 2.451573 2.408255 0.009167 0.004796 0.0433184 1.017987
1616188_aVvi.1966 Transcr ibed locus, weakly similar to NP_190438.1 expressed protein [Arabidopsis thaliana] 78.45132 83.7601 117.0123 70.7528 16 6.293726 6.388191 6.870517 6.144715 0.6934854 0.455397 0.72933257 15785 1.1224552 down 6.340958 6.507616 0.066797 0.513219 -0.166658 0.97439
1616189_aVvi.8935 Transcr ibed locus, moderately similar to NP_201371.1 leucine-rich repeat transmembrane pr 3.682931 3.692683 3.551434 3.576923 16 1.880854 1.884669 1.828402 1.838719 0.0122672 8.945464 0.03618691 5627 1.034692 up 1.882762 1.83356 0.002698 0.007296 0.0492014 1.026834
1616190_at 3.118474 3.126108 3.00454 3.028066 16 1.64084 1.644367 1.587144 1.598396 0.0137115 8.451903 0.03761387 6051 1.0351456 up 1.642604 1.59277 0.002494 0.007957 0.0498338 1.031288
1616191_sVvi.6228 Transcr ibed locus, moderately similar to NP_180607.1 trans-cinnamate 4-monooxygenase / c 1396.51 1413.161 879.057 867.0175 16 10.44761 10.46471 9.779813 9.759917 3.65E-04 52.31983 0.01871624 317 1.6091453 up 10.45616 9.769865 0.012092 0.014068 0.686295 1.070246
1616192_aVvi.1834 Transcr ibed locus, weakly similar to NP_564059.1 glycosyl hydrolase family protein 17 [Arabid 29.62428 47.95517 343.2795 325.6534 16 4.888708 5.583614 8.42324 8.347194 0.0120967 9.009466 0.03595679 5584 8.870747 down 5.236161 8.385217 0.491373 0.053773 -3.149056 0.624451
1616193_aVvi.10075 Transcr ibed locus, weakly similar to NP_564600.1 actin binding protein family [Arabidopsis th 667.9487 578.5479 617.2571 592.4518 16 9.383594 9.176292 9.269728 9.210554 0.7473677 0.369254 0.7787973 15931 1.0279732 up 9.279943 9.240141 0.146584 0.041842 0.039802 1.004308
1616194_aVvi.11288 Transcr ibed locus, moderately similar to XP_473046.1 OSJNBa0067K08.23 [Oryza sativa (jap 378.9988 372.0138 310.9107 317.2818 16 8.56605 8.539212 8.280356 8.309621 0.0058856 12.97715 0.03008681 3245 1.1955237 up 8.552631 8.294989 0.018977 0.020693 0.257642 1.03106
1616195_at 59.57785 51.3932 67.04878 56.30573 16 5.896705 5.683506 6.067139 5.81521 0.4565806 0.915481 0.5099329 14864 1.1103925 down 5.790105 5.941175 0.150755 0.178141 -0.1510695 0.974572
1616196_aVvi.8077 Transcr ibed locus, moderately similar to NP_194942.1 synaptobrevin family protein [Arabidop  2719.501 2655.901 2926.153 2888.551 16 11.40913 11.37499 11.51479 11.49613 0.0281884 5.82947 0.05495034 8514 1.0817778 down 11.39206 11.50546 0.024141 0.013194 -0.1134045 0.990143
1616197_aVvi.6701 Transcr ibed locus, weakly similar to XP_475182.1 putative cdc2 protein kinase [Oryza sativa (j 1275.475 1219.176 1080.834 1088.641 16 10.31682 10.25169 10.07793 10.08831 0.0258415 6.099501 0.05222415 8214 1.1496015 up 10.28426 10.08312 0.046053 0.007342 0.201134 1.019948
1616198_aVvi.10373 Transcr ibed locus, weakly similar to NP_188139.1 ethylene-responsive element-binding facto 3923.29 4469.753 2753.314 3426.32 16 11.93785 12.12598 11.42695 11.74244 0.1352655 2.434982 0.18170244 12358 1.3634058 up 12.03191 11.5847 0.133029 0.223086 0.447215 1.038604
1616199_aVvi.4752 Transcr ibed locus, weakly similar to NP_564828.1 ubiquitin-conjugating enzyme, putative [Ar 3.516227 3.527581 3.402412 3.425946 16 1.814028 1.818679 1.766558 1.776502 0.0146681 8.165702 0.03871548 6289 1.031557 up 1.816354 1.77153 0.003289 0.007032 0.0448234 1.025302
1616200_at 5.017965 4.23018 5.715992 4.91078 16 2.327102 2.080719 2.515004 2.295952 0.3459385 1.222808 0.40204906 14284 1.1499468 down 2.203911 2.405478 0.174219 0.154893 -0.2015672 0.916205
1616201_at 17113.49 18095.22 15558.57 19073.15 9 14.06285 14.14332 13.92542 14.21926 0.8587128 0.201835 0.8781785 16233 1.0215398 up 14.10308 14.07234 0.056904 0.207772 0.030746 1.002185
1616202_aVvi.1859 Transcr ibed locus, moderately similar to XP_470613.1 Putative Squalene monooxygenase [Or 367.1337 339.6135 138.2362 143.1337 16 8.520162 8.40775 7.110991 7.161219 0.0021425 21.56952 0.02580234 1373 2.5102851 up 8.463956 7.136105 0.079487 0.035517 1.3278514 1.186075
1616203_aVvi.3865 Transcr ibed locus, weakly similar to NP_192643.2 RNA recognition motif (RRM)-containing 83.99258 72.35638 94.18852 82.87756 16 6.39219 6.177049 6.557479 6.372909 0.3306682 1.274057 0.3868475 14190 1.133335 down 6.284619 6.465194 0.152128 0.130511 -0.1805744 0.97207
1616204_at 13.45831 12.85187 11.59768 11.96615 16 3.750425 3.683906 3.535764 3.580888 0.0584628 3.952208 0.09298712 10437 1.1163889 up 3.717166 3.558326 0.047036 0.031907 0.1588397 1.044639
1616205_aVvi.1072 Transcr ibed locus, weakly similar to NP_563621.1 NC domain-containing protein-related [Ara 6321.599 5669.049 6540.573 6675.815 16 12.62607 12.46889 12.6752 12.70473 0.2167292 1.781803 0.26932168 13359 1.103803 down 12.54748 12.68996 0.111144 0.020879 -0.142482 0.988772
1616206_aVvi.9458 Transcr ibed locus 5.326239 5.332263 4.976923 4.941823 16 2.413117 2.414748 2.315254 2.305043 0.0024724 20.07396 0.02644782 1551 1.0745882 up 2.413933 2.310149 0.001153 0.00722 0.1037839 1.044925
1616207_aVvi.15177 Transcr ibed locus 4.243772 4.250618 4.129886 4.158411 16 2.085347 2.087673 2.046102 2.056032 0.0200795 6.95034 0.04511268 7388 1.0248712 up 2.08651 2.051067 0.001644 0.007022 0.0354427 1.01728
1616208_aVvi.941 Transcr ibed locus, weakly similar to NP_564085.1 HhH-GPD base excision DNA repair fami 262.6238 257.9668 256.4326 250.7877 16 8.036854 8.011042 8.002436 7.970323 0.2097664 1.823676 0.26218042 13282 1.0263826 up 8.023948 7.986379 0.018252 0.022707 0.037569 1.004704
1616209_aVvi.1545 Transcr ibed locus, moderately similar to NP_194274.2 WD-40 repeat family protein / zfwd1 pr 452.595 448.6671 522.4928 479.7983 16 8.822077 8.809502 9.029267 8.906284 0.133151 2.458848 0.17938587 12322 1.111098 down 8.815789 8.967775 0.008892 0.086962 -0.151986 0.983052
1616210_aVvi.5618 Transcr ibed locus, weakly similar to NP_172761.1 eukaryotic translation initiation factor, putat 527.2036 491.0723 791.7313 840.5856 16 9.042216 8.939792 9.628867 9.715251 0.0095381 10.16586 0.03340762 4739 1.6033119 down 8.991004 9.672059 0.072425 0.061083 -0.681055 0.929585
1616211_aVvi.11661 Transcr ibed locus 1041.399 1302.662 2366.256 2745.82 16 10.02431 10.34725 11.20839 11.42302 0.028202 5.828002 0.05496712 8517 2.1884792 down 10.18578 11.31571 0.228353 0.151767 -1.129928 0.900145
1616212_aVvi.15307 Transcr ibed locus 3.804213 3.797186 3.693893 3.688019 16 1.927598 1.924931 1.885142 1.882846 0.0017288 24.01979 0.02496726 1148 1.029733 up 1.926264 1.883994 0.001886 0.001624 0.0422703 1.022437
1616213_aVvi.9778 Transcr ibed locus, weakly similar to NP_178463.1 AAA-type ATPase family protein [Arabidop 10.93238 11.68853 13.9735 18.71522 16 3.450536 3.547021 3.804621 4.22614 0.1394408 2.389346 0.18622768 12430 1.4305816 down 3.498779 4.01538 0.068226 0.298059 -0.5166018 0.871344
1616214_aVvi.10052 Transcr ibed locus, moderately similar to NP_566788.1 CAAX amino terminal protease family 83.90124 92.37304 53.33445 63.48241 16 6.39062 6.5294 5.736996 5.988285 0.0531692 4.161917 0.08652366 10201 1.5129557 up 6.46001 5.86264 0.098132 0.177688 0.5973696 1.101894
1616215_at 3.747279 3.741772 3.552746 3.475837 16 1.905844 1.903721 1.828935 1.79736 0.0285451 5.791328 0.05542115 8550 1.0655771 up 1.904782 1.813147 0.001501 0.022326 0.0916351 1.050539
1616216_aVvi.8760 Transcr ibed locus 4.76282 4.839769 4.618743 4.619526 16 2.251816 2.274938 2.2075 2.207745 0.0404125 4.822355 0.07054983 9509 1.0394027 up 2.263377 2.207623 0.01635 1.73E-04 0.0557547 1.025256
1616217_at 5.405269 5.422452 5.196366 5.227508 16 2.434367 2.438945 2.377503 2.386123 0.0078264 11.23723 0.0314613 4127 1.0387459 up 2.436656 2.381813 0.003238 0.006095 0.0548427 1.023026
1616218_aVvi.11386 Transcr ibed locus, weakly similar to NP_187983.1 RNA-binding protein, putative [Arabidopsis 152.8082 141.0863 237.3596 224.2363 16 7.255578 7.140434 7.890931 7.808876 0.0115569 9.221261 0.03545325 5410 1.5712328 down 7.198006 7.849903 0.081419 0.058022 -0.651897 0.916955
1616219_aVvi.2466 Transcr ibed locus, moderately similar to NP_187143.1 40S ribosomal protein S24 (RPS24A) 3555.84 3758.371 5308.334 5704.121 16 11.79598 11.87589 12.37404 12.47779 0.0120943 9.010348 0.03595679 5582 1.505228 down 11.83593 12.42592 0.05651 0.073358 -0.589982 0.95252
1616220_aVvi.4429 Transcr ibed locus, moderately similar to NP_565711.1 ATP synthase protein I -related [Arabi 953.7596 824.1847 299.6791 284.4484 16 9.897482 9.686824 8.227275 8.152023 0.0048361 14.32755 0.02934507 2735 3.0366967 up 9.792152 8.18965 0.148958 0.053211 1.602502 1.195674
1616221_at 259.4046 261.8818 17.07755 20.09433 16 8.01906 8.032772 4.094029 4.328716 9.48E-04 32.45217 0.02248719 699 14.06993 up 8.025916 4.211373 0.009696 0.165949 3.814543 1.905772
1616222_aVvi.7366 Transcr ibed locus, moderately similar to NP_190349.1 bundle-sheath defective protein 2 fami 963.9988 987.3875 544.3383 506.1474 16 9.912888 9.947473 9.08836 8.983414 0.003795 16.18659 0.02824424 2228 1.8586986 up 9.93018 9.035887 0.024455 0.074208 0.894293 1.098971
1616223_aVvi.1378 Transcr ibed locus, weakly similar to NP_564556.1 zinc finger (C3HC4-type RING finger) fam 339.2711 371.412 489.1356 473.0394 16 8.406295 8.536877 8.934091 8.885817 0.0242998 6.297517 0.05035267 8011 1.3550705 down 8.471586 8.909954 0.092335 0.034135 -0.438368 0.9508
1616224_at 3.816028 3.828266 3.697583 3.715999 16 1.932072 1.936691 1.886582 1.89375 0.0091711 10.37018 0.03293699 4621 1.0311221 up 1.934382 1.890166 0.003266 0.005068 0.0442152 1.023392
1616225_aVvi.5670 Transcr ibed locus, weakly similar to XP_466220.1 putative auxin-responsive factor (ARF1) [O 4.24391 4.237459 4.061575 4.079291 16 2.085394 2.0832 2.022039 2.028318 0.00315 17.7753 0.02773125 1882 1.0418285 up 2.084297 2.025179 0.001552 0.00444 0.0591177 1.029191
1616226_aVvi.14989 Transcr ibed locus 5.367216 5.405879 5.14869 5.125208 16 2.424174 2.434529 2.364205 2.357611 0.0079479 11.14992 0.03158117 4175 1.0485846 up 2.429351 2.360908 0.007322 0.004663 0.0684433 1.02899
1616227_aVvi.44 Transcr ibed locus, weakly similar to NP_172149.1 2-oxoglutarate-dependent dioxygenase, pu 6.497541 6.555367 6.084206 5.931638 16 2.699894 2.712677 2.605069 2.56843 0.0253482 6.160925 0.05162928 8150 1.086385 up 2.706285 2.58675 0.009039 0.025907 0.1195354 1.046211
1616228_aVvi.15721 Transcr ibed locus 3.455338 3.472661 3.37045 3.382758 16 1.788827 1.796042 1.752941 1.7582 0.0143487 8.258102 0.03834067 6212 1.0258812 up 1.792434 1.755571 0.005102 0.003718 0.0368635 1.020998
1616229_aVvi.4323 Transcr ibed locus, weakly similar to XP_483000.1 putative glutamate/malate translocator [Ory 534.6827 560.0822 499.4262 497.4502 16 9.062539 9.129495 8.964128 8.958408 0.056919 4.010422 0.09111045 10370 1.097902 up 9.096017 8.961267 0.047345 0.004044 0.13475 1.015037
1616230_x_at 6.405526 6.29074 6.282242 7.533845 16 2.679317 2.65323 2.651279 2.913386 0.4711444 0.881235 0.5235737 14938 1.0837708 down 2.666273 2.782333 0.018446 0.185338 -0.1160596 0.958287
1616231_sVvi.3084 Transcr ibed locus, moderately similar to NP_914259.1 putative ribosomal protein S10 [Oryza   3767.393 3518.525 4706.21 5032.112 16 11.87935 11.78076 12.20035 12.29695 0.0261226 6.065277 0.05248555 8262 1.3366264 down 11.83005 12.24865 0.069718 0.068306 -0.418597 0.965825
1616232_at 12.97846 12.62036 11.8906 11.67981 16 3.698047 3.657681 3.57175 3.545945 0.0382037 4.968419 0.06766146 9373 1.0859939 up 3.677864 3.558848 0.028543 0.018247 0.1190158 1.033442
1616233_aVvi.2555 Transcr ibed locus 186.8383 183.9512 159.7351 144.8747 16 7.545646 7.52318 7.319538 7.178661 0.0571911 3.999994 0.09140229 10387 1.2186748 up 7.534412 7.249099 0.015886 0.099615 0.2853131 1.039358
1616234_aVvi.14823 Transcr ibed locus 498.8065 434.4615 473.3469 520.1047 16 8.962337 8.763084 8.886754 9.022658 0.5252456 0.762857 0.57482713 15169 1.0658432 down 8.862711 8.954706 0.140893 0.096099 -0.091995 0.989727
1616235_s_at 145.1811 126.7629 153.3903 174.2488 16 7.18171 6.985988 7.261064 7.445005 0.182903 2.004422 0.23345554 13006 1.2051269 down 7.083849 7.353034 0.138396 0.130066 -0.269185 0.963391
1616236_aVvi.13471 Transcr ibed locus, weakly similar to XP_475983.1 protein phosphatase 2C [Oryza sativa (japo  665.5651 660.4636 672.2747 605.9698 16 9.378436 9.367335 9.392907 9.243102 0.5409702 0.730697 0.58923936 15241 1.0387735 up 9.372886 9.318005 0.007849 0.105928 0.054881 1.00589
1616237_sVvi.1739 Transcr ibed locus, moderately similar to NP_192880.1 short-chain dehydrogenase/reductase 1614.328 1587.628 1423.731 1393.029 16 10.65672 10.63266 10.47546 10.44401 0.0112671 9.341139 0.03518368 5314 1.136779 up 10.64469 10.45974 0.017014 0.022239 0.184952 1.017682
1616238_aVvi.4381 Transcr ibed locus 5.783311 5.814675 5.554327 5.575601 16 2.531896 2.539699 2.473612 2.479127 0.0064014 12.43853 0.03040815 3491 1.042052 up 2.535797 2.47637 0.005518 0.0039 0.0594271 1.023998
1616239_aVvi.3361 Transcr ibed locus, weakly similar to XP_472857.1 OSJNBa0022H21.7 [Oryza sativa (japonica 7.427658 7.416391 7.398687 7.544426 16 2.892907 2.890718 2.887269 2.915412 0.5692079 0.675086 0.61475337 15371 1.0066262 down 2.891812 2.901341 0.001548 0.0199 -0.0095282 0.996716
1616240_aVvi.4536 Transcr ibed locus, moderately similar to NP_909966.1 unknown protein [Oryza sativa (japonic 443.8065 448.9793 458.9271 430.6238 16 8.793787 8.810505 8.842121 8.750284 0.9103209 0.127339 0.924075 16353 1.0041281 up 8.802146 8.796203 0.011821 0.064939 0.005943 1.000676
1616241_aVvi.8203 Transcr ibed locus, weakly similar to NP_173263.2 ketose-bisphosphate aldolase class- II fami   30.17641 31.47589 27.09939 27.28799 16 4.915349 4.976175 4.760189 4.770194 0.027921 5.858532 0.05460534 8488 1.1333324 up 4.945762 4.765191 0.043011 0.007075 0.180571 1.037894
1616242_at 108.1124 99.81622 105.527 113.2734 16 6.756389 6.641202 6.721468 6.823665 0.4390991 0.958147 0.49369654 14765 1.0524645 down 6.698795 6.772567 0.081449 0.072264 -0.0737717 0.989107
1616243_aVvi.1258 Transcr ibed locus, weakly similar to NP_476756.2 CG3019-PA, isoform A [Drosophila melan 422.4384 362.2594 271.0642 279.1999 16 8.722597 8.500879 8.082491 8.125155 0.046019 4.499103 0.07759574 9845 1.4219941 up 8.611738 8.103823 0.156778 0.030168 0.507915 1.062676
1616244_aVvi.2458 Transcr ibed locus, weakly similar to NP_191681.1 short-chain dehydrogenase/reductase (SD 11.63046 12.32193 10.90698 10.50842 16 3.539837 3.623156 3.447179 3.393474 0.0829718 3.251758 0.12195641 11294 1.1181933 up 3.581496 3.420327 0.058916 0.037975 0.1611695 1.047121
1616245_aVvi.2108 Transcr ibed locus, moderately similar to NP_177743.1 multi-copper oxidase type I family prote 4.995654 4.950352 4.736043 4.725445 16 2.320674 2.307531 2.243682 2.24045 0.0087093 10.64527 0.03235135 4468 1.0511992 up 2.314102 2.242066 0.009293 0.002285 0.0720361 1.032129
1616246_aVvi.10133 Transcr ibed locus, strongly similar to XP_470141.1 heat shock protein cognate 70 [Oryza sat   5050.798 5422.406 7676.814 7186.304 16 12.3023 12.40472 12.90629 12.81103 0.0186329 7.223111 0.04343602 7120 1.4192783 down 12.35351 12.85866 0.072423 0.067357 -0.505158 0.960715
1616247_at 6.489714 6.55982 6.276514 6.245628 16 2.698155 2.713656 2.649963 2.642847 0.0199324 6.976716 0.04491896 7366 1.0421048 up 2.705905 2.646405 0.010961 0.005032 0.0595004 1.022483
1616248_at 1936.155 1882.234 5.274863 5.2977 16 10.91898 10.87823 2.399134 2.405366 5.88E-06 412.2199 0.00784736 11 361.12515 up 10.8986 2.40225 0.028814 0.004407 8.4963542 4.536832
1616249_at 5.760287 5.796808 5.449154 5.45431 16 2.526141 2.535259 2.446032 2.447397 0.0029992 18.21883 0.02766159 1799 1.059942 up 2.5307 2.446714 0.006447 9.65E-04 0.0839853 1.034326
1616250_at 346.5925 338.9954 188.1453 219.2103 16 8.437097 8.405122 7.555704 7.776172 0.0210709 6.77969 0.04616849 7576 1.6878326 up 8.421109 7.665937 0.02261 0.155894 0.7551716 1.09851
1616251_aVvi.10097 Transcr ibed locus, weakly similar to XP_474041.1 OSJNBb0034I13.8 [Oryza sativa (japonica 15.85005 13.6513 92.481 76.45919 16 3.986415 3.770966 6.531085 6.256618 0.004777 14.41652 0.02932456 2696 5.716613 down 3.878691 6.393851 0.152346 0.194077 -2.5151606 0.606628
1616252_at 27.94939 20.54017 60.20001 44.11177 9 4.804745 4.360376 5.911692 5.463092 0.0728477 3.499452 0.11029802 10964 2.150737 down 4.582561 5.687392 0.314216 0.317208 -1.1048313 0.80574
1616253_aVvi.6665 Transcr ibed locus 793.8359 780.7629 850.9116 961.3401 16 9.632697 9.608741 9.732865 9.908903 0.1529951 2.253347 0.20131764 12616 1.1488303 down 9.620719 9.820885 0.01694 0.124478 -0.200166 0.979618
1616254_aVvi.9525 Transcr ibed locus, weakly similar to XP_472660.1 OSJNBa0086B14.2 [Oryza sativa (japonica 32.59407 30.52396 32.18669 29.28276 16 5.026537 4.931871 5.008392 4.87198 0.6846364 0.469974 0.7213513 15756 1.0274143 up 4.979204 4.940186 0.06694 0.096458 0.039018 1.007898
1616255_aVvi.10636 Transcr ibed locus, moderately similar to NP_192764.1 pfkB-type carbohydrate kinase family p 487.2616 470.2142 398.1565 363.8785 16 8.928553 8.877174 8.637192 8.507313 0.0418391 4.734108 0.07235548 9599 1.2575461 up 8.902864 8.572252 0.03633 0.091838 0.3306115 1.038568
1616256_sVvi.7786 Transcr ibed locus 217.377 206.7627 171.4034 167.4236 16 7.764056 7.691832 7.421252 7.387359 0.0148544 8.113182 0.03884285 6348 1.2514827 up 7.727944 7.404306 0.05107 0.023966 0.3236385 1.04371
1616257_aVvi.8129 Transcr ibed locus 5.538593 5.564855 5.279871 5.266419 16 2.46952 2.476344 2.400503 2.396823 0.0027137 19.15745 0.02697927 1668 1.0528277 up 2.472932 2.398663 0.004826 0.002602 0.0742693 1.030963
1616258_aVvi.9316 Transcr ibed locus, weakly similar to XP_467217.1 putative glucosyltransferase [Oryza sativa ( 42.52632 45.42886 91.73177 88.7108 16 5.410284 5.505537 6.51935 6.471038 0.00264 19.424 0.02672241 1638 2.0523589 down 5.457911 6.495194 0.067354 0.034162 -1.037283 0.8403
1616259_aVvi.9863 Transcr ibed locus 5.983003 6.014398 14.15679 11.38216 16 2.58087 2.58842 3.823422 3.508702 0.0205358 6.870279 0.04552621 7485 2.1161137 down 2.584645 3.666062 0.005339 0.22254 -1.081417 0.705019
1616260_aVvi.711 Transcr ibed locus 4.992399 5.022832 6.373922 6.441953 16 2.319733 2.328501 2.672181 2.687498 6.15E-04 40.31145 0.02101682 484 1.2796263 down 2.324117 2.67984 0.0062 0.010831 -0.3557224 0.86726
1616261_s_at 294.5562 294.6589 279.0272 292.4102 16 8.202399 8.202902 8.124262 8.19185 0.3177813 1.319572 0.3735877 14121 1.0313927 up 8.20265 8.158056 3.55E-04 0.047792 0.044594 1.005466
1616262_aVvi.15514 Transcr ibed locus 11.93101 11.51117 28.99536 10.99901 16 3.576644 3.524963 4.85775 3.459302 0.4766632 0.868545 0.5288754 14962 1.5238515 down 3.550804 4.158526 0.036544 0.988852 -0.6077223 0.853861
1616263_sVvi.7374 Transcr ibed locus, weakly similar to NP_566215.1 expressed protein [Arabidopsis thaliana] 2163.802 1749.305 643.7551 585.4501 16 11.07935 10.77257 9.330368 9.193402 0.0100375 9.90601 0.033945 4907 3.1691017 up 10.92596 9.261885 0.216931 0.096849 1.664074 1.179669
1616264_aVvi.7608 Transcr ibed locus, moderately similar to NP_173675.1 C2 domain-containing protein [Arabid 655.3003 661.2448 464.1656 476.083 16 9.356012 9.369041 8.858496 8.895069 0.0015933 25.02251 0.02483053 1063 1.4003073 up 9.362526 8.876782 0.009212 0.025861 0.485744 1.054721
1616265_sVvi.2939 Transcr ibed locus, moderately similar to NP_187157.1 SAR DNA-binding protein, putative [A 2230.532 2240.423 4403.765 4175.711 16 11.12317 11.12956 12.10452 12.02781 0.0016732 24.41654 0.02493529 1109 1.9182626 down 11.12636 12.06616 0.004514 0.054246 -0.9398 0.922113
1616266_aVvi.4465 Transcr ibed locus, moderately similar to NP_180340.1 60S acidic ribosomal protein P2 (RPP  1712.087 1643.823 2096.518 2086.515 16 10.74154 10.68284 11.03378 11.02688 0.0085187 10.76529 0.03210404 4404 1.2467214 down 10.71219 11.03033 0.041508 0.004879 -0.318139 0.971158
1616267_aVvi.498 Transcr ibed locus, strongly similar to NP_198903.1 uracil phosphoribosyltransferase, putativ 438.5536 430.4695 515.6448 460.9056 16 8.776609 8.749767 9.010234 8.848328 0.1802653 2.024083 0.23049632 12983 1.1220157 down 8.763188 8.929281 0.01898 0.114485 -0.166093 0.981399
1616268_x_at 691.0333 887.3179 738.3856 651.0577 16 9.432611 9.793307 9.528231 9.346642 0.4763333 0.8693 0.52857995 14960 1.1293736 up 9.612959 9.437436 0.25505 0.128403 0.175523 1.018599
1616269_aVvi.12482 Transcr ibed locus, weakly similar to NP_567100.1 expressed protein [Arabidopsis thaliana] 149.9283 152.775 184.429 184.1875 16 7.228128 7.255264 7.526922 7.525032 0.0022812 20.90138 0.02610696 1449 1.2178026 down 7.241696 7.525977 0.019188 0.001337 -0.2842803 0.962227
1616270_aVvi.1677 Transcr ibed locus 5.631049 5.627425 5.642571 5.54096 16 2.493404 2.492475 2.496353 2.470136 0.5368015 0.739135 0.58535165 15224 1.0067426 up 2.492939 2.483244 6.57E-04 0.018538 0.0096948 1.003904
1616271_aVvi.15240 Transcr ibed locus 4.5126 4.548539 4.335256 4.345279 16 2.173959 2.185403 2.116117 2.119449 0.0091437 10.38591 0.03292209 4610 1.0438383 up 2.179681 2.117783 0.008093 0.002356 0.0618982 1.029228
1616272_aVvi.10464 Transcr ibed locus 9.094605 9.10547 8.794223 8.641732 16 3.185011 3.186734 3.136556 3.111321 0.0392594 4.897103 0.06902399 9441 1.0438641 up 3.185872 3.123938 0.001218 0.017844 0.061934 1.019826
1616273_aVvi.13702 Transcr ibed locus 77.01621 68.99648 143.1516 145.7704 16 6.26709 6.108451 7.1614 7.187554 0.0065726 12.27393 0.03056899 3567 1.9816556 down 6.187771 7.174477 0.112175 0.018493 -0.986706 0.86247
1616274_at 167.1289 164.5703 143.6725 144.7469 16 7.384818 7.36256 7.166639 7.177388 0.0037341 16.31879 0.02823139 2190 1.1500328 up 7.373689 7.172014 0.015738 0.007601 0.2016749 1.02812
1616275_aVvi.2578 Transcr ibed locus, weakly similar to NP_199199.1 chlorophyllase (CLH2) [Arabidopsis thalia 7.705845 10.24918 6.110413 6.524141 16 2.945953 3.357437 2.61127 2.705788 0.1445344 2.336176 0.1917347 12514 1.4075303 up 3.151695 2.658529 0.290963 0.066834 0.493166 1.185503
1616276_aVvi.7027 Transcr ibed locus, strongly similar to NP_199641.1 glucose-1-phosphate adenylyltransferase 1319.871 1426.665 1086.884 1009.991 16 10.36618 10.47843 10.08598 9.980127 0.0371058 5.045731 0.06634019 9284 1.309714 up 10.42231 10.03305 0.079372 0.074851 0.389252 1.038797
1616277_aVvi.14685 Transcr ibed locus 5.515708 5.582795 5.28186 5.21064 16 2.463546 2.480988 2.401046 2.38146 0.0252126 6.178114 0.05142888 8138 1.0577608 up 2.472267 2.391253 0.012333 0.013849 0.0810135 1.033879
1616278_aVvi.6837 Transcr ibed locus, weakly similar to NP_563946.1 RNA recognition motif (RRM)-containing 34.57605 72.08461 10.9971 11.25283 16 5.111701 6.171619 3.459052 3.492216 0.0550226 4.085157 0.08878262 10288 4.487856 up 5.64166 3.475634 0.749476 0.023451 2.1660261 1.623203
1616279_aVvi.613 Transcr ibed locus, weakly similar to NP_173769.1 expressed protein [Arabidopsis thaliana] 167.5616 124.7977 5.526703 11.07912 16 7.388548 6.963448 2.466419 3.469771 0.0163553 7.723114 0.04061058 6685 18.480124 up 7.175998 2.968095 0.300591 0.709477 4.2079024 2.417711
1616280_aVvi.3885 Transcr ibed locus, weakly similar to XP_472314.1 OSJNBa0072K14.7 [Oryza sativa (japonica 32.45637 27.47851 37.26345 29.88054 16 5.02043 4.780232 5.219689 4.901135 0.5064769 0.802485 0.55722535 15089 1.1173502 down 4.900331 5.060412 0.169845 0.225252 -0.1600815 0.968366
1616281_aVvi.8108 Transcr ibed locus 4329.425 4175.402 4297.806 4064.18 16 12.07996 12.0277 12.06939 11.98875 0.657587 0.515401 0.6962538 15679 1.0173126 up 12.05383 12.02907 0.036954 0.057018 0.024763 1.002059
1616282_aVvi.2157 Transcr ibed locus, weakly similar to NP_565481.1 expressed protein [Arabidopsis thaliana] 92.26353 154.6745 177.8617 113.0207 16 6.527689 7.273092 7.474612 6.820443 0.667623 0.498387 0.7057996 15703 1.1868496 down 6.900391 7.147528 0.527079 0.462568 -0.2471371 0.965423
1616283_aVvi.15275 Transcr ibed locus 101.2783 101.6424 101.0313 122.5923 16 6.662182 6.667358 6.658659 6.937725 0.4399454 0.95604 0.49429062 14775 1.0968924 down 6.66477 6.798192 0.00366 0.197329 -0.133422 0.980374
1616284_aVvi.10028 Transcr ibed locus, moderately similar to NP_568117.1 phosphoadenosine phosphosulfate (PA 183.9455 211.7973 219.6616 197.5096 16 7.523134 7.726541 7.779139 7.625779 0.6042597 0.609412 0.6474168 15494 1.0552768 down 7.624837 7.702459 0.14383 0.108442 -0.0776216 0.989922
1616285_at 4.206334 4.222937 4.088876 4.092913 16 2.072563 2.078247 2.031704 2.033128 0.0046114 14.67491 0.02926091 2610 1.0302461 up 2.075405 2.032416 0.004019 0.001007 0.0429891 1.021152
1616286_aVvi.15581 Transcr ibed locus 3.098883 3.112912 3.014406 3.02689 16 1.631748 1.638265 1.591874 1.597837 0.0118838 9.091255 0.0357873 5512 1.0282217 up 1.635007 1.594855 0.004608 0.004216 0.0401514 1.025176
1616287_aVvi.14996 Transcr ibed locus 5.907193 5.980952 5.657307 5.621722 16 2.562473 2.580375 2.500115 2.491012 0.0170755 7.554317 0.04149409 6831 1.0539893 up 2.571424 2.495564 0.012659 0.006437 0.0758603 1.030398
1616288_aVvi.14962 Transcr ibed locus 13.80272 14.22197 13.7594 14.92341 16 3.786881 3.83005 3.782345 3.899505 0.6549274 0.519943 0.69405746 15665 1.0227548 down 3.808465 3.840925 0.030525 0.082845 -0.0324602 0.991549
1616289_aVvi.15349 Transcr ibed locus 2.854681 2.868481 2.775667 2.788537 16 1.51333 1.520287 1.472835 1.479508 0.0137796 8.430579 0.03764673 6075 1.0285677 up 1.516808 1.476171 0.004919 0.004719 0.0406366 1.027528
1616290_at 8.727282 8.510479 10.1887 8.291779 16 3.125532 3.08924 3.348898 3.051682 0.5981872 0.620548 0.6417099 15475 1.0665145 down 3.107386 3.20029 0.025662 0.210164 -0.0929037 0.97097
1616291_aVvi.214 Transcr ibed locus, weakly similar to NP_196316.1 expressed protein [Arabidopsis thaliana] 593.73 614.963 2770.314 2358.08 16 9.213663 9.264356 11.43583 11.2034 0.0032526 17.49138 0.02783547 1927 4.229847 down 9.23901 11.31962 0.035845 0.164358 -2.080605 0.816195
1616292_aVvi.9467 Transcr ibed locus, weakly similar to NP_916030.1 peptidase-like protein [Oryza sativa (japoni 5.01578 4.992979 4.82559 4.851753 16 2.326474 2.319901 2.270705 2.278506 0.0108438 9.524758 0.03489617 5158 1.0342476 up 2.323187 2.274606 0.004648 0.005516 0.0485816 1.021358
1616293_aVvi.15757 Transcr ibed locus 3460.694 3617.227 5476.045 5427.262 16 11.75685 11.82067 12.41892 12.40601 0.0027139 19.15674 0.02697927 1669 1.540828 down 11.78876 12.41246 0.04513 0.009128 -0.623706 0.949752
1616294_sVvi.8771 Transcr ibed locus, weakly similar to NP_568680.1 MutT/nudix family protein [Arabidopsis thal 2171.624 2054.851 1749.531 1766.9 16 11.08456 11.00482 10.77275 10.787 0.0226029 6.538179 0.04813798 7794 1.2014775 up 11.04469 10.77988 0.056385 0.010077 0.264809 1.024565
1616295_at 4.483367 4.466909 4.300136 4.341214 16 2.164583 2.159277 2.104382 2.118099 0.0204027 6.893345 0.04541978 7456 1.0357596 up 2.16193 2.11124 0.003752 0.009699 0.0506892 1.024009
1616296_at 2915.985 2635.781 2476.566 2582.164 16 11.50977 11.36402 11.27413 11.33437 0.2345674 1.682142 0.28840166 13502 1.096303 up 11.43689 11.30425 0.103063 0.042596 0.132647 1.011734
1616297_aVvi.9464 Transcr ibed locus, weakly similar to NP_198113.1 myb family transcr iption factor [Arabidopsis 157.9867 152.2762 145.3827 154.5869 16 7.303659 7.250547 7.183712 7.272275 0.4419303 0.951115 0.49567133 14801 1.0346264 up 7.277103 7.227993 0.037556 0.062623 0.04911 1.006794
1616298_aVvi.9167 Transcr ibed locus, moderately similar to NP_191249.2 aladin-related / adracalin-related [Ara 37.78614 26.24617 43.16364 51.48329 16 5.239785 4.714035 5.431745 5.686032 0.1844567 1.99302 0.23498692 13031 1.4969004 down 4.97691 5.558888 0.371762 0.179809 -0.5819784 0.895307
1616299_aVvi.3430 Transcr ibed locus, moderately similar to NP_200249.1 protein kinase family protein [Arabidop 562.8272 641.8815 1700.582 1822.017 16 9.136548 9.326163 10.73181 10.83132 0.0047365 14.4785 0.02932456 2672 2.9285996 down 9.231356 10.78157 0.134078 0.070363 -1.550211 0.856217
1616300_at 12.2145 12.40013 12.7265 11.39349 16 3.610523 3.632283 3.669763 3.510138 0.7338584 0.390464 0.7663071 15898 1.0220404 up 3.621403 3.589951 0.015387 0.112872 0.0314521 1.008761
1616301_aVvi.15674 Transcr ibed locus 3.590706 3.606507 3.483854 3.499936 16 1.844268 1.850602 1.800684 1.807329 0.0109869 9.461525 0.03497077 5214 1.0305599 up 1.847435 1.804007 0.004479 0.004698 0.0434284 1.024073
1616302_aVvi.5744 GO:000815Putative ripening-related protein (grip21 gene) 11.13265 7.970511 5.486008 5.53805 16 3.476725 2.994672 2.455757 2.469378 0.0850436 3.206382 0.12429496 11356 1.7089751 up 3.235699 2.462567 0.340863 0.009632 0.7731314 1.313953
1616303_aVvi.3414 Transcr ibed locus, weakly similar to NP_199406.1 MutT/nudix family protein [Arabidopsis thal 260.1127 255.532 386.7626 387.0196 16 8.022993 7.99736 8.595305 8.596263 4.79E-04 45.66 0.01913135 414 1.5006698 down 8.010177 8.595783 0.018125 6.78E-04 -0.585606 0.931873
1616304_s_at 1608.161 1682.015 2474.368 2514.766 16 10.6512 10.71598 11.27284 11.29621 0.0032668 17.45323 0.02783547 1937 1.5167052 down 10.68359 11.28453 0.045805 0.016521 -0.600941 0.946746
1616305_aVvi.1138 Transcr ibed locus, weakly similar to NP_566992.1 expressed protein [Arabidopsis thaliana] 11.86216 12.43796 15.36187 16.79838 16 3.568295 3.636679 3.941282 4.070251 0.03123 5.525256 0.05886466 8807 1.3225104 down 3.602487 4.005766 0.048354 0.091195 -0.4032792 0.899325
1616306_aVvi.4226 Transcr ibed locus, weakly similar to NP_187774.1 expressed protein [Arabidopsis thaliana] 312.9421 332.9987 340.6102 338.0291 16 8.289752 8.379373 8.411978 8.401004 0.2521169 1.593278 0.306798 13642 1.0511205 down 8.334562 8.40649 0.063371 0.00776 -0.071928 0.991444
1616307_at 4.06532 4.075932 3.928796 3.945844 16 2.023369 2.02713 1.974087 1.980334 0.0057099 13.17713 0.02987559 3172 1.0338585 up 2.025249 1.977211 0.002659 0.004417 0.0480387 1.024296
1616308_at 4147.876 3493.636 1888.073 2183.759 16 12.01816 11.77051 10.8827 11.0926 0.0305855 5.585965 0.05807491 8741 1.8747351 up 11.89434 10.98765 0.17511 0.148421 0.906687 1.082519
1616309_at 4.589641 4.64072 4.409364 4.4116 16 2.198381 2.214349 2.140571 2.141302 0.014595 8.186604 0.0386161 6273 1.0463959 up 2.206365 2.140936 0.011291 5.17E-04 0.0654286 1.030561
1616310_aVvi.8641 Transcr ibed locus 451.5912 422.9805 339.3422 293.2262 16 8.818873 8.724447 8.406597 8.19587 0.0552887 4.074444 0.08909083 10302 1.385519 up 8.77166 8.301233 0.066769 0.149006 0.470427 1.05667
1616311_aVvi.15787 Transcr ibed locus 570.7709 586.6393 621.6504 671.4842 16 9.156768 9.19633 9.27996 9.39121 0.1145974 2.693807 0.15875712 11983 1.1165406 down 9.176549 9.335585 0.027975 0.078666 -0.159036 0.982965
1616312_aVvi.6920 Transcr ibed locus, moderately similar to NP_566926.1 phytosulfokines 3 (PSK3) [Arabidopsis 1533.003 1264.824 458.8036 346.1536 16 10.58215 10.30472 8.841733 8.435268 0.018082 7.335403 0.04278085 7016 3.4941282 up 10.44343 8.6385 0.196168 0.287414 1.804933 1.208941
1616313_aVvi.9176 Transcr ibed locus, weakly similar to NP_566570.3 dihydrolipoamide dehydrogenase 2, mitoch 6.125089 6.183648 5.8951 5.924135 16 2.614731 2.628458 2.559516 2.566605 0.0169736 7.577555 0.04135115 6811 1.0414071 up 2.621594 2.56306 0.009707 0.005012 0.0585341 1.022838
1616314_aVvi.14489 Transcr ibed locus 4.541712 4.561271 4.31418 4.378015 16 2.183236 2.189436 2.109086 2.130277 0.0263512 6.037849 0.05277233 8289 1.0472852 up 2.186336 2.119682 0.004384 0.014984 0.0666544 1.031445
1616315_sVvi.5332 Transcr ibed locus, moderately similar to NP_177736.1 S-adenosyl-methionine-sterol-C-meth 1307.046 1380.415 1641.137 1941.256 16 10.35209 10.43089 10.68048 10.92277 0.0844375 3.219491 0.12359644 11341 1.3288121 down 10.39149 10.80163 0.055715 0.171328 -0.410137 0.96203
1616316_aVvi.1948 Transcr ibed locus 1263.235 1304.452 3039.026 3006.544 16 10.30291 10.34923 11.56939 11.55389 3.90E-04 50.59084 0.01871624 338 2.3547513 down 10.32607 11.56164 0.032754 0.010961 -1.235575 0.893132
1616317_aVvi.15171 Transcr ibed locus 3338.141 3320.699 4.499776 5.174632 16 11.70483 11.69727 2.169853 2.371456 1.14E-04 93.48846 0.01656679 112 689.97253 up 11.70105 2.270655 0.005345 0.142555 9.4303953 5.153161
1616318_aVvi.14591 Transcr ibed locus 307.5616 321.574 437.0802 446.3187 16 8.264731 8.329007 8.771754 8.80193 0.0052095 13.80073 0.02950386 2928 1.4044187 down 8.296869 8.786842 0.04545 0.021338 -0.489973 0.944238
1616319_aVvi.13052 GO:003052Putative heterogeneous nuclear ribonucleoprotein 208.8754 230.4406 222.591 223.5571 16 7.706499 7.848251 7.798251 7.8045 0.7673515 0.338297 0.79672104 15989 1.0167748 down 7.777375 7.801375 0.100234 0.004418 -0.0240004 0.996924
1616320_x_at 16.94467 14.05629 11.16781 12.38611 16 4.082759 3.813144 3.481275 3.630651 0.1260134 2.543479 0.1715518 12194 1.312201 up 3.947951 3.555963 0.190647 0.105625 0.3919887 1.110234
1616321_at 64.63654 87.73995 60.6489 62.38184 16 6.014278 6.455162 5.92241 5.963054 0.3179493 1.318965 0.37375525 14122 1.2243261 up 6.23472 5.942732 0.311752 0.02874 0.2919878 1.049134
1616322_s_at 1986.796 1997.973 2413.954 2541.621 16 10.95623 10.96432 11.23718 11.31153 0.0138808 8.399122 0.03775272 6103 1.2432213 down 10.96028 11.27436 0.005723 0.052574 -0.314083 0.972142
1616323_at 7.288075 7.771253 7.715664 16.10439 16 2.865538 2.958147 2.947791 4.009382 0.3989065 1.063685 0.45417356 14580 1.4811767 down 2.911843 3.478586 0.065485 0.750659 -0.5667438 0.837076
1616324_sVvi.7933 Transcr ibed locus, moderately similar to NP_173248.1 WD-40 repeat family protein / auxin-de 4431.483 4292.332 6722.863 6821.491 16 12.11358 12.06755 12.71486 12.73587 0.0015844 25.09254 0.02483053 1055 1.5527276 down 12.09056 12.72537 0.032547 0.014857 -0.634805 0.950115
1616325_aVvi.9738 Transcr ibed locus, moderately similar to NP_177043.2 phosphoenolpyruvate carboxylase fami 124.6311 116.5358 27.82542 32.20925 16 6.96152 6.864629 4.798332 5.009403 0.0033237 17.30227 0.02783547 1973 4.025608 up 6.913075 4.903868 0.068512 0.14925 2.0092068 1.409719
1616326_at 4.459028 4.509775 4.369004 4.386313 16 2.156729 2.173055 2.127304 2.133009 0.0567471 4.017046 0.0908851 10365 1.0243691 up 2.164892 2.130157 0.011544 0.004034 0.0347357 1.016307
1616327_aVvi.9626 Transcr ibed locus, weakly similar to NP_565304.1 ACT domain-containing protein (ACR5) [A 135.228 132.3275 154.1927 162.0672 16 7.07925 7.047969 7.268591 7.340448 0.0254511 6.147962 0.05173555 8166 1.1817379 down 7.06361 7.30452 0.022119 0.050811 -0.2409101 0.967019
1616328_aVvi.7750 Transcr ibed locus, moderately similar to XP_477026.1 putative coatomer protein gamma 2-su 3838.859 3903.552 5369.072 5055.164 16 11.90646 11.93057 12.39046 12.30354 0.0108972 9.501044 0.03491764 5179 1.3458186 down 11.91852 12.347 0.017048 0.061458 -0.428484 0.965297
1616329_aVvi.14610 Transcr ibed locus 3.601751 3.618533 3.506447 3.52084 16 1.848698 1.855405 1.81001 1.81592 0.0128239 8.745425 0.03675131 5792 1.0274634 up 1.852052 1.812965 0.004742 0.004179 0.039087 1.02156
1616330_aVvi.9411 Transcr ibed locus, moderately similar to XP_480480.1 glyoxalase I [Oryza sativa (japonica cu 5.58317 5.590578 5.337114 5.334111 16 2.481084 2.482997 2.41606 2.415248 2.45E-04 63.88625 0.0180123 219 1.0470911 up 2.482041 2.415654 0.001353 5.74E-04 0.066387 1.027482
1616331_aVvi.7411 Transcr ibed locus, moderately similar to NP_198523.1 expressed protein [Arabidopsis thalian 2876.116 2700.127 2427.871 2280.42 16 11.48991 11.39881 11.24548 11.15508 0.0626829 3.803879 0.09811083 10606 1.1843369 up 11.44436 11.20028 0.064414 0.063917 0.24408 1.021792
1616332_aVvi.3499 Transcr ibed locus, weakly similar to NP_563971.1 methyl-CpG-binding domain-containing pr 479.8186 474.2708 332.615 295.093 16 8.906345 8.889567 8.377709 8.205026 0.0198452 6.992505 0.04481358 7351 1.5226552 up 8.897957 8.291368 0.011864 0.122106 0.606589 1.073159
1616333_at 5.304741 5.280033 5.023737 5.008416 16 2.407282 2.400547 2.328761 2.324354 0.0026957 19.22142 0.02693787 1660 1.0550833 up 2.403915 2.326558 0.004763 0.003116 0.0773569 1.03325
1616334_aVvi.7132 Transcr ibed locus, strongly similar to NP_062613.2 ubiquitin C [Mus musculus] 22681.65 23082.97 22962.31 20569.55 16 14.46924 14.49454 14.48698 14.32822 0.4529446 0.92421 0.50638294 14849 1.0528415 up 14.48189 14.4076 0.017891 0.112259 0.074289 1.005156
1616335_aVvi.15411 Transcr ibed locus 3.783337 3.794811 3.662547 3.672263 16 1.919659 1.924028 1.872847 1.87667 0.0037783 16.22243 0.02824424 2219 1.0331753 up 1.921844 1.874758 0.003089 0.002703 0.0470851 1.025115
1616336_aVvi.5738 Transcr ibed locus 133.824 126.3771 230.6752 223.3858 16 7.064193 6.981591 7.849719 7.803393 0.0034537 16.97187 0.02794001 2051 1.7455288 down 7.022892 7.826556 0.058408 0.032757 -0.803664 0.897316
1616337_aVvi.15677 Transcr ibed locus 698.2978 668.7422 843.2665 891.708 16 9.447699 9.385306 9.719845 9.800427 0.0212896 6.743638 0.04646836 7605 1.2689487 down 9.416502 9.760136 0.044118 0.056981 -0.343634 0.964792
1616338_aVvi.15596 Transcr ibed locus 4.245887 4.256744 4.080246 4.085475 16 2.086066 2.08975 2.028656 2.030504 0.0012459 28.30469 0.02331889 886 1.0412585 up 2.087908 2.02958 0.002605 0.001307 0.0583283 1.028739
1616339_aVvi.11017 Transcr ibed locus 809.0455 774.1073 192.2709 182.3209 16 9.660077 9.59639 7.586997 7.510336 5.74E-04 41.73168 0.02042291 465 4.226802 up 9.628233 7.548667 0.045034 0.054207 2.0795665 1.275488
1616340_aVvi.12412 Transcr ibed locus, moderately similar to NP_199627.1 tropomyosin-related [Arabidopsis thali 3707.203 3786.668 3661.499 3360.805 16 11.85612 11.88671 11.83822 11.71459 0.2742214 1.492024 0.3298047 13803 1.0680727 up 11.87141 11.7764 0.021636 0.087417 0.09501 1.008068
1616341_aVvi.15335 Transcr ibed locus 5.635153 5.667039 5.403922 5.42446 16 2.494455 2.502595 2.434007 2.439479 0.0062426 12.59725 0.03025465 3422 1.0437541 up 2.498525 2.436743 0.005756 0.00387 0.0617818 1.025354
1616342_aVvi.911 Transcr ibed locus 989.5895 955.1887 888.2569 931.5406 16 9.950686 9.899642 9.794833 9.863475 0.1539085 2.244784 0.20224698 12633 1.0688136 up 9.925164 9.829154 0.036094 0.048537 0.09601 1.009768
1616343_aVvi.10324 Transcr ibed locus, weakly similar to NP_565760.1 expressed protein [Arabidopsis thaliana] 302.886 271.8297 402.4701 412.9767 16 8.242631 8.086559 8.652738 8.689917 0.0241568 6.316822 0.05017127 7992 1.420829 down 8.164595 8.671328 0.110359 0.02629 -0.506733 0.941562
1616344_aVvi.741 Transcr ibed locus, moderately similar to NP_176625.1 UDP-glucose 4-epimerase, putative / 20.84291 16.67824 20.90709 20.97414 16 4.381485 4.059895 4.385921 4.39054 0.4068789 1.041841 0.46241805 14607 1.1231421 down 4.22069 4.38823 0.227398 0.003266 -0.1675403 0.961821
1616345_aVvi.1511 Transcr ibed locus, weakly similar to NP_915353.1 putative carboxypeptidase D [Oryza sativa ( 1183.165 1097.166 1364.122 1264.955 16 10.20844 10.09957 10.41376 10.30487 0.1165369 2.666816 0.16105434 12012 1.152937 down 10.154 10.35931 0.076982 0.076994 -0.205314 0.980181
1616346_aVvi.7698 Transcr ibed locus, moderately similar to NP_195942.1 transcr iptional co-activator-related [Ar  421.7712 401.648 414.3442 425.6268 16 8.720317 8.649788 8.694686 8.733445 0.5457854 0.721026 0.5937441 15260 1.0203136 down 8.685053 8.714066 0.049872 0.027407 -0.029013 0.996671
1616347_aVvi.657 Transcr ibed locus, moderately similar to NP_565568.1 serine/threonine/tyrosine kinase, putat 1722.017 1675.716 1651.036 1586.451 16 10.74988 10.71056 10.68916 10.63159 0.1829767 2.003878 0.23349567 13009 1.0496082 up 10.73022 10.66037 0.027805 0.040707 0.069851 1.006552
1616348_aVvi.5466 Transcr ibed locus, weakly similar to NP_187755.2 S-adenosyl-L-methionine:carboxyl methyltr 5.040769 5.055312 4.84148 4.812429 16 2.333644 2.3378 2.275448 2.266765 0.0055031 13.42448 0.02965942 3073 1.045806 up 2.335722 2.271107 0.002939 0.00614 0.0646153 1.028451
1616349_aVvi.12964 Transcr ibed locus, strongly similar to NP_921492.1 putative epimerase/dehydratase [Oryza s 863.2419 818.3606 486.7719 596.6639 16 9.753621 9.676593 8.927102 9.220775 0.0517432 4.223681 0.08477657 10132 1.5595919 up 9.715107 9.073938 0.054467 0.207658 0.641169 1.070661
1616350_aVvi.15413 Transcr ibed locus 3.573775 3.591796 3.475219 3.492437 16 1.837449 1.844706 1.797104 1.804234 0.0154798 7.943809 0.03950748 6504 1.0284046 up 1.841077 1.800669 0.005131 0.005042 0.0404079 1.02244
1616351_x_at 8.738496 8.820938 7.993601 8.171038 16 3.127385 3.140932 2.998846 3.030519 0.0201581 6.936351 0.04519432 7402 1.0863404 up 3.134159 3.014682 0.009579 0.022397 0.1194763 1.039631
1616352_aVvi.13705 Transcr ibed locus, weakly similar to NP_181454.1 nodulin family protein [Arabidopsis thaliana 4.464476 4.486298 4.277393 4.293826 16 2.158491 2.165525 2.096732 2.102264 0.0050849 13.97008 0.02943507 2857 1.0442814 up 2.162008 2.099498 0.004974 0.003912 0.0625105 1.029774
1616353_aVvi.2882 Transcr ibed locus 3.492617 3.510705 3.412869 3.417748 16 1.804308 1.811761 1.770985 1.773046 0.0113252 9.316721 0.03525404 5331 1.0252806 up 1.808034 1.772016 0.00527 0.001457 0.0360188 1.020326
1616354_aVvi.14427 Transcr ibed locus 881.6938 880.4597 933.0117 892.1024 16 9.784134 9.782113 9.865751 9.801065 0.2604157 1.553983 0.31540745 13706 1.0354697 down 9.783123 9.833408 0.001429 0.04574 -0.050285 0.994886
1616355_aVvi.10008 Transcr ibed locus, moderately similar to NP_171622.1 CBL-interacting protein kinase 9 (CIP 1367.74 1394.325 1170.93 1314.657 16 10.41758 10.44535 10.19344 10.36047 0.209549 1.825013 0.2619481 13280 1.1130439 up 10.43147 10.27696 0.019638 0.118109 0.15451 1.015035
1616356_aVvi.4376 Transcr ibed locus 3.664042 3.676987 3.525877 3.541906 16 1.873436 1.878524 1.817982 1.824526 0.0056865 13.20436 0.02982877 3164 1.0386617 up 1.87598 1.821254 0.003598 0.004627 0.0547259 1.030048
1616357_aVvi.235 Transcr ibed locus, weakly similar to XP_463892.1 putative protein kinase [Oryza sativa (japon 1810.369 1919.526 1118.023 948.7167 16 10.82207 10.90653 10.12674 9.889833 0.0209071 6.807053 0.04595517 7552 1.8100356 up 10.8643 10.00828 0.059726 0.167515 0.856018 1.085531
1616358_aVvi.323 Transcr ibed locus, weakly similar to NP_200187.1 seven transmembrane MLO family protein 138.8224 152.5107 515.8283 539.7595 16 7.117096 7.252766 9.010747 9.076173 0.001638 24.67808 0.02493529 1087 3.6263773 down 7.184931 9.04346 0.095933 0.046263 -1.858529 0.794489
1616359_aVvi.3765 Transcr ibed locus 4.448957 4.478619 5.961955 4.314413 16 2.153467 2.163054 2.575785 2.109164 0.5126002 0.7894 0.5626571 15124 1.136198 down 2.158261 2.342475 0.006779 0.329951 -0.1842144 0.921359
1616360_aVvi.8977 Transcr ibed locus, weakly similar to NP_172274.1 thioredoxin family protein [Arabidopsis thal 1147.407 1224.673 1226.942 1307.242 16 10.16416 10.25818 10.26085 10.35231 0.282963 1.454795 0.3386011 13873 1.0683686 down 10.21117 10.30658 0.066481 0.064671 -0.09541 0.990743
1616361_aVvi.9402 Transcr ibed locus, moderately similar to NP_564528.1 leucine-rich repeat transmembrane pr    30.94956 44.75152 371.6178 406.3143 16 4.951847 5.483865 8.537676 8.666452 0.0064769 12.36509 0.0304738 3526 10.441146 down 5.217856 8.602064 0.376193 0.091059 -3.384208 0.606582
1616362_aVvi.14830 Transcr ibed locus 3.542535 3.551624 3.435435 3.45145 16 1.824782 1.828479 1.780493 1.787203 0.0079206 11.16936 0.03155708 4166 1.0300987 up 1.82663 1.783848 0.002614 0.004745 0.0427826 1.023983
1616363_aVvi.5218 Transcr ibed locus, moderately similar to NP_568670.1 mitochondrial carnitine/acyl carrier, pu 116.3205 103.9095 141.122 142.9685 16 6.861961 6.699183 7.1408 7.159554 0.0457863 4.511356 0.07729375 9833 1.2919991 down 6.780572 7.150177 0.115102 0.013261 -0.369605 0.948308
1616364_aVvi.14692 Transcr ibed locus 3.070701 3.084583 3.455831 3.02734 16 1.618568 1.625076 1.789033 1.598051 0.5311719 0.750629 0.5802037 15198 1.0509689 down 1.621822 1.693542 0.004602 0.135045 -0.07172 0.957651
1616365_aVvi.11875 Transcr ibed locus 22.01198 23.28472 24.61971 25.86527 16 4.460217 4.541312 4.621742 4.692945 0.1010717 2.901823 0.14311238 11724 1.1146406 down 4.500764 4.657343 0.057343 0.050348 -0.1565786 0.96638
1616366_aVvi.502 Transcr ibed locus, moderately similar to NP_850280.1 splicing factor RSZ33 (RSZ33) [Arab  4063.097 3957.599 4501.278 4681.768 16 11.98836 11.95041 12.13612 12.19284 0.0292563 5.717351 0.05634732 8618 1.1447966 down 11.96939 12.16448 0.026838 0.040106 -0.195091 0.983962
1616367_x_at 377.5009 361.2689 377.2644 385.9476 16 8.560336 8.496929 8.559432 8.592261 0.3169761 1.322491 0.37279943 14115 1.0332674 down 8.528633 8.575847 0.044835 0.023214 -0.047214 0.994495
1616368_sVvi.12564 Transcr ibed locus, weakly similar to NP_191254.1 small basic membrane integral family prote 22.5395 18.5226 22.0593 22.2183 16 4.494383 4.211215 4.463315 4.473677 0.4999471 0.816612 0.55110025 15060 1.083498 down 4.352799 4.468496 0.20023 0.007327 -0.1156966 0.974108
1616369_aVvi.11285 Transcr ibed locus, weakly similar to NP_195504.2 heat shock protein 70, mitochondrial, putati 80.57414 81.07593 51.06804 46.6407 16 6.332245 6.341202 5.674349 5.543518 0.0080192 11.09965 0.03158401 4209 1.6561002 up 6.336723 5.608933 0.006333 0.092512 0.7277899 1.129755
1616370_at 6.86085 7.133689 6.389248 6.247554 16 2.778387 2.834648 2.675646 2.643292 0.0454074 4.531496 0.07682978 9811 1.1073023 up 2.806518 2.659469 0.039783 0.022878 0.1470491 1.055293
1616371_aVvi.1201 Transcr ibed locus, moderately similar to NP_199269.1 SNF7 family protein [Arabidopsis thali 269.4695 263.4121 275.8761 263.1823 16 8.073978 8.041178 8.107877 8.039919 0.7075207 0.432543 0.7422127 15825 1.0113765 down 8.057578 8.073898 0.023194 0.048053 -0.01632 0.997979
1616372_aVvi.2479 Transcr ibed locus 3.903604 3.913939 3.763344 3.779495 16 1.964807 1.968621 1.912015 1.918194 0.0049123 14.21521 0.02943507 2768 1.0364206 up 1.966714 1.915104 0.002697 0.004369 0.0516095 1.026949
1616373_aVvi.2979 Transcr ibed locus 7.247464 7.311144 6.862909 7.061982 16 2.857476 2.870097 2.77882 2.820073 0.0964141 2.982826 0.13765629 11627 1.0456066 up 2.863787 2.799447 0.008924 0.02917 0.0643401 1.022983
1616374_at 7.516668 7.572445 6.983477 6.83534 13 2.910093 2.920759 2.803946 2.773013 0.0162053 7.759661 0.04037823 6662 1.0919803 up 2.915426 2.788479 0.007542 0.021873 0.126947 1.045526
1616375_sVvi.7588 Transcr ibed locus, moderately similar to NP_196180.1 PHD finger family protein [Arabidopsi 1005.89 992.9097 1123.807 1083.275 16 9.974257 9.955519 10.13418 10.08118 0.0366248 5.080673 0.06573506 9248 1.104041 down 9.964888 10.10768 0.01325 0.037473 -0.142793 0.985873
1616376_aVvi.6278 Transcr ibed locus, weakly similar to NP_565389.1 3-oxo-5-alpha-steroid 4-dehydrogenase fa        665.9075 766.3029 434.6407 450.83 16 9.379178 9.581771 8.76368 8.81644 0.0222228 6.59579 0.04764058 7743 1.613747 up 9.480474 8.79006 0.143255 0.037307 0.690414 1.078545
1616377_aVvi.14270 Transcr ibed locus 155.7758 200.6216 249.8961 253.4526 16 7.283327 7.648334 7.965185 7.985572 0.1081971 2.787649 0.15154712 11852 1.4236038 down 7.46583 7.975378 0.258099 0.014416 -0.5095477 0.93611
1616378_aVvi.460 Transcr ibed locus 45.00387 43.89857 50.11497 40.14541 16 5.491977 5.456102 5.64717 5.327163 0.9424455 0.08153 0.9510423 16450 1.0091404 down 5.47404 5.487166 0.025368 0.226279 -0.0131268 0.997608
1616379_sVvi.12436 Transcr ibed locus, weakly similar to XP_468492.1 putative dTDP-4-dehydrorhamnose reducta 121.3705 110.0593 169.9576 184.3104 16 6.923275 6.782137 7.409031 7.525993 0.0215085 6.708109 0.04676319 7635 1.5313523 down 6.852706 7.467512 0.099799 0.082705 -0.614806 0.917669
1616380_aVvi.12208 Transcr ibed locus 4.970822 4.99538 4.746153 4.750689 16 2.313484 2.320595 2.246759 2.248137 0.0026967 19.21779 0.02693787 1661 1.0494196 up 2.31704 2.247448 0.005028 9.74E-04 0.0695918 1.030965
1616381_aVvi.10192 Transcr ibed locus 221.1269 181.796 219.9773 232.293 16 7.78873 7.506177 7.78121 7.859802 0.3593004 1.18012 0.41522378 14365 1.1274416 down 7.647453 7.820506 0.199796 0.055572 -0.1730527 0.977872
1616382_at 3.26179 3.277779 3.17552 3.183781 16 1.705664 1.712719 1.666993 1.670741 0.0096703 10.09512 0.03355114 4780 1.0283446 up 1.709191 1.668867 0.004989 0.00265 0.0403239 1.024162
1616383_aVvi.1819 Transcr ibed locus, strongly similar to NP_563807.1 expressed protein [Arabidopsis thaliana] 1825.552 1769.634 1760.504 1914.681 16 10.83412 10.78924 10.78177 10.90289 0.6818098 0.474658 0.7186925 15749 1.0214757 down 10.81168 10.84233 0.031736 0.085642 -0.030655 0.997173
1616384_at 9.359523 8.461663 11.43182 9.848006 16 3.226435 3.080941 3.514983 3.299832 0.1899481 1.953731 0.24096575 13086 1.1922771 down 3.153688 3.407408 0.10288 0.152135 -0.2537196 0.925539
1616385_aVvi.3403 Transcr ibed locus, weakly similar to NP_175374.2 expressed protein [Arabidopsis thaliana] 146.2408 156.7488 199.8149 201.9886 16 7.192202 7.29231 7.64252 7.65813 0.015064 8.055269 0.03897335 6416 1.3269087 down 7.242256 7.650325 0.070787 0.011038 -0.4080693 0.94666
1616386_sVvi.7763 Transcr ibed locus, moderately similar to NP_908896.1 putative tetrafunctional protein of glyox        1846.773 1840.339 1435.481 1447.402 16 10.85079 10.84576 10.48732 10.49925 3.33E-04 54.8264 0.01827131 295 1.2789758 up 10.84827 10.49328 0.003561 0.008436 0.354989 1.03383
1616387_aVvi.9158 Transcr ibed locus, weakly similar to NP_565170.1 methyltransferase-related [Arabidopsis tha 67.85214 82.56565 99.36885 92.95034 16 6.084323 6.36747 6.634722 6.538388 0.13737 2.411739 0.1839801 12395 1.2840124 down 6.225896 6.586555 0.200215 0.068118 -0.360659 0.945243
1616388_aVvi.9666 Transcr ibed locus, moderately similar to NP_908676.1 P0426D06.17 [Oryza sativa (japonica 327.926 315.8469 405.5922 425.1007 16 8.357226 8.303082 8.663886 8.731661 0.0136364 8.475646 0.03754026 6029 1.2902213 down 8.330154 8.697773 0.038286 0.047924 -0.367619 0.957734
1616389_aVvi.11752 Transcr ibed locus 3.187218 3.200232 3.091563 3.108471 16 1.672298 1.678176 1.628336 1.636205 0.0128142 8.748814 0.03674546 5787 1.03023 up 1.675237 1.632271 0.004157 0.005564 0.0429664 1.026323
1616390_aVvi.6682 Transcr ibed locus, strongly similar to NP_187919.1 30S ribosomal protein S10, chloroplast, p 375.0422 367.8323 346.8767 335.3056 16 8.550909 8.522904 8.438279 8.389333 0.0486645 4.365928 0.08080434 9997 1.0890734 up 8.536907 8.413806 0.019802 0.03461 0.123101 1.014631
1616391_sVvi.4301 Transcr ibed locus, strongly similar to NP_180363.1 cyclin-dependent kinase / CDK (CKS1) [A  2120.925 1888.578 3263.847 3428.551 16 11.05048 10.88308 11.67236 11.74338 0.0147198 8.151051 0.03875314 6305 1.6714369 down 10.96678 11.70787 0.118365 0.050224 -0.7410885 0.936702
1616392_aVvi.11308 Transcr ibed locus 1012.622 848.7039 1338.167 1598.649 16 9.98388 9.729117 10.38604 10.64264 0.0679251 3.638638 0.10451269 10789 1.5777194 down 9.856499 10.51434 0.180144 0.18144 -0.65784 0.937434
1616393_aVvi.6493 Transcr ibed locus 104.8305 103.5011 100.7774 112.7499 16 6.711915 6.693503 6.655027 6.816982 0.7224643 0.408544 0.7561213 15862 1.0233475 down 6.702709 6.736005 0.013019 0.114519 -0.0332963 0.995057
1616394_aVvi.4244 Transcr ibed locus, weakly similar to NP_190714.2 phosphoinositide phosphatase family prote 66.54456 73.85536 34.40746 44.81561 16 6.056249 6.206631 5.10465 5.48593 0.0551473 4.080126 0.08893704 10293 1.7852803 up 6.13144 5.29529 0.106337 0.269606 0.8361505 1.157905
1616395_aVvi.12200 Transcr ibed locus 6.726528 6.908425 5.871562 6.300802 16 2.749862 2.788357 2.553744 2.655536 0.094239 3.022589 0.13512006 11578 1.1207536 up 2.769109 2.60464 0.02722 0.071977 0.1644692 1.063145
1616396_aVvi.11762 Transcr ibed locus 3.565739 3.585014 3.443504 3.465187 16 1.834201 1.841979 1.783877 1.792933 0.0141267 8.324151 0.03812385 6150 1.0350387 up 1.83809 1.788405 0.0055 0.006403 0.0496847 1.027782
1616397_aVvi.8439 Transcr ibed locus, moderately similar to NP_198914.1 expressed protein [Arabidopsis thalian 3.834065 3.827105 3.704184 3.730243 16 1.938875 1.936254 1.889156 1.89927 0.0142132 8.298241 0.03820201 6175 1.030505 up 1.937564 1.894213 0.001854 0.007152 0.0433514 1.022886
1616398_at 6.168154 6.261794 5.836258 5.879888 16 2.624839 2.646576 2.545044 2.555789 0.0196133 7.034969 0.04459324 7301 1.060902 up 2.635707 2.550416 0.01537 0.007598 0.0852914 1.033442
1616399_sVvi.3031 GO:000652Arginine decarboxylase 4293.541 4484.183 3518.706 3718.181 16 12.06795 12.13063 11.78083 11.86038 0.0314668 5.50341 0.05914988 8831 1.2130884 up 12.09929 11.82061 0.04432 0.056252 0.278685 1.023576
1616400_s_at 1749.367 1706.984 919.1705 1040.587 16 10.77262 10.73723 9.844189 10.02318 0.0121163 9.002017 0.03596554 5592 1.7669245 up 10.75493 9.933685 0.02502 0.126567 0.821241 1.082672
1616401_aVvi.8340 Transcr ibed locus 9.459111 9.572019 17.8387 17.44683 16 3.241705 3.258823 4.156939 4.124893 4.16E-04 49.02976 0.01871624 363 1.8540138 down 3.250264 4.140916 0.012105 0.022659 -0.890652 0.784914
1616402_aVvi.8204 Transcr ibed locus, moderately similar to NP_176287.3 U2 snRNP auxiliary factor large subu 714.3323 697.2323 787.5695 783.1008 16 9.480452 9.445496 9.621264 9.613054 0.0132889 8.588038 0.03719008 5931 1.1127931 down 9.462974 9.617159 0.024718 0.005805 -0.154185 0.983968
1616403_aVvi.15570 Transcr ibed locus 4.958965 4.984516 4.766557 4.775713 16 2.310039 2.317453 2.252948 2.255716 0.0044067 15.01432 0.02920871 2503 1.0420427 up 2.313746 2.254332 0.005243 0.001958 0.0594144 1.026356
1616404_aVvi.6287 Transcr ibed locus, moderately similar to NP_194677.1 mitochondrial ATP synthase g subunit 1815.768 1783.436 2368.827 2493.416 16 10.82636 10.80044 11.20996 11.28391 0.0080693 11.06476 0.03159664 4238 1.350533 down 10.8134 11.24693 0.018329 0.052291 -0.433529 0.961454
1616405_aVvi.265 Transcr ibed locus, moderately similar to NP_189024.1 NAD-dependent epimerase/dehydrata 1503.432 1495.872 2692.525 2796.659 16 10.55404 10.54677 11.39474 11.44949 0.0010019 31.56896 0.02259248 734 1.8298291 down 10.55041 11.42212 0.005143 0.03871 -0.871709 0.923682
1616406_aVvi.14799 Transcr ibed locus 291.2329 282.2202 196.9074 217.5053 16 8.186029 8.140677 7.621374 7.764906 0.0246756 6.247568 0.05083315 8058 1.3853139 up 8.163353 7.69314 0.032069 0.101493 0.470213 1.061121
1616407_aVvi.15414 Transcr ibed locus 86.78191 118.3297 30.47339 36.43558 16 6.439323 6.886669 4.929478 5.187276 0.0249199 6.215693 0.05110185 8095 3.0411544 up 6.662996 5.058377 0.316322 0.182291 1.604619 1.31722
1616408_aVvi.2419 Transcr ibed locus, weakly similar to NP_191964.2 UDP-galactose:MGDG galactosyltransfer 190.3933 178.2292 121.0142 132.3759 16 7.572838 7.47759 6.919032 7.048496 0.0213271 6.737509 0.04651511 7611 1.4554346 up 7.525214 6.983764 0.067351 0.091545 0.54145 1.07753
1616409_aVvi.1073 Transcr ibed locus, moderately similar to NP_850616.1 cell elongation protein / DWARF1 / D 964.7867 1197.163 6243.759 6616.793 16 9.914066 10.2254 12.6082 12.69192 0.0038801 16.00713 0.02840516 2266 5.9807367 down 10.06974 12.65006 0.220149 0.059197 -2.580323 0.796023
1616410_aVvi.15340 Transcr ibed locus 84.24171 97.22746 98.17977 95.4074 16 6.396462 6.603292 6.617354 6.576029 0.4555147 0.918033 0.50894773 14858 1.0694094 down 6.499877 6.596691 0.14625 0.029221 -0.096814 0.985324
1616411_aVvi.980 Transcr ibed locus, weakly similar to NP_914131.1 OJ1123_G09.20 [Oryza sativa (japonica cu 104.5582 104.7347 83.14608 84.93673 16 6.708163 6.710595 6.377576 6.408317 0.0023657 20.52335 0.02619858 1498 1.2452478 up 6.709379 6.392946 0.00172 0.021737 0.3164328 1.049497
1616412_at 7.247731 7.174446 6.889707 6.912582 16 2.857529 2.842867 2.784443 2.789225 0.0144882 8.217378 0.03843299 6257 1.0448997 up 2.850198 2.786834 0.010368 0.003381 0.0633645 1.022737
1616413_aVvi.13176 Thaumatin-like protein 32407.53 31832.25 24225.53 22096.69 16 14.98404 14.9582 14.56424 14.43154 0.0197985 7.000995 0.04477515 7340 1.3882126 up 14.97112 14.49789 0.01827 0.093831 0.473229 1.032641
1616414_aVvi.9060 Transcr ibed locus, moderately similar to NP_567899.1 ferredoxin-related [Arabidopsis thalian 32.95558 32.59795 30.84874 31.34123 16 5.042451 5.02671 4.94714 4.96999 0.0317332 5.47912 0.05950924 8852 1.0541028 up 5.03458 4.958565 0.011131 0.016157 0.0760152 1.01533
1616415_aVvi.11085 Transcr ibed locus, moderately similar to NP_199714.2 tRNA synthetase class I (I, L, M and V 91.16119 77.64615 70.1758 73.17867 16 6.510347 6.278842 6.132901 6.193351 0.1926707 1.934814 0.24384576 13116 1.17403 up 6.394595 6.163126 0.163699 0.042745 0.231469 1.037557
1616416_at 232.5051 224.8235 283.1854 246.5865 16 7.861118 7.812649 8.145603 7.94595 0.1790208 2.033494 0.22924057 12964 1.1558008 down 7.836884 8.045776 0.034273 0.141176 -0.2088925 0.974037
1616417_at 15.75132 16.45874 19.84496 18.12479 16 3.977401 4.040782 4.3107 4.179893 0.083048 3.25006 0.12204487 11296 1.1778902 down 4.009091 4.245297 0.044817 0.092495 -0.2362051 0.944361
1616418_aVvi.1058 Transcr ibed locus, weakly similar to NP_919459.1 putative serine carboxypeptidase [Oryza sa 428.2956 450.4576 480.4426 475.6718 16 8.742463 8.815248 8.90822 8.893823 0.0811458 3.29312 0.11991468 11233 1.0883682 down 8.778855 8.901022 0.051466 0.010181 -0.122167 0.986275
1616419_aVvi.8996 Transcr ibed locus, weakly similar to NP_566710.1 expressed protein [Arabidopsis thaliana] 4.795838 4.578305 5.922424 4.988495 16 2.261783 2.194814 2.566188 2.318605 0.236964 1.669507 0.29085293 13525 1.1599784 down 2.228298 2.442396 0.047355 0.175068 -0.214098 0.912341
1616420_aVvi.8075 Transcr ibed locus, strongly similar to NP_200847.1 elongation factor 1-alpha / EF-1-alpha [A 7565.394 7913.797 10197.68 10845.04 16 12.8852 12.95015 13.31595 13.40475 0.0150927 8.047423 0.03902335 6420 1.3591199 down 12.91768 13.36035 0.045931 0.062787 -0.442673 0.966867
1616421_sVvi.10205 Transcr ibed locus, strongly similar to NP_173692.1 40S ribosomal protein S18 (RPS18A) [A  4309.515 4304.115 5300.123 5732.915 16 12.07331 12.0715 12.37181 12.48505 0.0243781 6.287019 0.05045342 8019 1.279896 down 12.07241 12.42843 0.001279 0.080075 -0.3560265 0.971354
1616422_aVvi.3164 Transcr ibed locus, moderately similar to NP_563981.1 WD-40 repeat family protein [Arabidop 501.9777 501.5313 529.3292 530.9506 16 8.971479 8.970196 9.048021 9.052434 8.37E-04 34.55071 0.0221369 623 1.0565716 down 8.970838 9.050228 9.08E-04 0.00312 -0.07939 0.991228
1616423_aVvi.15671 Transcr ibed locus 5.452986 6.201304 5.222562 5.274111 16 2.447047 2.632572 2.384758 2.398928 0.2526975 1.590475 0.30732426 13650 1.1080064 up 2.539809 2.391843 0.131186 0.01002 0.1479662 1.061863
1616424_at 5.424719 5.460539 5.182056 5.165897 16 2.439549 2.449043 2.373525 2.369019 0.0051384 13.89653 0.02943507 2895 1.0519195 up 2.444296 2.371272 0.006714 0.003186 0.0730244 1.030795
1616425_aVvi.9138 Transcr ibed locus, moderately similar to NP_180832.1 26S proteasome regulatory subunit, pu 604.247 594.0432 527.0534 620.6773 16 9.238995 9.214424 9.041805 9.277699 0.6292058 0.564632 0.6705658 15577 1.0475053 up 9.226709 9.159752 0.017374 0.166802 0.066957 1.00731
1616426_aVvi.14893 RD22-like protein 5.67391 5.73129 5.519168 5.54916 16 2.504343 2.51886 2.464451 2.472269 0.0344793 5.245154 0.06306834 9075 1.0304264 up 2.511601 2.46836 0.010265 0.005528 0.0432414 1.017518
1616427_aVvi.9538 Transcr ibed locus, moderately similar to XP_475754.1 putative starch synthase IV [Oryza sati 5.201809 5.179668 4.905532 4.912541 16 2.379014 2.37286 2.29441 2.296469 0.0016208 24.80865 0.02492374 1076 1.0573822 up 2.375937 2.29544 0.004351 0.001457 0.080497 1.035068
1616428_at 5.417115 5.424103 5.112442 5.11183 16 2.437525 2.439385 2.354012 2.35384 1.22E-04 90.5079 0.01670209 120 1.0603411 up 2.438455 2.353926 0.001315 1.22E-04 0.0845284 1.03591
1616429_aVvi.7206 Transcr ibed locus, weakly similar to NP_563694.1 ABC transporter family protein [Arabidopsi 1808.225 1796.838 173.3195 165.3909 16 10.82036 10.81125 7.43729 7.369736 9.98E-05 100.1164 0.01626668 100 10.646362 up 10.8158 7.403513 0.006444 0.047768 3.412289 1.460901
1616430_at 5.308817 5.380129 5.022332 5.05027 16 2.408391 2.427641 2.328358 2.336361 0.0144879 8.217467 0.03843299 6256 1.0611706 up 2.418016 2.332359 0.013612 0.005659 0.0856567 1.036725
1616431_aVvi.14321 Transcr ibed locus 7.572106 7.468374 7.346967 7.233027 16 2.920695 2.900794 2.877149 2.8546 0.0963542 2.983904 0.13758682 11625 1.0315903 up 2.910744 2.865874 0.014072 0.015945 0.0448701 1.015657
1616432_aVvi.15593 Transcr ibed locus 3.688521 3.707897 3.588227 3.601875 16 1.883042 1.890601 1.843271 1.848748 0.012826 8.744708 0.03675131 5793 1.0286926 up 1.886822 1.84601 0.005345 0.003873 0.0408119 1.022108
1616433_aVvi.10835 Transcr ibed locus 5.145305 5.216751 4.997737 5.000736 16 2.363257 2.383152 2.321275 2.322141 0.0354105 5.171968 0.06425789 9147 1.0363394 up 2.373204 2.321708 0.014068 6.12E-04 0.0514965 1.02218
1616434_sVvi.87 GO:000816Caffeic acid O-methyltransferase 13566.61 13657.04 15266.49 15203.9 16 13.72777 13.73736 13.89808 13.89215 0.0011997 28.84501 0.02324235 855 1.1192652 down 13.73257 13.89512 0.006779 0.004191 -0.162552 0.988302
1616435_aVvi.2032 Transcr ibed locus, moderately similar to NP_187956.1 chaperonin, putative [Arabidopsis thali 441.1256 428.8795 533.0787 548.4689 16 8.785046 8.744429 9.058205 9.099266 0.0083525 10.87323 0.03187032 4350 1.2431481 down 8.764737 9.078735 0.028721 0.029035 -0.313998 0.965414
1616436_aVvi.12316 Transcr ibed locus 17.67904 28.03499 16.98739 17.25092 16 4.143968 4.809156 4.086392 4.108602 0.3727174 1.139087 0.42831415 14446 1.3004987 up 4.476562 4.097497 0.47036 0.015704 0.379065 1.092511
1616437_aVvi.2262 Transcr ibed locus, weakly similar to NP_182064.1 dihydroflavonol 4-reductase family / dihydro 60.83109 67.36048 64.5247 66.87909 16 5.926737 6.073831 6.011779 6.063484 0.6791529 0.479075 0.71643764 15737 1.0262256 down 6.000284 6.037632 0.104011 0.036561 -0.0373478 0.993814
1616438_aVvi.10882 Transcr ibed locus, moderately similar to NP_849841.1 monodehydroascorbate reductase, put 600.0191 540.881 831.2912 822.7852 16 9.228865 9.079167 9.69921 9.684372 0.0190061 7.149795 0.04386138 7193 1.4517319 down 9.154017 9.691792 0.105852 0.010492 -0.5377755 0.944512
1616439_aVvi.427 Transcr ibed locus, weakly similar to NP_568836.2 actin-related protein, putative (ARP8) [Ara 265.0497 223.4276 108.9375 111.6409 16 8.050119 7.803663 6.767357 6.802722 0.0116786 9.172217 0.03558587 5446 2.206641 up 7.926891 6.785039 0.174271 0.025007 1.1418519 1.16829
1616440_aVvi.8389 Transcr ibed locus, moderately similar to NP_568129.1 expressed protein [Arabidopsis thalian 186.8506 175.3179 112.552 116.0775 16 7.545741 7.45383 6.814447 6.858944 0.0058768 12.98699 0.03008681 3241 1.5834702 up 7.499785 6.836696 0.064991 0.031464 0.6630897 1.09699
1616441_aVvi.4111 Transcr ibed locus 4.46548 4.504406 4.317789 4.339445 16 2.158815 2.171337 2.110293 2.117511 0.0193636 7.081531 0.04433528 7250 1.0361078 up 2.165076 2.113902 0.008854 0.005104 0.0511742 1.024208
1616442_aVvi.1184 Transcr ibed locus, moderately similar to NP_179752.1 40S ribosomal protein S25 (RPS25B) 4692.687 4781.212 5776.15 6148.459 16 12.1962 12.22316 12.49589 12.58601 0.0195677 7.043415 0.04456271 7289 1.2581222 down 12.20968 12.54095 0.019066 0.063723 -0.331272 0.973585
1616443_x_at 13.93428 14.14179 12.10789 11.62463 16 3.800566 3.821892 3.597875 3.539113 0.0161795 7.765986 0.04034492 6656 1.183234 up 3.811229 3.568494 0.01508 0.041551 0.2427354 1.068022
1616444_aVvi.2401 Transcr ibed locus, moderately similar to NP_190146.1 senescence-associated family protein 2074.425 2300.332 4610.08 4528.76 16 11.0185 11.16763 12.17058 12.1449 0.0050125 14.0714 0.02943507 2822 2.0917006 down 11.09306 12.15774 0.105451 0.018156 -1.064677 0.912428
1616445_aVvi.15036 Transcr ibed locus 197.6638 261.8242 18.33913 13.02681 16 7.626905 8.032455 4.196853 3.703412 0.0067081 12.14801 0.03067327 3628 14.718379 up 7.82968 3.950133 0.286767 0.348916 3.8795469 1.982131
1616446_aVvi.3368 Transcr ibed locus, moderately similar to NP_915465.1 putative pumilio/Mpt5 family RNA-bind      1066.687 1110.299 1281.871 1226.928 16 10.05892 10.11673 10.32404 10.26084 0.0411274 4.777574 0.07156446 9540 1.1523732 down 10.08783 10.29244 0.040879 0.04469 -0.204608 0.980121
1616447_aVvi.1810 Transcr ibed locus, weakly similar to NP_568410.1 zinc finger (C3HC4-type RING finger) fam 642.8357 571.0905 604.7089 632.8674 16 9.328306 9.157576 9.240097 9.305759 0.7741509 0.32787 0.8026262 16012 1.0210031 down 9.242941 9.272928 0.120725 0.04643 -0.029987 0.996766
1616448_at 12.23591 12.42897 10.94558 10.40115 16 3.61305 3.635635 3.452276 3.378671 0.0323308 5.425722 0.06035392 8892 1.1557814 up 3.624342 3.415474 0.01597 0.052046 0.2088684 1.061154
1616449_aVvi.14979 Transcr ibed locus 104.1957 104.111 173.5268 139.1903 16 6.703153 6.701978 7.439014 7.120915 0.0682068 3.630281 0.10481994 10802 1.4921569 down 6.702565 7.279964 8.30E-04 0.22493 -0.5773994 0.920687
1616450_aVvi.6898 Transcr ibed locus, moderately similar to NP_564533.1 mov34 family protein [Arabidopsis thal 670.9296 650.5943 702.4558 656.5815 16 9.390018 9.345614 9.456264 9.35883 0.5353327 0.742123 0.5839541 15218 1.0279222 down 9.367816 9.407547 0.031398 0.068896 -0.039731 0.995777
1616451_aVvi.7719 Transcr ibed locus, moderately similar to XP_470556.1 Unknown protein [Oryza sativa] 1651.01 1659.393 2266.844 2528.924 16 10.68913 10.69644 11.14647 11.30431 0.0213029 6.741466 0.04646836 7610 1.4465361 down 10.69279 11.22539 0.005167 0.111609 -0.532603 0.952554
1616452_aVvi.8872 Transcr ibed locus, moderately similar to NP_850214.1 expressed protein [Arabidopsis thalian 11.16062 11.20366 10.86191 11.26038 16 3.480345 3.485899 3.441206 3.493184 0.6042869 0.609363 0.6474168 15495 1.0111008 up 3.483122 3.467195 0.003927 0.036754 0.0159269 1.004594
1616453_aVvi.9560 Transcr ibed locus, moderately similar to NP_173517.1 cell division control protein, putative [A 125.0504 167.9065 1291.508 1371.877 16 6.966366 7.391514 10.33484 10.42194 0.0045681 14.74477 0.02926091 2581 9.1860695 down 7.17894 10.37839 0.300625 0.061585 -3.199447 0.69172
1616454_aVvi.5701 Transcr ibed locus, weakly similar to NP_196284.1 expressed protein [Arabidopsis thaliana] 145.7625 142.965 159.489 166.146 16 7.187476 7.159518 7.317313 7.376308 0.03369 5.309513 0.06204349 9014 1.1276451 down 7.173497 7.34681 0.019769 0.041716 -0.1733133 0.97641
1616455_sVvi.7332 GO:000695Putative transcr iption factor 17638.9 17921.94 10178.08 11010.93 16 14.10647 14.12944 13.31318 13.42665 0.0059348 12.92278 0.03008822 3273 1.6795131 up 14.11796 13.36991 0.01624 0.080235 0.748043 1.05595
1616456_aVvi.9143 Transcr ibed locus, weakly similar to NP_194599.1 ammonium transporter, putative [Arabidops  5.503057 5.51777 5.287411 5.371491 16 2.460233 2.464085 2.402561 2.425323 0.0528061 4.177411 0.08603405 10189 1.0339864 up 2.462159 2.413942 0.002724 0.016095 0.0482173 1.019975
1616457_aVvi.15183 Transcr ibed locus 272.5345 288.2485 94.19793 87.95574 16 8.090295 8.171169 6.557623 6.458706 0.0015466 25.39812 0.02480849 1032 3.0792248 up 8.130732 6.508164 0.057187 0.069945 1.6225676 1.249313
1616458_sVvi.7651 Transcr ibed locus, weakly similar to NP_565031.1 expressed protein [Arabidopsis thaliana] 7199.712 7167.147 7214.324 7089.024 16 12.81372 12.80718 12.81665 12.79137 0.670443 0.493641 0.70842 15711 1.004476 up 12.81045 12.80401 0.004625 0.017872 0.006443 1.000503
1616459_at 5193.012 5292.095 5281.149 5865.246 16 12.34236 12.36962 12.36664 12.51798 0.3782654 1.122618 0.43396878 14470 1.0616565 down 12.35599 12.44231 0.019282 0.107013 -0.0863175 0.993063
1616460_aVvi.5591 Transcr ibed locus, weakly similar to NP_195884.1 expressed protein [Arabidopsis thaliana] 81.21207 91.77095 1054.308 1107.582 16 6.343622 6.519966 10.04208 10.1132 6.79E-04 38.34821 0.02179512 514 12.517239 down 6.431794 10.07764 0.124694 0.050288 -3.645845 0.638224
1616461_aVvi.14385 Transcr ibed locus 867.1625 865.3427 1465.173 1576.907 16 9.760159 9.757128 10.51686 10.62288 0.0042469 15.29604 0.02896383 2432 1.7547007 down 9.758643 10.56987 0.002143 0.074972 -0.811225 0.923251
1616462_aVvi.6428 Transcr ibed locus 632.3785 640.0317 1320.28 1203.188 16 9.304645 9.322 10.36663 10.23265 0.0046578 14.60114 0.02929417 2638 1.981118 down 9.313322 10.29964 0.012272 0.094739 -0.986315 0.904238
1616463_aVvi.9379 Transcr ibed locus, moderately similar to NP_564572.1 ubiquitin-conjugating enzyme 20 (UB 52.24887 78.65382 816.9547 967.2836 16 5.707328 6.297445 9.674112 9.917795 0.0070067 11.88367 0.03087309 3761 13.866845 down 6.002386 9.795954 0.417276 0.17231 -3.793568 0.612741
1616464_aVvi.3668 Transcr ibed locus 4.735995 4.769857 4.548272 4.575268 16 2.243668 2.253946 2.185319 2.193856 0.0124894 8.864037 0.03646654 5685 1.0419018 up 2.248807 2.189587 0.007268 0.006037 0.0592193 1.027046
1616465_aVvi.7050 Transcr ibed locus, strongly similar to NP_173520.1 U5 small nuclear ribonucleoprotein helic 4.714938 4.724737 4.605536 4.551748 16 2.237239 2.240234 2.203369 2.186421 0.0364352 5.094629 0.06552185 9231 1.030855 up 2.238736 2.194895 0.002118 0.011984 0.0438414 1.019974
1616466_aVvi.10210 Transcr ibed locus, weakly similar to NP_196505.1 hydrolase, alpha/beta fold family protein [Ar  111.2382 120.0472 77.87265 74.75604 16 6.797508 6.907457 6.283045 6.224118 0.0106727 9.602059 0.03473971 5097 1.5145626 up 6.852483 6.253582 0.077746 0.041667 0.5989015 1.095769
1616467_aVvi.5672 Transcr ibed locus, strongly similar to NP_172813.1 aminoalcoholphosphotransferase (AAPT 378.0588 380.5858 546.6194 509.7499 16 8.562467 8.572078 9.094393 8.993646 0.011079 9.421458 0.03504068 5245 1.3916029 down 8.567272 9.04402 0.006796 0.071239 -0.476748 0.947286
1616468_aVvi.7785 Transcr ibed locus, moderately similar to NP_176568.1 proline-rich family protein [Arabidopsi 1799.951 1719.922 2035.859 1917.119 16 10.81374 10.74813 10.99142 10.90472 0.0915064 3.074437 0.1319264 11514 1.1228288 down 10.78093 10.94807 0.046397 0.061304 -0.167138 0.984734
1616469_aVvi.6246 Transcr ibed locus, weakly similar to NP_193166.2 heterogeneous nuclear ribonucleoprotein, 506.8763 536.031 928.8701 860.4424 16 8.98549 9.066173 9.859333 9.748935 0.0076284 11.38379 0.03135112 4031 1.7151124 down 9.025831 9.804134 0.057051 0.078063 -0.778303 0.920615
1616470_at 7.162734 7.230442 6.727136 6.604892 16 2.84051 2.854084 2.749992 2.723535 0.0176166 7.434325 0.04220767 6927 1.0796274 up 2.847297 2.736764 0.009598 0.018708 0.1105335 1.040388
1616471_aVvi.10439 Transcr ibed locus 219.8859 220.3026 289.3483 272.7698 16 7.780612 7.783342 8.176663 8.09154 0.0143115 8.26906 0.03829651 6201 1.2764395 down 7.781977 8.134102 0.001931 0.060191 -0.3521253 0.95671
1616472_aVvi.11128 Transcr ibed locus, weakly similar to NP_567964.1 expressed protein [Arabidopsis thaliana] 221.07 229.0052 256.0648 253.3648 16 7.788359 7.839236 8.000365 7.985072 0.0213383 6.735689 0.04653334 7612 1.132037 down 7.813798 7.992719 0.035976 0.010814 -0.1789212 0.977614
1616473_aVvi.1411 Transcr ibed locus, moderately similar to NP_198982.1 6-phosphogluconate dehydrogenase f 6980.518 7275.904 9132.11 9197.09 16 12.76912 12.82891 13.15673 13.16696 0.0069154 11.96271 0.03077344 3725 1.285947 down 12.79902 13.16185 0.042279 0.007234 -0.362831 0.972433
1616474_aVvi.5289 Transcr ibed locus, weakly similar to NP_200761.1 2-oxoglutarate-dependent dioxygenase, pu 4.766557 4.775175 4.839321 4.658277 16 2.252948 2.255554 2.274805 2.219796 0.8242976 0.252407 0.84773517 16142 1.0048289 up 2.254251 2.247301 0.001843 0.038897 0.0069499 1.003093
1616475_at 7.348708 7.50444 6.960552 7.005692 16 2.877491 2.907744 2.799202 2.808528 0.0303681 5.606872 0.05783768 8716 1.0634506 up 2.892618 2.803865 0.021393 0.006594 0.088753 1.031654
1616476_aVvi.3312 Transcr ibed locus, moderately similar to NP_567216.1 actin polymerization factor protein-rela  747.856 768.6549 683.0127 645.9162 16 9.546617 9.586192 9.415769 9.335203 0.0510651 4.253933 0.08386705 10107 1.1414897 up 9.566404 9.375486 0.027984 0.056968 0.190918 1.020364
1616477_aVvi.9756 Transcr ibed locus, strongly similar to NP_567843.1 integral membrane Yip1 family protein [A 1344.939 1403.161 1450.223 1463.369 16 10.39333 10.45447 10.50206 10.51508 0.1135196 2.709084 0.157527 11963 1.0604473 down 10.4239 10.50857 0.043233 0.009206 -0.084673 0.991942
1616478_aVvi.5139 Transcr ibed locus 1202.672 1064.414 1123.393 993.9473 16 10.23203 10.05584 10.13365 9.957026 0.512096 0.790472 0.56225234 15120 1.0707341 up 10.14394 10.04534 0.124581 0.12489 0.0986 1.009816
1616479_aVvi.13486 Transcr ibed locus 3.943273 3.959841 3.795364 3.813232 16 1.979394 1.985442 1.924238 1.931014 0.0068001 12.06473 0.03073394 3670 1.0387092 up 1.982418 1.927626 0.004277 0.004791 0.0547918 1.028424
1616480_at 321.9639 352.2577 381.1495 392.3119 16 8.330755 8.460487 8.574213 8.615857 0.099583 2.927128 0.14135402 11695 1.1482321 down 8.395621 8.595036 0.091734 0.029447 -0.199415 0.976799
1616481_at 7.399636 7.522099 6.617847 6.624861 16 2.887454 2.911135 2.726362 2.72789 0.0047158 14.51051 0.02932456 2666 1.126751 up 2.899295 2.727126 0.016745 0.001081 0.1721688 1.063132
1616482_aVvi.9553 Transcr ibed locus, weakly similar to NP_176442.1 hypothetical protein [Arabidopsis thaliana] 75.91066 56.11383 49.17981 46.88472 16 6.24623 5.810285 5.619994 5.551046 0.1826593 2.006222 0.23319823 13003 1.359181 up 6.028257 5.58552 0.30826 0.048754 0.4427374 1.079265
1616483_aVvi.977 Transcr ibed locus, weakly similar to NP_181673.1 proline-rich family protein [Arabidopsis tha 4716.262 4832.069 4651.583 4084.239 16 12.20343 12.23843 12.18351 11.99585 0.302869 1.375132 0.35836583 14030 1.0952418 up 12.22093 12.08968 0.024747 0.132691 0.131249 1.010856
1616484_aVvi.8343 Transcr ibed locus, weakly similar to NP_177653.1 SEC14 cytosolic factor family protein / pho 798.3164 773.4822 687.2823 722.6428 16 9.640817 9.595224 9.424759 9.497139 0.0668049 3.67236 0.10311521 10754 1.115022 up 9.618021 9.460949 0.032239 0.05118 0.157072 1.016602
1616485_aVvi.9468 Transcr ibed locus, weakly similar to NP_565892.1 expressed protein [Arabidopsis thaliana] 642.7175 736.7908 739.5468 734.1625 16 9.328041 9.525111 9.530498 9.519956 0.4227491 0.999742 0.47809815 14679 1.070771 down 9.426577 9.525227 0.13935 0.007454 -0.09865 0.989643
1616486_at 4.668852 4.652381 4.494914 4.529841 16 2.223068 2.217969 2.168294 2.17946 0.0168803 7.599001 0.04122744 6796 1.0328579 up 2.220519 2.173877 0.003605 0.007896 0.0466418 1.021456
1616487_aVvi.1519 Transcr ibed locus, weakly similar to NP_199053.1 calmodulin-related protein, putative [Arabid 197.9993 328.5806 90.66602 56.50501 16 7.629352 8.360104 6.50249 5.820307 0.0669545 3.667812 0.1033065 10759 3.5635846 up 7.994728 6.161399 0.516719 0.482376 1.833329 1.297551
1616488_at 8.661394 8.716881 7.904952 7.829989 16 3.114599 3.123812 2.982757 2.96901 0.0033162 17.32205 0.02783547 1966 1.1044453 up 3.119206 2.975884 0.006514 0.00972 0.143322 1.048161
1616489_sVvi.889 Transcr ibed locus, moderately similar to NP_179097.1 expressed protein [Arabidopsis thalian 2018.573 1795.949 1306.7 1402.92 16 10.97912 10.81053 10.35171 10.45422 0.0379533 4.985766 0.06738319 9350 1.4062572 up 10.89483 10.40297 0.119211 0.072482 0.49186 1.047281
1616490_aVvi.12631 Transcr ibed locus, moderately similar to XP_469701.1 putative cop-coated vesicle membrane 8.100969 8.22802 7.60472 7.802427 16 3.018095 3.040545 2.926895 2.963923 0.0605893 3.875589 0.09554553 10527 1.0598874 up 3.02932 2.945409 0.015875 0.026183 0.083911 1.028489
1616491_at 3.710584 3.720026 3.577207 3.596461 8 1.891647 1.895312 1.838834 1.846578 0.0070442 11.8517 0.03087745 3785 1.0358202 up 1.89348 1.842706 0.002592 0.005476 0.0507737 1.027554
1616492_aVvi.11932 Transcr ibed locus, moderately similar to NP_909883.1 putative inosine monophosphate dehyd 408.065 491.182 900.6758 883.8734 16 8.672655 8.940114 9.814864 9.787696 0.0177689 7.401526 0.04237278 6961 1.9929354 down 8.806385 9.80128 0.189122 0.019211 -0.994895 0.898493
1616493_aVvi.12199 Transcr ibed locus 4.092598 4.114707 3.917468 4.001176 16 2.033017 2.040789 1.969922 2.000424 0.0814212 3.286796 0.12020943 11244 1.0365072 up 2.036903 1.985173 0.005496 0.021569 0.0517301 1.026058
1616494_aVvi.8035 Transcr ibed locus 5.300635 5.326458 5.1598 5.171987 16 2.406165 2.413176 2.367315 2.370719 0.009063 10.43268 0.03283784 4580 1.0285801 up 2.409671 2.369017 0.004958 0.002407 0.0406542 1.017161
1616495_aVvi.7684 Transcr ibed locus, weakly similar to NP_180643.1 glutathione S-transferase, putative [Arabid 10058.67 10047.49 8604.713 8294.578 16 13.29615 13.29455 13.07091 13.01795 0.0109637 9.471679 0.03495672 5206 1.1899644 up 13.29535 13.04443 0.001134 0.037447 0.250918 1.019236
1616496_aVvi.1707 Transcr ibed locus, moderately similar to NP_850489.1 vacuolar ATP synthase subunit G 1 (V 2028.769 1905.361 1910.024 1972.781 16 10.98639 10.89585 10.89938 10.94602 0.75216 0.361786 0.7833486 15940 1.0128518 up 10.94112 10.9227 0.064022 0.03298 0.018423 1.001687
1616497_aVvi.8110 Transcr ibed locus, moderately similar to NP_179318.1 homoserine kinase (HSK) [Arabidopsi 302.4806 291.8299 627.1677 592.0991 16 8.240699 8.188984 9.292707 9.209695 0.0022191 21.1927 0.02589414 1419 2.051046 down 8.214842 9.251202 0.036568 0.058699 -1.03636 0.887976
1616498_aVvi.14459 Transcr ibed locus 6.813499 6.405309 4.145223 4.157897 16 2.768396 2.679268 2.05145 2.055854 0.0044032 15.02035 0.02920871 2499 1.5912716 up 2.723832 2.053652 0.063023 0.003114 0.6701802 1.326336
1616499_at 5.543824 5.583782 5.266427 5.250358 16 2.470882 2.481243 2.396824 2.392416 0.0047449 14.46558 0.02932456 2676 1.0580752 up 2.476062 2.39462 0.007326 0.003117 0.081442 1.03401
1616500_aVvi.79 GO:000402Alcohol dehydrogenase 3 (ADH3) 1714.386 1816.734 1544.86 1416.561 16 10.74348 10.82713 10.59326 10.46818 0.0773462 3.383638 0.11562392 11104 1.192992 up 10.7853 10.53072 0.059153 0.088448 0.254584 1.024175
1616501_aVvi.9981 Transcr ibed locus 10.41907 10.46933 10.12243 10.0927 16 3.381155 3.388098 3.339484 3.335241 0.0073285 11.61706 0.03110101 3911 1.0333034 up 3.384626 3.337362 0.004909 0.003001 0.0472639 1.014162
1616502_aVvi.925 Transcr ibed locus, strongly similar to NP_171923.1 40S ribosomal protein S15 (RPS15A) [A 21262.59 22489.78 25345 27621.66 16 14.37603 14.45698 14.62941 14.75351 0.0655403 3.711431 0.10161569 10707 1.2099586 down 14.41651 14.69146 0.057241 0.087751 -0.274957 0.981285
1616503_sVvi.234 Transcr ibed locus, moderately similar to XP_466697.1 putative emperature stress- induced lip 13898.95 13067.61 2523.45 2242.421 16 13.76269 13.67371 11.30118 11.13084 0.0014715 26.03993 0.0245034 996 5.665439 up 13.7182 11.21601 0.062919 0.120449 2.502188 1.223091
1616504_aVvi.4346 Transcr ibed locus 3.221538 3.23417 3.127189 3.137618 16 1.68775 1.693396 1.644867 1.64967 0.0072458 11.68387 0.03106787 3871 1.0304714 up 1.690573 1.647268 0.003992 0.003396 0.0433044 1.026289
1616505_aVvi.2244 Transcr ibed locus, weakly similar to NP_180484.2 splicing factor PWI domain-containing pro 792.5403 779.2095 886.6777 819.9748 16 9.630341 9.605867 9.792266 9.679436 0.1782037 2.039722 0.22831745 12957 1.0850393 down 9.618104 9.735851 0.017305 0.079783 -0.117747 0.987906
1616506_aVvi.1205 Transcr ibed locus, weakly similar to NP_197386.1 expressed protein [Arabidopsis thaliana] 707.6009 690.04 447.8185 434.9862 16 9.466792 9.430536 8.80677 8.764826 0.0017443 23.91201 0.02497189 1155 1.5832243 up 9.448664 8.785798 0.025637 0.029659 0.662866 1.075447
1616507_aVvi.10067 Transcr ibed locus, weakly similar to NP_190390.1 expressed protein [Arabidopsis thaliana] 193.5685 187.7515 137.981 128.9515 16 7.596701 7.552681 7.108326 7.010684 0.0106333 9.620138 0.03472738 5081 1.4291787 up 7.574691 7.059505 0.031127 0.069043 0.5151865 1.072978
1616508_aVvi.1683 Transcr ibed locus, weakly similar to NP_201045.1 calmodulin-binding family protein [Arabido 1279.487 1310.835 2609.169 2587.95 16 10.32135 10.35627 11.34938 11.33759 3.36E-04 54.52006 0.01827131 304 2.0064914 down 10.33881 11.34349 0.024693 0.00833 -1.004675 0.911432
1616509_aVvi.3233 Transcr ibed locus, weakly similar to NP_177861.1 glutaredoxin, putative [Arabidopsis thaliana 1087.765 1081.807 2085.492 2142.435 16 10.08715 10.07923 11.02617 11.06504 4.24E-04 48.52867 0.01871624 370 1.9485686 down 10.08319 11.0456 0.005603 0.027481 -0.962415 0.912869
1616510_at 6.048545 5.853541 5.583777 5.519624 16 2.596588 2.54931 2.481241 2.46457 0.0574214 3.991228 0.09169964 10395 1.0718056 up 2.572949 2.472906 0.033431 0.011788 0.1000434 1.040456
1616511_aVvi.5541 Transcr ibed locus, moderately similar to NP_194882.2 exocyst subunit EXO70 family protein ( 445.8487 426.8011 543.7974 517.9439 16 8.80041 8.73742 9.086926 9.016652 0.0267155 5.99485 0.05317327 8340 1.2166154 down 8.768915 9.051788 0.044541 0.049691 -0.282873 0.968749
1616512_aVvi.8238 Transcr ibed locus 190.9018 158.1961 328.7445 319.3954 16 7.576687 7.305571 8.360823 8.3192 0.0224964 6.554183 0.04799341 7781 1.8646215 down 7.441129 8.340012 0.191708 0.029432 -0.8988833 0.89222
1616513_aVvi.14958 Transcr ibed locus 4.609555 4.617611 4.417448 4.43211 16 2.204628 2.207146 2.143213 2.147994 0.0020026 22.31264 0.02553182 1300 1.0426707 up 2.205887 2.145603 0.001781 0.00338 0.0602836 1.028096
1616514_aVvi.10336 Transcr ibed locus 21.53199 24.64029 33.86101 36.97397 16 4.42841 4.622947 5.081553 5.208438 0.033409 5.332972 0.06167635 8992 1.5361478 down 4.525679 5.144996 0.137559 0.089721 -0.6193171 0.879627
1616515_aVvi.9990 Transcr ibed locus, weakly similar to NP_564097.1 calmodulin-binding family protein [Arabido 2327.565 2429.722 3482.442 3503.847 16 11.18461 11.24658 11.76588 11.77472 0.0031684 17.72329 0.02773125 1893 1.4688766 down 11.21559 11.7703 0.043819 0.006251 -0.5547135 0.952872
1616516_at 4.954841 4.850634 4.632415 4.606146 16 2.308839 2.278173 2.211765 2.20356 0.0325275 5.408464 0.0606017 8910 1.0613083 up 2.293506 2.207662 0.021684 0.005801 0.0858438 1.038884
1616517_at 10.33307 10.18685 9.672411 9.733058 16 3.369198 3.348636 3.273876 3.282893 0.0188837 7.173591 0.04373546 7167 1.0574083 up 3.358917 3.278384 0.014539 0.006376 0.0805326 1.024565
1616518_at 4.465282 4.465441 4.325595 4.346588 16 2.158751 2.158803 2.112899 2.119883 0.0067208 12.13645 0.03067327 3636 1.0298154 up 2.158777 2.116391 3.62E-05 0.004939 0.0423858 1.020027
1616519_sVvi.3283 Transcr ibed locus, weakly similar to NP_176730.1 enoyl-CoA hydratase/isomerase family pro 3627.715 3657.812 4468.881 4091.41 16 11.82485 11.83677 12.1257 11.99838 0.0686719 3.616597 0.10542735 10813 1.173839 down 11.83081 12.06204 0.008428 0.090027 -0.231234 0.98083
1616520_aVvi.6748 GO:000618Nucleoside-diphosphate kinase (Ndpk) 9877.569 9881.239 13555.61 13478.87 16 13.26994 13.27048 13.7266 13.71841 8.24E-05 110.1889 0.01503107 89 1.3682181 down 13.27021 13.72251 3.78E-04 0.005793 -0.4522985 0.96704
1616521_aVvi.6402 GO:000701Beta-tubulin (TUB) 149.1987 157.8089 454.1276 528.8937 16 7.221091 7.302034 8.826954 9.046834 0.0048544 14.3004 0.02937599 2742 3.1939254 down 7.261563 8.936893 0.057235 0.155479 -1.67533 0.812538
1616522_aVvi.10605 Transcr ibed locus, moderately similar to NP_188048.1 pectinesterase family protein [Arabido 10.47505 11.04238 3.906235 4.107898 16 3.388885 3.464979 1.965779 2.0384 0.0013597 27.0917 0.02385507 943 2.6848521 up 3.426932 2.00209 0.053807 0.051351 1.4248425 1.711678
1616523_sVvi.1176 Transcr ibed locus, moderately similar to NP_974828.1 expressed protein [Arabidopsis thalian 4236.369 4063.135 3812.931 4177.572 16 12.04861 11.98838 11.89669 12.02845 0.5208238 0.772067 0.57055205 15154 1.0395278 up 12.0185 11.96257 0.042591 0.093171 0.055929 1.004675
1616524_aVvi.11893 Transcr ibed locus, moderately similar to NP_198322.1 GDSL-motif lipase/hydrolase family pr 5.018474 5.042521 4.81136 4.91008 16 2.327249 2.334145 2.266445 2.295746 0.081041 3.295535 0.11981853 11228 1.0349789 up 2.330697 2.281096 0.004877 0.020719 0.0496013 1.021745
1616525_s_at 19676.72 18483.51 20750.97 22494.4 16 14.2642 14.17395 14.34089 14.45728 0.1344237 2.444421 0.18077783 12344 1.1328901 down 14.21908 14.39908 0.063817 0.082299 -0.180008 0.987499
1616526_at 4.271048 4.265969 4.164586 4.181687 16 2.09459 2.092873 2.058173 2.064085 0.0087965 10.59167 0.03246773 4497 1.0228556 up 2.093732 2.061129 0.001214 0.00418 0.0326026 1.015818
1616527_aVvi.15722 Transcr ibed locus 3.362649 3.373462 3.260812 3.279378 16 1.749598 1.75423 1.705231 1.713422 0.0119856 9.051866 0.03585323 5549 1.0299593 up 1.751914 1.709327 0.003275 0.005792 0.0425874 1.024915
1616528_s_at 6.88792 6.966555 6.611588 6.482585 16 2.784068 2.800445 2.724997 2.696569 0.0382276 4.966777 0.06769645 9374 1.0580984 up 2.792257 2.710783 0.01158 0.020101 0.0814738 1.030055
1616529_aVvi.1749 Transcr ibed locus, strongly similar to NP_192400.2 AAA-type ATPase family protein [Arabido 314.2747 297.3605 290.127 355.3213 16 8.295882 8.216069 8.180541 8.472981 0.6864234 0.46702 0.722913 15763 1.0502884 down 8.255976 8.326761 0.056436 0.206786 -0.070785 0.991499
1616530_at 5.57875 5.654855 5.47436 5.500966 16 2.479942 2.49949 2.45269 2.459685 0.083964 3.229826 0.12307702 11325 1.023512 up 2.489716 2.456188 0.013822 0.004946 0.0335281 1.01365
1616531_aVvi.3320 Transcr ibed locus, weakly similar to NP_564756.1 DC1 domain-containing protein [Arabidops  337.4614 322.7327 52.25502 63.6914 16 8.398579 8.334196 5.707498 5.993026 0.003366 17.19268 0.02783547 1998 5.7204385 up 8.366387 5.850262 0.045525 0.201899 2.5161253 1.430088
1616532_aVvi.14649 Transcr ibed locus 3.236108 3.366866 3.622056 5.211018 16 1.69426 1.751406 1.856809 2.381565 0.2719959 1.501742 0.32743648 13790 1.3161774 down 1.722833 2.119187 0.040409 0.371059 -0.396354 0.812969
1616533_aVvi.13082 Transcr ibed locus, weakly similar to NP_194953.1 ATP synthase family [Arabidopsis thaliana] 257.427 216.3415 206.0365 215.8884 16 8.008019 7.757167 7.686756 7.754142 0.3381852 1.248484 0.39447412 14232 1.1189489 up 7.882593 7.720449 0.17738 0.047649 0.162144 1.021002
1616534_aVvi.1107 Transcr ibed locus, moderately similar to NP_195907.1 60S ribosomal protein L4/L1 (RPL4D) 1679.15 1746.818 2367.481 2543.897 16 10.71352 10.77051 11.20914 11.31282 0.0127473 8.772176 0.036716 5763 1.4329286 down 10.74201 11.26098 0.040304 0.073318 -0.518967 0.953915
1616535_aVvi.3352 Transcr ibed locus, moderately similar to XP_482632.1 putative Calcineurin B subunit [Oryza s 230.7499 215.6682 282.5633 306.7981 16 7.850187 7.752669 8.14243 8.261146 0.0348978 5.211906 0.06357691 9111 1.3198373 down 7.801428 8.201788 0.068956 0.083944 -0.40036 0.951186
1616536_aVvi.15390 Transcr ibed locus 84.15831 81.5288 80.68694 83.48628 16 6.395034 6.349237 6.334263 6.383467 0.7310881 0.394843 0.7637979 15890 1.0092407 up 6.372136 6.358865 0.032383 0.034792 0.0132703 1.002087
1616537_aVvi.9941 Transcr ibed locus, weakly similar to XP_480154.1 putative DNA topoisomerase I [Oryza sativa 73.45747 79.16795 103.432 75.56104 16 6.198837 6.306845 6.692539 6.239571 0.4564745 0.915735 0.50984865 14863 1.1592678 down 6.252841 6.466055 0.076373 0.320297 -0.213214 0.967026
1616538_aVvi.7869 Transcr ibed locus, weakly similar to XP_462736.1 putative heat shock protein [Oryza sativa (ja 6.721764 7.267095 6.300784 6.402857 16 2.74884 2.861379 2.655531 2.678716 0.1382842 2.401796 0.18492101 12414 1.1003677 up 2.805109 2.667124 0.079577 0.016394 0.1379857 1.051736
1616539_sVvi.7372 Transcr ibed locus, moderately similar to NP_192009.1 ubiquitin family protein [Arabidopsis th 1078.876 1122.924 980.1425 963.6707 16 10.07531 10.13305 9.936848 9.912396 0.0291537 5.72786 0.05620827 8610 1.1325366 up 10.10418 9.924622 0.040822 0.01729 0.179557 1.018092
1616540_aVvi.3076 Transcr ibed locus, weakly similar to NP_849877.1 expressed protein [Arabidopsis thaliana] 119.9102 110.9352 136.6737 131.6903 16 6.905811 6.793573 7.094592 7.041006 0.0725571 3.50729 0.1099582 10954 1.1632057 down 6.849692 7.067799 0.079364 0.037891 -0.2181063 0.969141
1616541_aVvi.14865 Transcr ibed locus 3.92524 3.940149 3.814081 3.819285 16 1.972781 1.97825 1.931335 1.933303 0.0044957 14.86384 0.02926091 2544 1.0303941 up 1.975515 1.932319 0.003867 0.001391 0.0431962 1.022355
1616542_aVvi.1325 Transcr ibed locus, moderately similar to NP_174321.2 expressed protein [Arabidopsis thalian 560.6738 548.9252 605.4637 589.6412 16 9.131018 9.100466 9.241897 9.203693 0.0484382 4.376905 0.08053783 9984 1.0770265 down 9.115742 9.222796 0.021603 0.027014 -0.1070535 0.988393
1616543_aVvi.4771 Transcr ibed locus 206.5322 217.9202 281.0891 290.049 16 7.690223 7.767656 8.134884 8.180153 0.0107735 9.55633 0.03484985 5129 1.3459071 down 7.72894 8.157518 0.054754 0.03201 -0.4285785 0.947462
1616544_at 15.42814 15.77126 14.23013 13.18352 16 3.947492 3.979226 3.830876 3.720663 0.0821055 3.271216 0.12094012 11270 1.138859 up 3.963359 3.77577 0.022439 0.077932 0.1875892 1.049682



1616545_at 118.6833 119.2843 114.9018 115.454 15 6.890973 6.89826 6.844257 6.851174 0.0112791 9.336095 0.03518983 5320 1.0330433 up 6.894616 6.847715 0.005153 0.004891 0.0469006 1.006849
1616546_at 3.835707 3.761177 3.667758 3.748525 16 1.939493 1.911184 1.874898 1.906323 0.2422624 1.642154 0.29632658 13572 1.0243634 up 1.925338 1.890611 0.020017 0.022221 0.0347277 1.018369
1616547_aVvi.363 Transcr ibed locus, weakly similar to NP_197714.1 isochorismatase hydrolase family protein [A  157.1968 142.4651 224.7487 176.3446 16 7.296428 7.154465 7.812169 7.462254 0.1609683 2.180864 0.20984653 12734 1.330312 down 7.225446 7.637211 0.100383 0.247427 -0.411765 0.946084
1616548_aVvi.14726 Transcr ibed locus 3.550093 3.568786 3.450473 3.467446 16 1.827857 1.835433 1.786794 1.793873 0.0153885 7.96789 0.03938955 6485 1.0290487 up 1.831645 1.790334 0.005358 0.005006 0.0413113 1.023075
1616549_aVvi.11972 Transcr ibed locus 7.146179 7.865565 6.473601 6.819918 16 2.837172 2.975551 2.694568 2.769754 0.1574452 2.212271 0.20611137 12681 1.1283385 up 2.906361 2.732162 0.097848 0.053165 0.1741998 1.063759
1616550_at 3.78031 3.798708 3.654382 3.672015 16 1.918505 1.925509 1.869628 1.876572 0.0100157 9.91693 0.03390724 4903 1.0344808 up 1.922007 1.8731 0.004953 0.004911 0.0489068 1.02611
1616551_aVvi.3069 Transcr ibed locus 374.2596 352.8044 133.9459 124.7929 16 8.547895 8.462725 7.065507 6.963392 0.0019829 22.42367 0.02546124 1290 2.8105664 up 8.50531 7.014449 0.060225 0.072206 1.490861 1.212541
1616552_at 6.170474 6.223573 5.816914 5.794787 16 2.625381 2.637743 2.540254 2.534756 0.0051328 13.9042 0.02943507 2887 1.0673679 up 2.631562 2.537505 0.008741 0.003888 0.0940575 1.037067
1616553_s_at 4309.8 4518.049 4685.889 4259.522 16 12.07341 12.14148 12.19411 12.05648 0.8378142 0.232443 0.8594001 16184 1.0124462 down 12.10745 12.12529 0.048139 0.09732 -0.017845 0.998528
1616554_aVvi.14435 Transcr ibed locus 5.317687 5.332732 5.13653 5.15813 16 2.410799 2.414875 2.360794 2.366848 0.0054968 13.43228 0.02965942 3070 1.0345589 up 2.412837 2.363821 0.002882 0.004281 0.0490158 1.020736
1616555_s_at 4.733127 4.750444 4.536509 4.575151 16 2.242794 2.248062 2.181583 2.19382 0.0130565 8.665666 0.03699276 5858 1.0408247 up 2.245428 2.187701 0.003726 0.008653 0.057727 1.026387
1616556_aVvi.12367 Transcr ibed locus 96.4673 95.81139 95.99682 94.72331 16 6.591969 6.582126 6.584914 6.565648 0.3903489 1.087687 0.44564518 14541 1.0081888 up 6.587047 6.575281 0.00696 0.013624 0.011766 1.001789
1616557_s_at 5783.834 5619.683 4061.1 3326.638 16 12.49781 12.45627 11.98766 11.69985 0.0488771 4.355688 0.08105656 10010 1.5510975 up 12.47704 11.84375 0.029371 0.203509 0.633289 1.05347
1616558_aVvi.6192 Transcr ibed locus 6.201217 6.26708 6.026981 6.039084 16 2.632551 2.647794 2.591435 2.59433 0.025868 6.096253 0.0522548 8217 1.033322 up 2.640173 2.592883 0.010778 0.002046 0.0472899 1.018238
1616559_aVvi.7080 Transcr ibed locus, weakly similar to XP_473138.1 OSJNBb0065L13.14 [Oryza sativa (japonic 512.1151 483.8839 65.81016 73.69447 16 9.000324 8.918517 6.040238 6.203485 0.0010336 31.08 0.02259248 757 7.1480994 up 8.959421 6.121862 0.057846 0.115432 2.8375595 1.463513
1616560_aVvi.6794 Transcr ibed locus, weakly similar to XP_478841.1 putative photosystem I antenna protein [Ory 4.232948 4.254306 4.079254 4.098909 16 2.081663 2.088924 2.028305 2.03524 0.0086844 10.66072 0.03230533 4462 1.0377945 up 2.085293 2.031773 0.005134 0.004904 0.0535207 1.026342
1616561_aVvi.7148 Transcr ibed locus, strongly similar to NP_919052.1 reversibly glycosylated polypeptide [Oryz 609.2517 574.4318 950.5547 1019.427 16 9.250895 9.165992 9.892626 9.993543 0.0079606 11.14094 0.03158117 4183 1.6639845 down 9.208443 9.943085 0.060035 0.071359 -0.734642 0.926115
1616562_aVvi.15531 Transcr ibed locus 47.55189 65.62089 151.153 151.9371 16 5.571431 6.036083 7.239866 7.247331 0.0250672 6.196698 0.05129622 8112 2.7129111 down 5.803757 7.243599 0.328559 0.005279 -1.4398418 0.801226
1616563_sVvi.5515 Transcr ibed locus, moderately similar to NP_196807.2 expressed protein [Arabidopsis thalian 1007.717 1008.043 1256.803 1104.554 16 9.976874 9.977342 10.29554 10.10925 0.1367434 2.418608 0.1833479 12381 1.1690102 down 9.977108 10.2024 3.30E-04 0.13173 -0.225287 0.977918
1616564_aVvi.8098 Transcr ibed locus, moderately similar to NP_199599.1 eukaryotic peptide chain release factor 1480.409 1490.02 1791.57 1716.27 16 10.53178 10.54112 10.80701 10.74506 0.0166669 7.648752 0.04103233 6742 1.1806552 down 10.53645 10.77604 0.006601 0.043804 -0.239587 0.977767
1616565_aVvi.7352 Transcr ibed locus, moderately similar to NP_191320.1 adenylosucci nate synthetase (ADSS) 717.0019 693.1547 857.89 762.8106 16 9.485833 9.437034 9.744649 9.575181 0.1532507 2.250943 0.20154218 12623 1.14749 down 9.461433 9.659915 0.034506 0.119832 -0.198482 0.979453
1616566_aVvi.14618 Transcr ibed locus 3.203837 3.218288 3.119934 3.135049 16 1.679801 1.686294 1.641516 1.648488 0.0153178 7.986707 0.03931144 6468 1.0267218 up 1.683047 1.645002 0.004591 0.00493 0.0380454 1.023128
1616567_aVvi.12817 Transcr ibed locus 7.005643 7.034877 6.803577 6.832343 16 2.808518 2.814525 2.766294 2.77238 0.0101198 9.865049 0.03399048 4939 1.0296717 up 2.811521 2.769337 0.004248 0.004304 0.0421843 1.015233
1616568_aVvi.3571 Transcr ibed locus, weakly similar to NP_172807.1 hypothetical protein [Arabidopsis thaliana] 445.0822 365.5637 288.8188 285.6134 16 8.797928 8.513979 8.174021 8.15792 0.0748884 3.445671 0.11274008 11027 1.4044288 up 8.655953 8.16597 0.200782 0.011385 0.489983 1.060003
1616569_at 4.145275 4.146539 4.004314 4.043719 16 2.051468 2.051908 2.001555 2.015683 0.0258847 6.094206 0.0522548 8222 1.0303031 up 2.051688 2.008619 3.11E-04 0.00999 0.0430689 1.021442
1616570_at 5.401199 5.439213 5.221106 5.243423 16 2.43328 2.443398 2.384355 2.390509 0.0132609 8.597281 0.03714472 5926 1.0359157 up 2.438339 2.387432 0.007155 0.004351 0.0509068 1.021323
1616571_at 4.177414 4.213072 4.028304 4.051068 16 2.06261 2.074873 2.010172 2.018302 0.0177341 7.408987 0.04230189 6959 1.038502 up 2.068741 2.014237 0.008671 0.005749 0.0545039 1.027059
1616572_aVvi.11686 Transcr ibed locus, moderately similar to NP_193908.1 pseudouridine synthase family protein 5.71826 5.50479 5.665138 5.730216 16 2.515576 2.460687 2.502111 2.51859 0.5192335 0.775398 0.5691855 15144 1.0155199 down 2.488132 2.51035 0.038812 0.011652 -0.0222184 0.991149
1616573_aVvi.8175 Transcr ibed locus, moderately similar to XP_468556.1 putative callose synthase 1 catalytic su 161.7435 160.4124 372.437 439.3882 16 7.337564 7.325642 8.540853 8.779352 0.0079809 11.12658 0.03158401 4190 2.5114138 down 7.331603 8.660103 0.00843 0.168645 -1.3285 0.846595
1616574_aVvi.12244 Transcr ibed locus, moderately similar to NP_173562.1 2-oxoisovalerate dehydrogenase, puta 3.674718 3.717287 3.560639 3.577655 16 1.877634 1.89425 1.832136 1.839014 0.0304249 5.601388 0.0579056 8721 1.0355278 up 1.885942 1.835575 0.011749 0.004864 0.0503664 1.027439
1616575_at 63.88638 80.56181 247.5404 242.7539 16 5.997437 6.332024 7.95152 7.923351 0.0088503 10.55902 0.03257206 4510 3.4169393 down 6.164731 7.937435 0.236589 0.019919 -1.7727045 0.776665
1616576_aVvi.2155 Transcr ibed locus, weakly similar to NP_173056.2 expressed protein [Arabidopsis thaliana] 350.7787 379.7788 384.8155 360.1063 16 8.454417 8.569016 8.588023 8.492279 0.7399761 0.380829 0.7717246 15918 1.019905 down 8.511717 8.540152 0.081033 0.067701 -0.028435 0.99667
1616577_aVvi.1755 Transcr ibed locus, weakly similar to NP_567003.2 bZIP transcr iption factor family protein [Ara  7.545727 7.820911 7.13515 6.962667 16 2.91566 2.967337 2.834944 2.79964 0.0580057 3.969209 0.09244176 10416 1.0899081 up 2.941498 2.817292 0.036541 0.024964 0.1242066 1.044087
1616578_sVvi.6240 Transcr ibed locus, weakly similar to NP_195388.2 cupin family protein [Arabidopsis thaliana] 6.087889 6.124839 5.914177 5.947599 16 2.605942 2.614672 2.564178 2.572307 0.0195195 7.052363 0.04451405 7279 1.0295861 up 2.610307 2.568243 0.006173 0.005749 0.0420645 1.016379
1616579_aVvi.8242 Transcr ibed locus, moderately similar to NP_187842.1 ankyrin repeat family protein [Arabidop 350.5045 349.5965 393.7775 373.2846 16 8.453289 8.449547 8.621237 8.544132 0.0766509 3.400895 0.11486413 11077 1.0952549 down 8.451418 8.582685 0.002646 0.054521 -0.1312665 0.984706
1616580_at 1277.846 1266.558 988.8598 864.3148 16 10.3195 10.3067 9.949622 9.755413 0.0418597 4.732863 0.07236856 9602 1.3760939 up 10.3131 9.852518 0.009052 0.137327 0.460579 1.046747
1616581_aVvi.12242 Transcr ibed locus, weakly similar to NP_850381.1 phytochrome-interacting factor 4 (PIF4) / b 8.383961 8.12372 8.282281 8.201552 16 3.067632 3.022141 3.050028 3.035897 0.9429818 0.080767 0.9514423 16453 1.0013342 up 3.044886 3.042963 0.032167 0.009992 0.0019234 1.000632
1616582_aVvi.15189 Transcr ibed locus 3.575453 3.584433 3.45282 3.473445 16 1.838126 1.841745 1.787775 1.796367 0.0093522 10.26788 0.03325414 4667 1.0337335 up 1.839935 1.792071 0.002559 0.006076 0.0478643 1.026709
1616583_aVvi.10968 Transcr ibed locus, strongly similar to NP_174086.1 U2 snRNP auxiliary factor small subunit, 218.3679 218.8338 179.542 170.3737 16 7.770617 7.773692 7.488178 7.412559 0.0135483 8.503718 0.03746359 6002 1.2498769 up 7.772154 7.450368 0.002174 0.053471 0.3217859 1.043191
1616584_aVvi.9822 Transcr ibed locus, weakly similar to NP_196062.1 kelch repeat-containing protein [Arabidops 748.6077 752.2821 842.7271 918.2365 16 9.548066 9.55513 9.718922 9.842722 0.0659999 3.697108 0.10214691 10726 1.1722045 down 9.551598 9.780822 0.004995 0.08754 -0.229224 0.976564
1616585_aVvi.4557 Transcr ibed locus, weakly similar to NP_564216.1 3-oxoacyl-[acyl-carrier protein] reductase, 80.49207 83.54334 106.2866 91.96191 16 6.330775 6.384453 6.731816 6.522964 0.1294345 2.502102 0.17531784 12256 1.2056209 down 6.357614 6.62739 0.037956 0.147681 -0.2697764 0.959294
1616586_at 13.14338 13.47971 12.57769 12.37766 16 3.716264 3.752718 3.652796 3.629667 0.0496199 4.32041 0.08198535 10047 1.0667777 up 3.734491 3.641231 0.025777 0.016354 0.0932596 1.025612
1616587_at 84.73546 87.58367 88.21352 83.90726 16 6.404894 6.452591 6.462928 6.390724 0.9687005 0.044287 0.97327316 16523 1.0013292 up 6.428742 6.426826 0.033727 0.051056 0.0019164 1.000298
1616588_aVvi.1762 Transcr ibed locus, moderately similar to NP_850072.1 haloacid dehalogenase-like hydrolase 111.7257 117.6628 243.1835 225.575 16 6.803817 6.878513 7.925901 7.817463 0.0040569 15.65238 0.02864669 2343 2.0427556 down 6.841166 7.871682 0.052818 0.076678 -1.0305165 0.869086
1616589_aVvi.14930 Transcr ibed locus 3.097637 3.110716 3.013309 3.0307 16 1.631168 1.637247 1.591349 1.599651 0.0172115 7.523623 0.04164179 6861 1.0271932 up 1.634207 1.5955 0.004298 0.005871 0.0387076 1.02426
1616591_aVvi.5442 Transcr ibed locus 3.284679 3.288371 3.203627 3.209634 16 1.715752 1.717373 1.679706 1.682409 0.0019636 22.53346 0.02541744 1280 1.0249157 up 1.716563 1.681058 0.001146 0.001911 0.0355052 1.021121
1616593_aVvi.6751 Transcr ibed locus, moderately similar to NP_564063.1 nucleosome assembly protein (NAP) f 1658.202 1852.672 2563.646 2596.894 16 10.6954 10.85539 11.32398 11.34257 0.0202085 6.927419 0.04523974 7415 1.4721029 down 10.7754 11.33328 0.113128 0.013145 -0.557879 0.950775
1616595_aVvi.5558 Transcr ibed locus, moderately similar to NP_850222.1 tRNA synthetase class I (W and Y) fam   1549.799 1338.164 2189.684 2220.407 16 10.59787 10.38604 11.09651 11.11661 0.0286812 5.776969 0.05556179 8569 1.5311397 down 10.49195 11.10656 0.149784 0.014214 -0.614606 0.944663
1616597_aVvi.12072 Transcr ibed locus 9.151908 9.222513 8.668105 8.630677 16 3.194073 3.20516 3.115717 3.109474 0.0053025 13.67812 0.02950386 2979 1.0621746 up 3.199616 3.112595 0.00784 0.004414 0.0870209 1.027958
1616599_aVvi.1275 Transcr ibed locus 4.407543 4.418006 4.233779 4.253672 16 2.139975 2.143395 2.081946 2.088709 0.0044904 14.87277 0.02926091 2541 1.039837 up 2.141685 2.085328 0.002419 0.004782 0.0563574 1.027026
1616601_aVvi.165 Transcr ibed locus, moderately similar to XP_470338.1 putative RNA binding protein [Oryza s 4953.629 5107.675 5442.613 5343.487 16 12.27427 12.31845 12.41008 12.38357 0.0599181 3.899344 0.09472109 10501 1.0721182 down 12.29636 12.39682 0.031241 0.018752 -0.100464 0.991896
1616603_aVvi.10608 Transcr ibed locus, weakly similar to NP_199894.1 mitochondrial import inner membrane trans 1153.673 1171.737 1898.739 1848.137 16 10.17202 10.19443 10.89083 10.85186 0.0010654 30.61271 0.02259248 778 1.6111782 down 10.18323 10.87134 0.015849 0.027556 -0.688116 0.936704
1616605_aVvi.1357 Transcr ibed locus, moderately similar to XP_470215.1 Putative cell death suppressor protein  424.2238 402.6007 168.7638 191.0178 16 8.728682 8.653206 7.398861 7.577563 0.0064407 12.40013 0.03043817 3512 2.30175 up 8.690944 7.488213 0.053369 0.126361 1.2027314 1.160617
1616607_aVvi.15599 Transcr ibed locus 4.737978 4.760607 4.541475 4.610398 16 2.244271 2.251146 2.183161 2.204891 0.0422297 4.710711 0.07275461 9635 1.0379107 up 2.247708 2.194026 0.004861 0.015366 0.0536823 1.024467
1616609_aVvi.876 Transcr ibed locus, weakly similar to NP_568614.1 expressed protein [Arabidopsis thaliana] 1002.347 946.2152 1225.427 1119.879 16 9.969167 9.886024 10.25907 10.12913 0.0745236 3.455129 0.11235392 11011 1.202888 down 9.927595 10.1941 0.05879 0.091883 -0.2665025 0.973857
1616611_aVvi.10863 Transcr ibed locus, weakly similar to NP_565552.1 protein kinase family protein [Arabidopsis t 5.936135 5.972385 5.845865 10.26129 16 2.569524 2.578307 2.547416 3.35914 0.4486346 0.934655 0.5023763 14825 1.3007671 down 2.573916 2.953278 0.006211 0.573975 -0.3793625 0.871545
1616613_aVvi.3310 Transcr ibed locus, weakly similar to NP_567248.1 expressed protein [Arabidopsis thaliana] 925.8742 808.1385 278.2231 250.99 16 9.854672 9.658459 8.120098 7.971486 0.0051353 13.90076 0.02943507 2890 3.2733626 up 9.756565 8.045792 0.138744 0.105085 1.710773 1.21263
1616615_aVvi.8623 Transcr ibed locus, moderately similar to NP_566006.1 dihydrodipicolinate reductase family pr  412.5102 429.3742 661.9576 660.5139 16 8.688286 8.746092 9.370595 9.367445 0.0019662 22.51896 0.02541744 1282 1.5711616 down 8.717189 9.36902 0.040875 0.002227 -0.651831 0.930427
1616617_aVvi.90 SCUTL2 795.7521 849.9834 1908.075 1787.366 16 9.636175 9.731291 10.8979 10.80362 0.0032762 17.4279 0.02783547 1943 2.245487 down 9.683733 10.85076 0.067257 0.066668 -1.167028 0.892447
1616619_aVvi.10899 Transcr ibed locus, weakly similar to NP_197295.1 MA3 domain-containing protein [Arabidops 216.8477 164.9903 185.4243 202.5786 16 7.760538 7.366238 7.534687 7.662337 0.8809988 0.169498 0.8977071 16292 1.0246447 down 7.563388 7.598512 0.278813 0.090263 -0.0351237 0.995378
1616621_at 8.919295 9.081693 9.247371 8.50941 16 3.15693 3.182961 3.209043 3.089059 0.7660067 0.340366 0.7956731 15982 1.0145882 up 3.169946 3.149051 0.018407 0.084842 0.0208943 1.006635
1616623_aVvi.14674 Transcr ibed locus 1623.297 1987.792 2117.916 1960.876 16 10.66471 10.95695 11.04843 10.93728 0.364388 1.164354 0.42022574 14395 1.1344751 down 10.81083 10.99286 0.206645 0.078593 -0.182025 0.983442
1616625_at 4.564571 4.585394 4.377763 4.389488 16 2.190479 2.197046 2.130194 2.134053 0.0037953 16.1859 0.02824424 2229 1.0436507 up 2.193763 2.132124 0.004643 0.002729 0.061639 1.02891
1616627_aVvi.2341 Transcr ibed locus 11.8156 8.689443 8.32151 8.352211 16 3.562621 3.119264 3.056845 3.062158 0.3319937 1.269497 0.3881521 14199 1.2154081 up 3.340943 3.059502 0.313501 0.003757 0.2814406 1.091989
1616628_at 10.65838 10.75285 18.65477 9.627597 16 3.413916 3.426647 4.221473 3.267176 0.5671445 0.679063 0.6130034 15359 1.2518336 down 3.420281 3.744324 0.009002 0.67479 -0.3240428 0.913458
1616630_aVvi.6733 Transcr ibed locus, strongly similar to NP_195500.1 phosphoenolpyruvate carboxykinase [ATP 1761.29 1893.582 1010.379 934.6846 16 10.78242 10.8869 9.980681 9.868336 0.0070291 11.86455 0.03087309 3778 1.8792416 up 10.83466 9.924509 0.073882 0.07944 0.910151 1.091707
1616632_at 11.90275 12.04483 12.16271 11.65123 16 3.573223 3.590343 3.604392 3.54241 0.8187197 0.260688 0.842834 16126 1.0058266 up 3.581783 3.573401 0.012106 0.043828 0.0083816 1.002346
1616634_x_at 291.5667 309.725 196.483 191.1993 16 8.187682 8.274844 7.618261 7.578934 0.0056627 13.23241 0.02979867 3153 1.5504271 up 8.231263 7.598598 0.061633 0.027809 0.6326655 1.083261
1616636_aVvi.11000 Transcr ibed locus 4512.635 4373.412 4495.072 4083.551 16 12.13975 12.09454 12.13413 11.99561 0.5475071 0.717588 0.59518814 15271 1.0369027 up 12.11715 12.06487 0.031969 0.097949 0.05228 1.004333
1616638_aVvi.10433 Transcr ibed locus, weakly similar to NP_190576.1 cyclin family protein [Arabidopsis thaliana] 18.93671 17.92587 187.1982 173.2742 16 4.243114 4.163971 7.548422 7.436913 4.32E-04 48.10766 0.01871624 378 9.775191 down 4.203543 7.492668 0.055962 0.078849 -3.289125 0.561021
1616640_sVvi.7966 Transcr ibed locus, moderately similar to NP_565204.1 expressed protein [Arabidopsis thalian 365.6038 384.6487 449.1128 387.4819 16 8.514137 8.587398 8.810934 8.597985 0.3055364 1.36495 0.36103314 14049 1.1124128 down 8.550768 8.70446 0.051803 0.150578 -0.153692 0.982343
1616642_aVvi.1982 Transcr ibed locus, moderately similar to NP_174499.1 glycerol-3-phosphate acyltransferase, 46.51457 51.09784 37.84048 26.43302 16 5.539611 5.67519 5.241859 4.724269 0.1447735 2.333744 0.19197524 12519 1.5415025 up 5.607401 4.983064 0.095869 0.365991 0.6243373 1.125292
1616644_at 1001.052 919.1967 843.499 824.3389 16 9.967301 9.84423 9.720243 9.687094 0.086701 3.171207 0.12633052 11393 1.1503692 up 9.905766 9.703669 0.087025 0.02344 0.202097 1.020827
1616646_aVvi.1685 Transcr ibed locus, weakly similar to XP_493879.1 putative RING-H2 finger protein [Oryza sa 499.2469 459.2348 475.8791 502.8844 16 8.96361 8.843088 8.894451 8.974083 0.7102888 0.428072 0.74459904 15836 1.0216621 down 8.903349 8.934267 0.085222 0.056308 -0.030918 0.996539
1616648_aVvi.2421 Transcr ibed locus, moderately similar to XP_467097.1 putative GTP-binding protein YPTM2 1654.199 1640.72 2091.897 2103.178 16 10.69192 10.68011 11.0306 11.03836 4.11E-04 49.33504 0.01871624 356 1.273201 down 10.68602 11.03448 0.008347 0.005487 -0.34846 0.968421
1616650_at 6.315363 6.40018 5.894086 5.901067 16 2.658866 2.678113 2.559268 2.560976 0.0078548 11.2166 0.0314613 4139 1.0780075 up 2.668489 2.560122 0.01361 0.001207 0.1083672 1.042329
1616651_at 222.434 239.6502 290.7076 325.5706 16 7.797234 7.904786 8.183425 8.346827 0.0515136 4.23386 0.08449208 10121 1.332481 down 7.85101 8.265125 0.076051 0.115542 -0.4141147 0.949896
1616652_aVvi.8002 Transcr ibed locus, moderately similar to NP_191007.1 expressed protein [Arabidopsis thalian 151.3737 143.6646 304.1717 312.9096 16 7.241972 7.16656 8.248742 8.289602 0.0016178 24.8318 0.02492374 1073 2.092035 down 7.204266 8.269173 0.053324 0.028893 -1.0649074 0.87122
1616653_aVvi.8028 Transcr ibed locus, moderately similar to NP_199900.1 ubiquitin-conjugating enzyme, putative 320.4375 266.4113 377.7824 331.6498 16 8.323899 8.057511 8.561412 8.373517 0.2316073 1.697981 0.28526926 13478 1.2114704 down 8.190705 8.467464 0.188365 0.132862 -0.276759 0.967315
1616654_x_at 558.1935 542.954 418.9406 348.0435 16 9.124621 9.084686 8.710602 8.443124 0.0598112 3.903163 0.09459715 10496 1.441721 up 9.104654 8.576862 0.028238 0.189136 0.527792 1.061537
1616655_aVvi.9127 Transcr ibed locus, weakly similar to NP_191512.1 strictosidine synthase family protein [Arabi 5.822577 5.851364 5.663143 5.635036 16 2.541658 2.548773 2.501603 2.494425 0.0112691 9.340287 0.03518368 5316 1.0332586 up 2.545215 2.498014 0.005031 0.005076 0.0472014 1.018896
1616656_aVvi.15040 Transcr ibed locus 3.837954 3.850638 3.708708 3.729433 16 1.940338 1.945098 1.890917 1.898956 0.0094243 10.22795 0.03329499 4696 1.0336738 up 1.942718 1.894937 0.003366 0.005685 0.047781 1.025215
1616657_aVvi.1996 Transcr ibed locus, moderately similar to NP_172360.1 superoxide dismutase [Cu-Zn] (SODC       3567.063 3416.445 4307.98 4138.695 16 11.80052 11.73828 12.0728 12.01496 0.0231273 6.461027 0.04877332 7871 1.2095547 down 11.7694 12.04388 0.04401 0.040897 -0.274476 0.97721
1616658_aVvi.8635 Transcr ibed locus 566.9855 542.8898 487.7878 434.6919 16 9.147168 9.084516 8.93011 8.763849 0.0940304 3.026471 0.13489094 11572 1.2048577 up 9.115842 8.846979 0.044302 0.117564 0.268863 1.03039
1616659_aVvi.1198 Transcr ibed locus, moderately similar to NP_849951.1 serine-glyoxylate aminotransferase-re 2030.801 2013.743 376.8613 413.9508 16 10.98783 10.97566 8.55789 8.693316 8.32E-04 34.65654 0.0221369 620 5.120007 up 10.98175 8.625603 0.008605 0.09576 2.356146 1.273157
1616660_s_at 3466.683 3566.603 3059.564 4110.696 16 11.75934 11.80034 11.57911 12.00517 0.9593918 0.057476 0.9652056 16501 1.0085624 down 11.77984 11.79214 0.028988 0.301267 -0.0123 0.998957
1616661_aVvi.9455 Transcr ibed locus, weakly similar to NP_188858.1 calmodulin-binding family protein [Arabido 71.02935 67.70608 96.2319 80.86967 16 6.150343 6.081214 6.588443 6.337527 0.1164436 2.668101 0.16095215 12010 1.2720956 down 6.115778 6.462985 0.048882 0.177425 -0.347207 0.946278
1616662_aVvi.6618 Transcr ibed locus, moderately similar to NP_188931.1 calcium-transporting ATPase, plasma       5.72232 5.746328 5.547809 5.503289 16 2.5166 2.522641 2.471918 2.460294 0.0146523 8.170225 0.03871049 6283 1.03779 up 2.51962 2.466106 0.004271 0.008219 0.0535144 1.0217
1616663_s_at 45.1395 45.79878 43.61026 47.49525 16 5.496318 5.517237 5.446596 5.569711 0.9844227 0.022032 0.9870387 16557 1.000954 down 5.506778 5.508153 0.014792 0.087056 -0.0013754 0.99975
1616664_aVvi.15073 Transcr ibed locus 3.76472 3.783737 3.653796 3.676754 16 1.912543 1.919812 1.869396 1.878433 0.0183101 7.28829 0.04306956 7057 1.0297277 up 1.916177 1.873914 0.00514 0.00639 0.0422629 1.022553
1616665_aVvi.4410 Transcr ibed locus 7.347165 7.437488 6.925448 6.894817 16 2.877188 2.894815 2.791907 2.785512 0.0091596 10.37674 0.03293699 4614 1.0697635 up 2.886002 2.78871 0.012465 0.004522 0.097292 1.034888
1616666_aVvi.5191 Transcr ibed locus, moderately similar to XP_480473.1 putative Aconitate hydratase [Oryza sa 6.328439 6.367775 6.025194 6.091909 16 2.66185 2.67079 2.591008 2.606894 0.0178167 7.391314 0.04240764 6974 1.0478039 up 2.66632 2.598951 0.006321 0.011233 0.0673687 1.025921
1616667_aVvi.7108 Transcr ibed locus, weakly similar to NP_201325.1 ribosomal protein L29 family protein [Arabi  477.9067 503.1933 330.8591 329.1606 16 8.900585 8.974969 8.370073 8.362648 0.0042513 15.28803 0.02896383 2433 1.4859812 up 8.937777 8.366361 0.052597 0.00525 0.571416 1.068299
1616668_aVvi.5875 Transcr ibed locus, weakly similar to NP_176419.2 aspartyl protease family protein [Arabidops 5.392689 5.445244 5.185813 5.136858 16 2.431005 2.444997 2.37457 2.360886 0.0188444 7.181294 0.04369474 7159 1.049915 up 2.438001 2.367728 0.009894 0.009676 0.0702725 1.029679
1616669_aVvi.9434 Transcr ibed locus, moderately similar to XP_468492.1 putative dTDP-4-dehydrorhamnose red 590.6425 602.9092 868.3797 827.2512 16 9.206141 9.235797 9.762182 9.692182 0.0055913 13.31731 0.02975216 3119 1.4203172 down 9.220969 9.727182 0.02097 0.049498 -0.506213 0.947959
1616670_aVvi.2035 Transcr ibed locus, weakly similar to NP_567808.1 protein phosphatase 2C, putative / PP2C, p 390.9806 327.4637 282.5508 334.0446 16 8.610953 8.355191 8.142366 8.383897 0.3376047 1.250434 0.3938801 14229 1.1646852 up 8.483072 8.263132 0.180851 0.170788 0.21994 1.026617
1616671_aVvi.10751 Transcr ibed locus, moderately similar to NP_566858.1 expressed protein [Arabidopsis thalian 190.6583 190.8234 181.1332 170.8786 16 7.574845 7.576095 7.500907 7.416828 0.1091405 2.773331 0.15258577 11873 1.0841789 up 7.57547 7.458867 8.83E-04 0.059453 0.116603 1.015633
1616672_aVvi.12704 Transcr ibed locus, moderately similar to XP_469892.1 putative chloroplast thylakoidal process      101.7465 121.3196 93.53126 91.96063 16 6.668836 6.922669 6.547377 6.522944 0.1776702 2.043809 0.22779211 12948 1.1979702 up 6.795752 6.53516 0.179487 0.017277 0.260592 1.039875
1616673_at 43.52679 54.41427 55.14278 47.44951 16 5.443832 5.765913 5.7851 5.568321 0.7468437 0.370072 0.7783001 15930 1.0510548 down 5.604873 5.676711 0.227746 0.153286 -0.0718379 0.987345
1616674_at 625.5368 614.891 563.3196 501.1909 16 9.288951 9.264187 9.13781 8.969216 0.1201648 2.617989 0.16510604 12082 1.167204 up 9.276569 9.053513 0.017511 0.119214 0.223056 1.024638
1616675_aVvi.9963 Transcr ibed locus, weakly similar to NP_179306.2 RWP-RK domain-containing protein [Arab 20.24107 28.03891 28.29166 37.13208 16 4.339213 4.809359 4.822305 5.214594 0.2839285 1.450772 0.33963406 13878 1.3605254 down 4.574286 5.01845 0.332443 0.277391 -0.444164 0.911494
1616676_aVvi.2622 Transcr ibed locus 272.8728 291.9849 204.2581 161.5201 16 8.092085 8.18975 7.674249 7.33557 0.0689402 3.608764 0.10573059 10824 1.5540224 up 8.140917 7.50491 0.069059 0.239482 0.6360075 1.084746
1616677_aVvi.15344 Transcr ibed locus 5.965837 6.014319 5.670152 5.605218 16 2.576725 2.588401 2.503388 2.486771 0.0132069 8.615171 0.03712028 5903 1.0625155 up 2.582563 2.495079 0.008257 0.01175 0.087484 1.035063
1616678_at 12.03635 12.19208 10.53944 10.1566 16 3.589326 3.607873 3.397726 3.344346 0.0150692 8.05383 0.03897482 6418 1.1708556 up 3.598599 3.371036 0.013115 0.037746 0.2275632 1.067505
1616679_aVvi.2070 Transcr ibed locus, moderately similar to NP_566995.1 mevalonate diphosphate decarboxylase 821.1812 768.5578 919.8318 1027.17 16 9.681557 9.58601 9.845226 10.00446 0.0884688 3.134734 0.12846667 11432 1.2235385 down 9.633783 9.924843 0.067562 0.112595 -0.29106 0.970674
1616680_at 78.73302 76.55976 54.08909 106.8819 8 6.298897 6.258515 5.757266 6.739873 0.9567031 0.061288 0.9632594 16488 1.0211085 up 6.278706 6.24857 0.028554 0.694809 0.0301361 1.004823
1616681_at 6.846078 6.865648 6.579364 6.596666 16 2.775278 2.779396 2.717948 2.721737 0.0023599 20.54878 0.02616672 1494 1.0406567 up 2.777337 2.719843 0.002912 0.002679 0.0574941 1.021139
1616682_aVvi.9227 Transcr ibed locus, moderately similar to NP_193537.2 dehydration-responsive family protein 872.7937 836.4755 1805.973 1739.554 16 9.769497 9.708179 10.81856 10.7645 0.0015041 25.7556 0.02465859 1011 2.0743976 down 9.738838 10.79153 0.043358 0.038226 -1.052693 0.902452
1616683_at 2.81608 2.829551 2.743575 2.755665 16 1.493688 1.500573 1.456057 1.4624 0.0149125 8.097008 0.03885992 6364 1.0266198 up 1.497131 1.459229 0.004869 0.004486 0.037902 1.025974
1616684_aVvi.310 Transcr ibed locus, moderately similar to NP_566182.1 zinc finger (C2H2 type) family protein 9433.647 9331.633 9324.592 10862.63 16 13.2036 13.18792 13.18683 13.40709 0.4561236 0.916574 0.50952524 14861 1.072664 down 13.19576 13.29696 0.01109 0.155748 -0.101198 0.992389
1616685_aVvi.10174 Transcr ibed locus, weakly similar to NP_186817.1 expressed protein [Arabidopsis thaliana] 3.548651 3.564771 3.448187 3.451972 16 1.827271 1.833809 1.785838 1.787421 0.005817 13.05412 0.03002726 3215 1.0309044 up 1.83054 1.786629 0.004624 0.001119 0.0439107 1.024577
1616686_aVvi.10562 Transcr ibed locus 145.8682 136.4653 14.58101 10.31367 16 7.188521 7.092391 3.866019 3.366486 0.0051685 13.85578 0.02947674 2910 11.505117 up 7.140456 3.616252 0.067975 0.353223 3.5242036 1.974546
1616687_aVvi.15705 Transcr ibed locus 15.91169 16.03817 15.33761 15.50368 16 3.992015 4.003438 3.939001 3.954538 0.0339903 5.284771 0.06239574 9043 1.0359517 up 3.997726 3.94677 0.008077 0.010987 0.0509567 1.012911
1616688_sVvi.8090 Transcr ibed locus, strongly similar to NP_051109.1 NADH dehydrogenase subunit 4 [Arabid 6245.584 6056.018 5160.195 5951.359 16 12.60862 12.56415 12.33321 12.539 0.2895818 1.427553 0.3452274 13925 1.1097856 up 12.58639 12.43611 0.031443 0.145518 0.150281 1.012084
1616689_aVvi.965 Transcr ibed locus, strongly similar to XP_472410.1 OJ000126_13.9 [Oryza sativa (japonica c 10142.94 9838.425 13224.71 12570.38 16 13.30819 13.26421 13.69095 13.61774 0.0131878 8.62154 0.03712028 5894 1.2906922 down 13.2862 13.65435 0.031096 0.051766 -0.368145 0.973038
1616690_aVvi.5379 Transcr ibed locus 197.4734 202.8927 166.3036 160.6699 16 7.625515 7.664573 7.377675 7.327956 0.0115014 9.243857 0.03544051 5384 1.2245301 up 7.645044 7.352816 0.027619 0.035157 0.2922284 1.039744
1616691_aVvi.15154 Transcr ibed locus 513.817 566.9852 786.4474 762.9896 16 9.005111 9.147167 9.619206 9.57552 0.0197269 7.014077 0.0447256 7321 1.4351714 down 9.076139 9.597363 0.100449 0.030891 -0.5212235 0.945691
1616692_aVvi.15655 Transcr ibed locus 3.992269 4.013842 3.859686 3.891487 16 1.997209 2.004984 1.948484 1.960322 0.0222356 6.593827 0.04764525 7747 1.032895 up 2.001096 1.954403 0.005498 0.008371 0.0466935 1.023891
1616693_aVvi.15497 Transcr ibed locus 706.2415 706.4232 890.6387 849.1337 16 9.464018 9.464389 9.798697 9.729848 0.0129071 8.716646 0.03683402 5815 1.231204 down 9.464203 9.764273 2.62E-04 0.048683 -0.30007 0.969269
1616694_aVvi.2286 Transcr ibed locus, moderately similar to NP_188788.1 two-component phosphorelay mediator 332.5649 250.8115 394.3318 388.3651 16 8.377492 7.97046 8.623266 8.60127 0.1644825 2.150461 0.21375643 12774 1.3549997 down 8.173976 8.612268 0.287815 0.015554 -0.438292 0.949108
1616695_sVvi.7397 Transcr ibed locus, moderately similar to NP_192902.1 osmotin-like protein (OSM34) [Arabid 34814.91 35257.38 27427.89 28863.74 16 15.08742 15.10564 14.74336 14.81697 0.0140631 8.343347 0.03805563 6134 1.2451886 up 15.09653 14.78016 0.012883 0.052054 0.316364 1.021405
1616696_aVvi.2960 Transcr ibed locus 6.067655 6.099705 5.892991 5.920221 16 2.601139 2.608739 2.559 2.565651 0.0137533 8.438801 0.03764673 6064 1.0299782 up 2.604939 2.562326 0.005374 0.004703 0.0426137 1.016631
1616697_at 7.668948 7.50178 6.984293 7.074332 16 2.939029 2.907233 2.804114 2.822594 0.0269294 5.970004 0.05340207 8371 1.0790614 up 2.923131 2.813354 0.022483 0.013067 0.109777 1.03902
1616698_at 7032.679 7342.615 6347.699 6879.172 16 12.77986 12.84208 12.63202 12.74802 0.2075032 1.837685 0.2597427 13262 1.0874512 up 12.81097 12.69002 0.043996 0.082025 0.12095 1.009531
1616699_aVvi.15709 Transcr ibed locus 4.373714 4.397531 4.260217 4.28146 16 2.128859 2.136694 2.090927 2.098103 0.0187367 7.202497 0.04352406 7146 1.0268756 up 2.132776 2.094515 0.00554 0.005074 0.0382615 1.018267
1616700_aVvi.8045 Transcr ibed locus, moderately similar to NP_566865.2 sucrose synthase, putative / sucrose-U 4.566029 4.593031 4.38109 4.378883 16 2.19094 2.199447 2.13129 2.130563 0.0043832 15.05475 0.02920871 2486 1.0455536 up 2.195193 2.130926 0.006015 5.14E-04 0.0642669 1.030159
1616701_aVvi.758 Transcr ibed locus 4.569872 4.567364 4.662679 4.394216 16 2.192154 2.191362 2.221159 2.135606 0.7841228 0.312669 0.81159645 16039 1.0093142 up 2.191758 2.178382 5.60E-04 0.060495 0.0133753 1.00614
1616702_aVvi.1644 Transcr ibed locus, strongly similar to NP_051051.1 RNA polymerase beta chain [Arabidopsis 46.02593 43.96007 59.56055 65.05428 16 5.524375 5.458122 5.896285 6.023572 0.0226426 6.532256 0.04818144 7801 1.3838431 down 5.491248 5.959929 0.046848 0.090005 -0.4686805 0.921361
1616703_aVvi.1473 Transcr ibed locus, weakly similar to NP_174170.1 glutaredoxin family protein [Arabidopsis tha 904.1321 1077.774 682.049 559.8375 16 9.82039 10.07384 9.413732 9.128864 0.0711871 3.544847 0.10831714 10910 1.5975018 up 9.947115 9.271297 0.179216 0.201432 0.675818 1.072894
1616704_aVvi.10065 Transcr ibed locus, moderately similar to NP_194417.2 aspartyl-tRNA synthetase, putative / as 2927.043 2772.542 3651.676 3786.532 16 11.51523 11.43699 11.83434 11.88666 0.0146585 8.168444 0.03871548 6284 1.3053102 down 11.47611 11.8605 0.05532 0.036995 -0.384393 0.96759
1616705_aVvi.3418 Transcr ibed locus, moderately similar to NP_173590.1 8-oxoguanine-DNA glycosylase (OGG 7.207365 7.278492 7.010442 7.037438 16 2.849472 2.86364 2.809506 2.81505 0.0282709 5.820584 0.0550559 8522 1.0311669 up 2.856556 2.812278 0.010018 0.003921 0.0442779 1.015744
1616706_aVvi.1588 Transcr ibed locus, moderately similar to NP_172691.1 stress- inducible protein, putative [Arab 2052.704 2065.188 2131.055 2077.198 16 11.00331 11.01206 11.05735 11.02042 0.2418164 1.644426 0.29591182 13566 1.021864 down 11.00768 11.03889 0.006185 0.026113 -0.031203 0.997173
1616707_aVvi.15385 Transcr ibed locus 3.546425 3.560494 3.442117 3.459424 16 1.826366 1.832077 1.783296 1.790532 0.011662 9.178862 0.03557093 5442 1.0297596 up 1.829222 1.786914 0.004039 0.005116 0.0423076 1.023676
1616708_at 5.753868 5.791812 5.448592 5.420648 16 2.524532 2.534015 2.445884 2.438465 0.0047429 14.46864 0.02932456 2675 1.0622319 up 2.529273 2.442174 0.006705 0.005245 0.0870989 1.035664
1616709_s_at 827.5837 1112.26 1106.624 1070.63 16 9.692761 10.11928 10.11195 10.06424 0.4855207 0.848491 0.5373379 15000 1.1345156 down 9.90602 10.0881 0.301593 0.033732 -0.182077 0.981951
1616710_at 6.344179 9.409366 54.99 49.41274 16 2.665433 3.234098 5.781098 5.626811 0.0112495 9.348548 0.03517229 5309 6.7467327 down 2.949766 5.703955 0.402106 0.109097 -2.754189 0.517144
1616711_aVvi.5910 Transcr ibed locus, weakly similar to NP_850009.1 disease resistance-responsive protein-rela 3.168082 3.182862 3.08282 3.096809 16 1.66361 1.670325 1.624251 1.630782 0.0138039 8.42299 0.03764948 6086 1.0277224 up 1.666967 1.627517 0.004748 0.004618 0.0394506 1.02424
1616712_aVvi.722 Transcr ibed locus, moderately similar to NP_177545.1 60S ribosomal protein L6 (RPL6C) [A  8346.053 8263.455 10498.62 11545.21 16 13.02688 13.01253 13.35791 13.49501 0.0275307 5.901705 0.05407761 8451 1.325701 down 13.0197 13.42646 0.010146 0.09694 -0.406755 0.969705
1616713_aVvi.3572 Transcr ibed locus 8.705483 8.824371 8.141598 8.180751 16 3.121924 3.141494 3.025312 3.032233 0.0100132 9.918197 0.03390677 4901 1.0739572 up 3.131709 3.028773 0.013837 0.004894 0.1029364 1.033986
1616714_aVvi.2524 Transcr ibed locus, moderately similar to XP_453850.1 unnamed protein product [Kluyveromyc 2.518016 2.536077 2.449092 2.462927 16 1.332287 1.342599 1.292247 1.300374 0.0245367 6.265895 0.05063502 8044 1.0289214 up 1.337443 1.29631 0.007291 0.005747 0.0411327 1.031731
1616715_aVvi.4093 Transcr ibed locus 3.041866 3.053159 2.957603 2.971483 16 1.604957 1.610303 1.564428 1.571183 0.0114968 9.245751 0.03544051 5382 1.0279884 up 1.60763 1.567806 0.00378 0.004777 0.039824 1.025401
1616716_x_at 4.267779 4.292768 4.099672 4.110924 16 2.093486 2.101908 2.035508 2.039463 0.0059173 12.9421 0.03008822 3261 1.0426184 up 2.097697 2.037486 0.005956 0.002796 0.0602112 1.029552
1616717_aVvi.6424 Transcr ibed locus, moderately similar to NP_171920.1 auxin-responsive protein / indoleacetic     6.202768 6.307166 6.022122 6.033404 16 2.632912 2.656992 2.590272 2.592972 0.0479296 4.401843 0.07992435 9955 1.0376573 up 2.644952 2.591622 0.017027 0.001909 0.05333 1.020578
1616718_aVvi.9291 Transcr ibed locus 387.6213 483.114 496.422 389.9717 16 8.598504 8.91622 8.955423 8.607225 0.9282916 0.101673 0.93909556 16410 1.016748 down 8.757362 8.781324 0.224659 0.246213 -0.023962 0.997271
1616719_at 3.299469 3.314904 3.213317 3.226689 16 1.722234 1.728967 1.684063 1.690054 0.0133973 8.552491 0.03729725 5962 1.027075 up 1.725601 1.687059 0.004761 0.004236 0.0385417 1.022845
1616720_aVvi.1475 Transcr ibed locus, moderately similar to NP_190752.1 short-chain acyl-CoA oxidase [Arabido 1039.247 1010.504 916.4034 885.1041 16 10.02132 9.980859 9.839839 9.789703 0.0286157 5.783868 0.05549971 8559 1.1378571 up 10.00109 9.814772 0.028612 0.035451 0.186319 1.018984
1616721_at 230.617 298.3 817.4036 900.1437 16 7.849355 8.22062 9.674905 9.814012 0.0131821 8.623449 0.03712028 5891 3.2704082 down 8.034987 9.744458 0.262524 0.098363 -1.709471 0.82457
1616722_aVvi.7955 Transcr ibed locus, strongly similar to NP_564182.1 expressed protein [Arabidopsis thaliana] 2075.668 2038.808 366.3908 460.0524 16 11.01936 10.99351 8.51724 8.845655 0.0049816 14.11519 0.02943507 2801 5.0106173 up 11.00644 8.681447 0.018278 0.232224 2.324988 1.267811
1616723_aVvi.9179 Transcr ibed locus, weakly similar to NP_197207.1 UDP-glucoronosyl/UDP-glucosyl transfer 3.800045 3.798518 3.695335 3.703878 16 1.926017 1.925437 1.885705 1.889036 0.0019375 22.68561 0.02532748 1269 1.0269428 up 1.925727 1.887371 4.10E-04 0.002356 0.038356 1.020322
1616724_aVvi.11675 Transcr ibed locus, moderately similar to NP_174756.1 expressed protein [Arabidopsis thalian 78.63512 79.27877 76.27423 92.76417 16 6.297102 6.308863 6.253124 6.535495 0.5843459 0.646299 0.62852675 15434 1.0653502 down 6.302982 6.39431 0.008316 0.199666 -0.0913277 0.985717
1616725_aVvi.14322 Transcr ibed locus 8.070045 7.949442 7.718727 7.753861 16 3.012577 2.990854 2.948363 2.954915 0.0476847 4.41399 0.07962797 9941 1.0353198 up 3.001715 2.951639 0.015361 0.004633 0.0500765 1.016966
1616726_aVvi.2201 Transcr ibed locus, moderately similar to NP_565372.1 expressed protein [Arabidopsis thalian 566.1807 551.8434 716.7025 662.3432 16 9.145119 9.108115 9.48523 9.371435 0.0371457 5.042866 0.06637525 9290 1.2326095 down 9.126617 9.428333 0.026165 0.080465 -0.301716 0.967999
1616727_at 7.054674 7.069378 6.675915 6.697495 16 2.818579 2.821583 2.738966 2.743622 0.0012342 28.4384 0.02331889 876 1.0561303 up 2.820081 2.741293 0.002124 0.003292 0.0787878 1.028741
1616728_at 10.88306 10.67731 10.24634 10.22344 16 3.444013 3.416476 3.357037 3.353808 0.0326556 5.39731 0.06078109 8918 1.0532309 up 3.430244 3.355423 0.019472 0.002283 0.0748217 1.022299
1616729_aVvi.5360 Transcr ibed locus, weakly similar to NP_198817.1 AAA-type ATPase family protein [Arabidop 1068.806 1076.393 2042.319 2205.222 16 10.06179 10.07199 10.99599 11.10671 0.0031737 17.70855 0.02773125 1899 1.9785776 down 10.06689 11.05135 0.007216 0.078288 -0.984464 0.910919
1616730_aVvi.14906 Transcr ibed locus 3.177609 3.190916 3.087192 3.102257 16 1.667942 1.673971 1.626295 1.633318 0.0124131 8.891742 0.03637724 5664 1.0289333 up 1.670956 1.629807 0.004263 0.004966 0.0411493 1.025248
1616731_aVvi.7850 Transcr ibed locus, weakly similar to NP_189308.1 light responsive protein-related [Arabidops 5.140554 5.298341 4.965951 4.948204 16 2.361924 2.405541 2.31207 2.306905 0.0774618 3.38079 0.11572215 11112 1.0528097 up 2.383732 2.309488 0.030842 0.003652 0.0742447 1.032148
1616732_aVvi.5528 Transcr ibed locus, weakly similar to NP_565908.1 ACT domain-containing protein [Arabidops  5.773486 5.962292 5.532033 5.629389 16 2.529443 2.575867 2.46781 2.492978 0.1116051 2.736734 0.15538976 11923 1.051363 up 2.552655 2.480394 0.032827 0.017797 0.0722607 1.029133
1616733_s_at 457.7467 465.6592 285.4237 272.9672 16 8.838406 8.863131 8.156961 8.092584 0.0022482 21.0548 0.02595298 1436 1.654041 up 8.850768 8.124773 0.017483 0.045522 0.725995 1.089356
1616734_aVvi.5419 Transcr ibed locus 29.39435 24.62846 79.0885 88.70162 16 4.877467 4.622254 6.305396 6.470889 0.0085082 10.77202 0.03209635 4399 3.1129477 down 4.749861 6.388142 0.180463 0.117021 -1.638281 0.743543
1616735_aVvi.9690 Transcr ibed locus, weakly similar to NP_201231.1 phosphate-responsive protein, putative [Ara 4.577908 4.586519 4.442364 4.458957 16 2.194688 2.197399 2.151328 2.156706 0.005096 13.9547 0.02943507 2864 1.0295594 up 2.196044 2.154017 0.001917 0.003803 0.042027 1.019511
1616736_aVvi.14848 Transcr ibed locus 130.218 136.8592 97.1795 96.34816 16 7.024785 7.096548 6.60258 6.590185 0.0060948 12.7505 0.03013007 3353 1.3796325 up 7.060666 6.596382 0.050744 0.008764 0.464284 1.070385
1616737_aVvi.15158 Transcr ibed locus 4.66097 4.680952 4.470036 4.484515 16 2.22063 2.226802 2.160286 2.164952 0.0039848 15.79417 0.02855217 2316 1.0432587 up 2.223716 2.162619 0.004364 0.003299 0.061097 1.028251
1616738_aVvi.2074 Transcr ibed locus, weakly similar to NP_198740.1 expressed protein [Arabidopsis thaliana] 8.34396 12.60705 26.58859 38.90255 16 3.060732 3.656159 4.732735 5.281793 0.0553628 4.071476 0.0891929 10304 3.1357672 down 3.358446 5.007264 0.42103 0.388242 -1.6488184 0.670715
1616739_aVvi.8157 Transcr ibed locus, weakly similar to NP_177395.1 expressed protein [Arabidopsis thaliana] 3.647315 3.656119 3.508857 3.525007 16 1.866835 1.870313 1.811001 1.817626 0.0047204 14.50337 0.02932456 2669 1.0383265 up 1.868574 1.814314 0.00246 0.004684 0.0542601 1.029907
1616740_sVvi.8032 Transcr ibed locus, strongly similar to NP_191788.1 ADP-ribosylation factor [Arabidopsis tha 5660.175 5677.593 5606.381 5761.198 16 12.46663 12.47106 12.45285 12.49215 0.8703241 0.184951 0.8884134 16262 1.0025376 down 12.46885 12.4725 0.003135 0.027789 -0.003657 0.999707
1616741_aVvi.6251 Transcr ibed locus, moderately similar to XP_470049.1 unknown protein [Oryza sativa (japonic 31.23175 33.26753 43.6288 34.03662 16 4.964942 5.056043 5.447209 5.089016 0.2979852 1.394063 0.35362047 13989 1.1955048 down 5.010492 5.268112 0.064418 0.253281 -0.2576197 0.951098
1616742_s_at 6867.05 7341.615 7809.776 7947.459 16 12.74548 12.84188 12.93107 12.95628 0.0948947 3.010465 0.13586082 11595 1.1095641 down 12.79368 12.94367 0.068169 0.017827 -0.149993 0.988412
1616743_at 8.911624 9.028032 8.452204 7.872487 16 3.155688 3.174412 3.079328 2.97682 0.1193325 2.629006 0.16416623 12067 1.0995982 up 3.16505 3.028074 0.01324 0.072484 0.1369765 1.045236
1616744_aVvi.14786 Transcr ibed locus 967.0023 988.9454 973.1983 952.9517 16 9.917376 9.949747 9.92659 9.896259 0.4234074 0.998033 0.47864702 14685 1.0154623 up 9.933561 9.911425 0.02289 0.021447 0.022136 1.002233
1616745_aVvi.210 Transcr ibed locus, weakly similar to NP_922830.1 putative AT-Hook DNA-binding protein [Or 56.30793 63.49605 77.00179 95.55582 16 5.815266 5.988595 6.26682 6.578272 0.0999264 2.921243 0.14173241 11704 1.4345672 down 5.90193 6.422546 0.122562 0.22023 -0.5206157 0.918939
1616746_aVvi.11024 Transcr ibed locus 538.8344 485.0592 616.0387 553.49 16 9.073698 8.922017 9.266877 9.112413 0.218433 1.771826 0.27117503 13372 1.1421782 down 8.997858 9.189646 0.107255 0.109222 -0.191788 0.97913
1616747_at 365.3405 301.5301 467.3281 487.8114 11 8.513098 8.236158 8.868292 8.93018 0.0659901 3.697412 0.10214691 10724 1.4385424 down 8.374628 8.899236 0.195826 0.043761 -0.524608 0.94105
1616748_aVvi.1972 Transcr ibed locus, moderately similar to NP_912465.1 Putative nascent polypeptide associate 2967.208 3030.374 3234.57 3277.166 16 11.53489 11.56528 11.65936 11.67823 0.0219599 6.636494 0.04736017 7697 1.0857632 down 11.55009 11.6688 0.021489 0.013347 -0.11871 0.989827
1616749_x_at 5.90627 5.941433 5.569093 5.566498 16 2.562247 2.570811 2.477442 2.47677 0.0022989 20.82056 0.02616672 1456 1.0639446 up 2.566529 2.477106 0.006055 4.75E-04 0.089423 1.0361
1616750_at 129.8342 104.277 176.4287 164.911 16 7.020526 6.704277 7.462941 7.365544 0.0793419 3.335316 0.11789447 11172 1.4659544 down 6.862402 7.414242 0.223622 0.06887 -0.5518403 0.92557
1616751_aVvi.3472 Transcr ibed locus, weakly similar to NP_199849.2 exocyst subunit EXO70 family protein [Arab 233.1364 223.6507 220.3366 199.2347 16 7.865031 7.805104 7.783565 7.638325 0.2548826 1.580001 0.3095736 13668 1.0898443 up 7.835067 7.710945 0.042375 0.1027 0.1241223 1.016097
1616752_aVvi.1738 Transcr ibed locus, weakly similar to NP_850754.1 haloacid dehalogenase-like hydrolase fami   707.6716 708.5319 152.6843 180.818 16 9.466936 9.468689 7.254408 7.498395 0.0033854 17.14322 0.02783547 2014 4.2616487 up 9.467813 7.376401 0.001239 0.172525 2.091412 1.283527
1616753_aVvi.4102 Transcr ibed locus, moderately similar to XP_470678.1 putative protein phosphatase [Oryza sa 397.7285 330.1164 634.7339 668.7719 16 8.63564 8.366831 9.310008 9.38537 0.0261333 6.063994 0.05249264 8263 1.7980744 down 8.501236 9.347689 0.190077 0.053289 -0.846453 0.909448
1616754_aVvi.11431 Transcr ibed locus 951.6134 854.2609 825.7034 982.5479 16 9.894232 9.738533 9.68948 9.940384 0.9930517 0.009825 0.9940096 16585 1.0010059 up 9.816382 9.814932 0.110096 0.177416 0.00145 1.000148
1616755_aVvi.10116 Transcr ibed locus 5.24113 5.265684 5.062966 5.009312 16 2.389878 2.396621 2.339983 2.324612 0.0184347 7.262934 0.04320948 7082 1.0431539 up 2.39325 2.332298 0.004768 0.010868 0.0609519 1.026134
1616756_aVvi.4722 Transcr ibed locus, moderately similar to NP_910410.1 betaine aldehyde dehydrogenase-like [ 27.29486 26.63508 40.98385 37.53728 16 4.770557 4.735256 5.356984 5.230252 0.0144784 8.220229 0.03843299 6253 1.4546896 down 4.752907 5.293618 0.024962 0.089613 -0.540711 0.897856
1616757_aVvi.1012 Transcr ibed locus, strongly similar to NP_192742.1 cytochrome c, putative [Arabidopsis thalia 4606.921 4391.913 4639.554 5022.923 16 12.16959 12.10063 12.17977 12.29431 0.2667995 1.524828 0.32204485 13753 1.0732087 down 12.13511 12.23704 0.048757 0.080993 -0.10193 0.99167
1616758_at 9.180537 9.125858 8.474783 8.304371 16 3.198579 3.18996 3.083176 3.053871 0.0144342 8.233074 0.0384003 6239 1.0910717 up 3.19427 3.068524 0.006094 0.020722 0.1257461 1.040979
1616759_aVvi.450 Transcr ibed locus, moderately similar to NP_566610.1 calcium-binding EF hand family protei 435.2669 422.2229 289.518 260.4579 16 8.765757 8.721861 8.177509 8.024906 0.0149245 8.093675 0.03885992 6371 1.5611411 up 8.743809 8.101208 0.031039 0.107907 0.642601 1.079322
1616760_aVvi.10852 Transcr ibed locus, moderately similar to NP_849580.1 thiamin pyrophosphokinase, putative [A 989.7584 923.5721 180.4935 175.6852 16 9.950933 9.851081 7.495802 7.456849 4.88E-04 45.24473 0.01924971 420 5.3691015 up 9.901007 7.476326 0.070606 0.027544 2.424681 1.324315
1616761_aVvi.15772 Transcr ibed locus 49.07822 90.74949 696.0065 717.7318 16 5.617011 6.503818 9.442957 9.487301 0.0165811 7.669015 0.04089179 6730 10.590616 down 6.060414 9.465129 0.627067 0.031356 -3.4047147 0.640289
1616762_aVvi.10537 Transcr ibed locus, weakly similar to NP_180725.1 expressed protein [Arabidopsis thaliana] 185.1678 177.448 170.5834 147.3877 16 7.532689 7.471252 7.414333 7.203473 0.2207999 1.758135 0.27367038 13393 1.1431918 up 7.50197 7.308903 0.043442 0.149101 0.1930676 1.026415
1616763_aVvi.5446 Transcr ibed locus, moderately similar to NP_187425.1 emp24/gp25L/p24 family protein [Arab 770.0595 728.4764 1204.654 1174.365 16 9.588826 9.508739 10.2344 10.19767 0.0043311 15.14553 0.02911199 2468 1.5880448 down 9.548782 10.21603 0.056631 0.025978 -0.667252 0.934686
1616764_aVvi.15125 Transcr ibed locus 4.41687 4.442596 4.302103 4.32478 16 2.143024 2.151403 2.105042 2.112627 0.0209995 6.791567 0.0460791 7565 1.0269594 up 2.147214 2.108834 0.005925 0.005363 0.0383792 1.018199
1616765_at 6.551434 6.60777 6.185969 6.146751 16 2.711811 2.724164 2.629 2.619824 0.0066926 12.16221 0.03067327 3618 1.067011 up 2.717987 2.624412 0.008735 0.006488 0.093575 1.035656
1616766_at 2349.774 2259.686 2118.644 1837.197 16 11.19831 11.14191 11.04893 10.84329 0.1704252 2.101013 0.21996413 12862 1.1679666 up 11.17011 10.94611 0.03988 0.145406 0.223999 1.020464
1616767_aVvi.8348 Transcr ibed locus, moderately similar to NP_175258.2 novel plant SNARE 12 (NPSN12) [Ara  325.2858 289.2022 559.0815 611.9617 16 8.345564 8.175935 9.126915 9.257298 0.0129369 8.706396 0.03684102 5828 1.9070681 down 8.26075 9.192106 0.119946 0.092194 -0.931356 0.898679
1616768_aVvi.15651 Transcr ibed locus 5.874919 5.943852 5.580432 5.60799 16 2.554569 2.571398 2.480377 2.487484 0.013089 8.654674 0.03699555 5872 1.0563247 up 2.562984 2.48393 0.0119 0.005025 0.0790535 1.031826
1616769_at 6.825452 6.838328 6.6144 6.547468 16 2.770925 2.773644 2.72561 2.710937 0.0185557 7.238532 0.04332806 7109 1.0381467 up 2.772284 2.718274 0.001923 0.010376 0.0540104 1.019869
1616770_at 7.070413 7.164152 6.715223 6.768505 16 2.821795 2.840796 2.747435 2.758837 0.0195101 7.054103 0.04450496 7277 1.0556701 up 2.831295 2.753136 0.013436 0.008062 0.0781591 1.028389
1616771_aVvi.8736 Transcr ibed locus, weakly similar to NP_568247.1 expressed protein [Arabidopsis thaliana] 3.821643 3.836014 3.714677 3.726772 16 1.934193 1.939608 1.893237 1.897927 0.0074308 11.53587 0.03119524 3951 1.029054 up 1.9369 1.895582 0.003829 0.003316 0.0413188 1.021797
1616772_aVvi.8514 Transcr ibed locus, moderately similar to NP_173490.1 DNA-binding bromodomain-containin   4.236062 4.244527 4.255281 4.262399 16 2.082723 2.085604 2.089254 2.091666 0.0786294 3.352364 0.1171007 11145 1.0043739 down 2.084164 2.09046 0.002037 0.001705 -0.0062963 0.996988
1616773_aVvi.609 Transcr ibed locus, moderately similar to NP_200932.1 leucine-rich repeat family protein [Ara 984.1268 1055.207 1908.218 1808.091 16 9.9427 10.04331 10.89801 10.82025 0.0053452 13.62299 0.02951134 3006 1.8227606 down 9.993006 10.85913 0.071142 0.054984 -0.866125 0.92024
1616774_at 7.849988 7.80842 8.455542 11.41989 16 2.97269 2.965031 3.079897 3.513477 0.2696821 1.511952 0.32495728 13777 1.2551212 down 2.96886 3.296687 0.005416 0.306587 -0.3278267 0.900559
1616775_aVvi.6060 Transcr ibed locus, weakly similar to NP_177586.1 GDSL-motif lipase/hydrolase family protein 6.516934 5.728939 7.582241 11.31928 16 2.704193 2.518268 2.922624 3.500711 0.1865914 1.977562 0.23739675 13048 1.5161756 down 2.611231 3.211668 0.131469 0.408769 -0.6004369 0.813045
1616776_at 37.158 40.09769 11.46464 15.13587 16 5.215601 5.325447 3.519119 3.919899 0.0174773 7.464688 0.04200267 6904 2.930232 up 5.270524 3.719509 0.077673 0.283394 1.5510149 1.416995
1616777_aVvi.4555 Transcr ibed locus, weakly similar to NP_180177.2 expressed protein [Arabidopsis thaliana] 350.6118 356.439 352.5836 309.9991 16 8.453731 8.477511 8.461822 8.27612 0.4103466 1.032488 0.46588075 14622 1.0692878 up 8.465621 8.368971 0.016816 0.131311 0.09665 1.011549
1616778_aVvi.2050 Transcr ibed locus, moderately similar to NP_190925.1 protein kinase (AFC1) (AME2) [Arabi 187.2099 176.2645 135.8901 136.3177 16 7.548513 7.461598 7.086297 7.090829 0.0107413 9.570855 0.03482952 5119 1.3346786 up 7.505055 7.088563 0.061459 0.003205 0.4164924 1.058756
1616779_aVvi.9331 Transcr ibed locus 4.03476 4.053284 3.88964 3.914818 16 2.012483 2.019091 1.959637 1.968945 0.012064 9.021888 0.03595679 5569 1.0363392 up 2.015787 1.964291 0.004673 0.006582 0.0514962 1.026216
1616780_aVvi.11369 Transcr ibed locus, moderately similar to NP_200829.2 cytoplasmic linker protein-related [Ara 153.4533 151.5013 268.9988 241.2944 16 7.261656 7.243186 8.071456 7.91465 0.0111716 9.381645 0.0351249 5279 1.6709077 down 7.252421 7.993053 0.01306 0.110878 -0.740632 0.907341
1616781_aVvi.1052 Transcr ibed locus, weakly similar to NP_849705.1 expressed protein [Arabidopsis thaliana] 525.1611 481.5004 559.2997 494.9093 16 9.036616 8.911393 9.127478 8.95102 0.6077437 0.603067 0.6507004 15505 1.0462624 down 8.974005 9.039249 0.088546 0.124774 -0.065244 0.992782
1616782_sVvi.557 Transcr ibed locus, moderately similar to NP_568710.1 expressed protein [Arabidopsis thalian 1342.063 1312.112 1377.85 1460.663 16 10.39024 10.35768 10.4282 10.51241 0.1663787 2.134421 0.21567574 12806 1.0690644 down 10.37396 10.4703 0.023025 0.059542 -0.0963485 0.990798
1616783_aVvi.11167 Transcr ibed locus, moderately similar to NP_564204.1 aldehyde dehydrogenase, mitochondri 1451.446 1304.849 847.1798 1016.546 16 10.50328 10.34967 9.726524 9.98946 0.0648369 3.73364 0.10074145 10684 1.4829589 up 10.42647 9.857992 0.108617 0.185924 0.568479 1.057667
1616784_at 5.02825 4.83142 4.793314 4.814153 16 2.330056 2.272447 2.261023 2.267282 0.3288288 1.280422 0.3850755 14176 1.0260488 up 2.301252 2.264153 0.040736 0.004426 0.0370995 1.016386
1616785_aVvi.9107 Transcr ibed locus, moderately similar to NP_199183.1 auxin-responsive protein / indoleacetic 1589.449 1542.152 2155.517 2118.797 16 10.63431 10.59073 11.07382 11.04903 0.0031042 17.90654 0.02770756 1859 1.3650029 down 10.61252 11.06142 0.030817 0.017528 -0.448904 0.959417
1616786_aVvi.6090 Transcr ibed locus 36.3123 41.0201 59.72065 58.81798 16 5.182386 5.358259 5.900158 5.878185 0.0198967 6.983171 0.04486848 7361 1.5356493 down 5.270323 5.889172 0.124361 0.015537 -0.6188486 0.894918
1616787_at 9.297059 9.366853 8.802755 9.267509 16 3.216775 3.227564 3.137955 3.212182 0.335979 1.255918 0.39228663 14218 1.0331867 up 3.222169 3.175068 0.00763 0.052486 0.047101 1.014835
1616788_at 337.907 354.074 380.9328 330.604 16 8.400482 8.467907 8.573393 8.36896 0.7639087 0.343597 0.7939906 15972 1.0259651 down 8.434195 8.471176 0.047677 0.144556 -0.036981 0.995634
1616789_at 111.9157 111.2309 106.0839 106.8286 16 6.806268 6.797413 6.729061 6.739155 0.0096822 10.08885 0.03355114 4790 1.0480684 up 6.801841 6.734108 0.006261 0.007137 0.067733 1.010058
1616790_aVvi.8415 Transcr ibed locus, weakly similar to XP_473409.1 OSJNBa0079A21.20 [Oryza sativa (japonic 12.2405 10.86869 8.002381 7.473827 16 3.61359 3.442106 3.000429 2.901847 0.0281724 5.831203 0.05493512 8513 1.491444 up 3.527848 2.951138 0.121258 0.069708 0.5767098 1.195419
1616791_aVvi.14305 Transcr ibed locus 6.547719 6.571601 6.582068 7.186128 16 2.710992 2.716245 2.718541 2.845215 0.394208 1.076791 0.44946367 14560 1.0484507 down 2.713619 2.781878 0.003714 0.089572 -0.068259 0.975463
1616792_aVvi.3370 GO:004544MybCS2 6.052936 6.26061 23.24827 36.89911 16 2.597635 2.646303 4.539052 5.205514 0.0213421 6.735076 0.04653543 7613 4.757863 down 2.621969 4.872283 0.034414 0.47126 -2.2503138 0.53814
1616793_aVvi.13586 Transcr ibed locus 45.44925 45.7044 51.33168 41.42925 16 5.506185 5.514261 5.681778 5.372578 0.9227111 0.109631 0.934418 16393 1.0118216 down 5.510223 5.527178 0.005711 0.218637 -0.016955 0.996932
1616794_at 10.25821 10.22234 9.625578 12.5219 16 3.358707 3.353653 3.266873 3.646382 0.6494709 0.529307 0.68941915 15639 1.0721058 down 3.35618 3.456627 0.003574 0.268353 -0.1004472 0.970941
1616795_aVvi.5030 Transcr ibed locus, weakly similar to NP_176892.1 expressed protein [Arabidopsis thaliana] 21.86987 42.03584 27.2688 31.8957 16 4.450872 5.393548 4.769179 4.99529 0.9417813 0.082474 0.95065683 16446 1.0280964 up 4.92221 4.882235 0.666572 0.159884 0.0399754 1.008188
1616796_at 3.831905 3.854952 3.727172 3.763344 16 1.938062 1.946713 1.898081 1.912015 0.045003 4.553267 0.07637531 9780 1.0262194 up 1.942387 1.905048 0.006117 0.009853 0.0373392 1.0196
1616797_at 17.42804 16.79929 16.25597 16.36664 16 4.123339 4.070329 4.022898 4.032686 0.1245587 2.561553 0.16996163 12166 1.0490197 up 4.096834 4.027792 0.037484 0.006922 0.0690417 1.017141
1616798_sVvi.14416 Transcr ibed locus 29.93804 34.17294 18.09565 18.94719 16 4.903908 5.094782 4.177571 4.243912 0.0160218 7.805072 0.04012571 6628 1.7274014 up 4.999345 4.210742 0.134969 0.04691 0.7886035 1.187284
1616799_at 3.674361 3.691643 3.576241 3.593925 16 1.877493 1.884263 1.838444 1.84556 0.0155857 7.916148 0.03960714 6532 1.0273134 up 1.880878 1.842002 0.004787 0.005032 0.0388763 1.021105
1616800_aVvi.9336 Transcr ibed locus, weakly similar to NP_189238.2 expressed protein [Arabidopsis thaliana] 436.2541 435.6982 306.838 300.8795 16 8.769025 8.767185 8.261333 8.233042 7.40E-04 36.74715 0.02185218 561 1.4348669 up 8.768105 8.247188 0.001301 0.020005 0.520917 1.063163
1616801_at 8.404717 8.489361 7.878184 8.180062 16 3.071199 3.085656 2.977863 3.032112 0.120299 2.616223 0.16520974 12087 1.0522227 up 3.078428 3.004988 0.010222 0.03836 0.0734401 1.024439
1616802_s_at 577.9003 590.5164 441.8967 402.3889 16 9.174677 9.205833 8.787565 8.652447 0.0210536 6.782565 0.04615496 7572 1.3853487 up 9.190255 8.720006 0.022031 0.095543 0.470249 1.053928
1616803_at 4.687601 4.706715 4.611645 4.585161 16 2.22885 2.234721 2.205282 2.196972 0.0264447 6.026732 0.05289573 8299 1.021478 up 2.231785 2.201127 0.004151 0.005876 0.0306582 1.013928
1616804_aVvi.8434 Transcr ibed locus 144.9004 125.5793 73.32425 91.59114 16 7.178918 6.972455 6.196219 6.517136 0.0637567 3.768434 0.09941659 10646 1.6460514 up 7.075687 6.356677 0.145992 0.226923 0.7190095 1.113111
1616805_sVvi.2527 Transcr ibed locus, weakly similar to NP_564678.1 expressed protein [Arabidopsis thaliana] 2782.519 2751.013 3445.662 3281.333 16 11.44218 11.42575 11.75057 11.68007 0.0161496 7.773356 0.04029566 6652 1.2153342 down 11.43396 11.71532 0.011617 0.049851 -0.281353 0.975984
1616806_aVvi.10906 Transcr ibed locus, moderately similar to XP_479920.1 putative cold shock protein-1 [Oryza sa 2464.792 2470.519 4095.911 4291.35 16 11.26725 11.2706 11.99997 12.06722 0.0019327 22.7138 0.02532748 1262 1.6989784 down 11.26893 12.03359 0.002368 0.047551 -0.764667 0.936456
1616807_aVvi.10217 Transcr ibed locus, moderately similar to NP_177468.2 GDP-4-keto-6-deoxy-D-mannose-3,5-   246.6672 283.1841 430.0674 356.761 16 7.946422 8.145597 8.748419 8.478814 0.0772219 3.386706 0.11545727 11103 1.4820641 down 8.046009 8.613617 0.140838 0.190639 -0.567608 0.934103
1616808_aVvi.9313 Transcr ibed locus, weakly similar to XP_467562.1 putative cellulose synthase-like protein OsC 190.0258 178.6965 343.1667 392.218 16 7.570052 7.481368 8.422766 8.615512 0.0112119 9.364481 0.03515402 5294 1.990911 down 7.52571 8.519138 0.062709 0.136292 -0.9934284 0.883389
1616809_aVvi.8152 Transcr ibed locus, moderately similar to NP_566648.1 expressed protein [Arabidopsis thalian 11.94212 24.96761 5.118259 5.864706 16 3.577987 4.641986 2.355653 2.552059 0.0921875 3.06131 0.1327865 11525 3.1517003 up 4.109986 2.453856 0.752361 0.13888 1.6561303 1.674909
1616810_aVvi.10448 Transcr ibed locus 5.663091 5.734048 5.50508 5.547252 16 2.50159 2.519554 2.460764 2.471773 0.0521578 4.20547 0.08529624 10150 1.0311854 up 2.510572 2.466268 0.012703 0.007785 0.0443037 1.017964
1616811_aVvi.7032 Transcr ibed locus, moderately similar to NP_194577.1 DNAJ heat shock family protein [Arabi 740.5506 685.4628 257.3645 247.8197 16 9.532455 9.420935 8.007669 7.953147 0.0017162 24.1075 0.02493529 1138 2.821155 up 9.476694 7.980408 0.078856 0.038553 1.496286 1.187495
1616812_at 4.604344 4.635732 4.445861 4.442456 16 2.202996 2.212797 2.152463 2.151357 0.0076705 11.35217 0.03135112 4058 1.0395695 up 2.207897 2.15191 0.006931 7.82E-04 0.0559862 1.026017
1616813_at 9.459643 6.950198 6.024276 6.46191 16 3.241786 2.797054 2.590788 2.691961 0.2392226 1.657751 0.29336482 13537 1.2995806 up 3.01942 2.641374 0.314473 0.07154 0.3780461 1.143125
1616814_aVvi.4697 Transcr ibed locus, weakly similar to XP_479067.1 hypothetical protein [Oryza sativa (japonica 4.62899 4.649739 4.50779 4.531816 16 2.210697 2.21715 2.17242 2.180089 0.0172405 7.517127 0.04169149 6864 1.0264539 up 2.213924 2.176255 0.004562 0.005423 0.0376688 1.017309
1616815_aVvi.6656 Transcr ibed locus, strongly similar to NP_915874.1 tubulin beta chain [Oryza sativa (japonica 454.0826 522.5684 2610.111 2693.285 16 8.826811 9.029476 11.3499 11.39515 0.0017994 23.54251 0.02511424 1188 5.442916 down 8.928144 11.37252 0.143306 0.032001 -2.4443795 0.785063
1616816_aVvi.5099 Transcr ibed locus 3.150562 3.111442 3.01104 3.005262 16 1.655609 1.637583 1.590262 1.587491 0.0240617 6.329757 0.05002795 7984 1.0408194 up 1.646596 1.588877 0.012746 0.00196 0.0577197 1.036327
1616817_at 127.3345 122.6583 152.8608 134.3757 16 6.992479 6.938501 7.256074 7.070128 0.1780099 2.041205 0.22813953 12953 1.1467977 down 6.96549 7.163101 0.038169 0.131484 -0.1976107 0.972413
1616818_s_at 157.6913 139.2761 351.4404 396.4072 16 7.300959 7.121804 8.457136 8.630839 0.0086526 10.68058 0.03227166 4449 2.518571 down 7.211382 8.543987 0.126682 0.122827 -1.332605 0.84403
1616819_aVvi.8341 Transcr ibed locus, weakly similar to NP_568726.1 expressed protein [Arabidopsis thaliana] 5.146997 5.170204 8.211875 27.31267 16 2.363731 2.370221 3.037712 4.771499 0.2181097 1.773711 0.2708143 13370 2.90317 down 2.366976 3.904605 0.004589 1.225973 -1.5376292 0.606201
1616820_aVvi.9703 Transcr ibed locus, moderately similar to NP_175382.1 formin-binding protein-related [Arabid 131.1736 109.8477 171.9025 172.3375 16 7.035334 6.77936 7.425448 7.429092 0.0556026 4.061904 0.08950113 10313 1.4338789 down 6.907347 7.42727 0.181001 0.002577 -0.5199233 0.929998
1616821_at 280.7083 293.6945 464.8801 458.3538 16 8.132928 8.198173 8.860715 8.840318 0.0024807 20.04035 0.02648507 1554 1.6076642 down 8.16555 8.850516 0.046135 0.014423 -0.684966 0.922607
1616822_aVvi.161 Proline rich protein 1 (VPRP1) 1696.646 1721.808 4149.527 3738.62 10 10.72847 10.74971 12.01873 11.86829 0.0039546 15.85465 0.02848929 2300 2.3044477 down 10.73909 11.94351 0.015018 0.106378 -1.204421 0.899157
1616823_aVvi.14434 Transcr ibed locus 411.9589 452.3892 359.7095 364.9902 16 8.686357 8.821421 8.490688 8.511714 0.0659966 3.69721 0.10214691 10725 1.1914245 up 8.753889 8.501202 0.095505 0.014867 0.252687 1.029724
1616824_aVvi.3476 Transcr ibed locus, moderately similar to NP_851004.1 tetratricopeptide repeat (TPR)-contain 1039.862 981.1408 1246.541 1286.666 16 10.02218 9.938316 10.28371 10.32942 0.0207512 6.833395 0.04575787 7528 1.2538124 down 9.980247 10.30657 0.059298 0.03232 -0.326321 0.968339
1616825_aVvi.7481 Transcr ibed locus, moderately similar to NP_172203.1 phosphoesterase family protein [Arabi 340.2416 304.5381 208.9245 228.5634 16 8.410416 8.250479 7.706838 7.836451 0.0322948 5.428899 0.06031026 8889 1.4730467 up 8.330447 7.771644 0.113092 0.09165 0.558803 1.071903
1616826_aVvi.14993 Transcr ibed locus 637.5332 561.1558 485.2731 450.8437 16 9.316357 9.132257 8.922653 8.816484 0.0792119 3.338412 0.11775388 11167 1.2787544 up 9.224307 8.869568 0.130178 0.075073 0.354739 1.039995
1616827_aVvi.2173 Transcr ibed locus, moderately similar to NP_194186.1 clathrin adaptor complexes medium su    997.3552 939.2791 1090.183 1058.86 16 9.961964 9.87541 10.09035 10.0483 0.0886645 3.130762 0.12868322 11438 1.11006 down 9.918687 10.06932 0.061203 0.029739 -0.1506375 0.98504
1616828_s_at 19430.05 18251.31 23580.59 25486.73 16 14.246 14.15571 14.52531 14.63746 0.0339753 5.285996 0.06238654 9040 1.3018186 down 14.20086 14.58139 0.063845 0.079299 -0.380529 0.973903
1616829_aVvi.7918 Transcr ibed locus 10.13057 9.240891 12.33695 11.58095 16 3.340643 3.208032 3.624914 3.533682 0.0631239 3.789217 0.09863821 10623 1.2353851 down 3.274337 3.579298 0.09377 0.064511 -0.3049607 0.914799
1616830_aVvi.879 Transcr ibed locus, weakly similar to NP_193761.1 transcr iption initiation factor IID (TFIID) 28 292.2378 279.9926 291.692 294.821 16 8.190999 8.129245 8.188302 8.203695 0.3766369 1.127423 0.43239927 14460 1.02518 down 8.160122 8.195999 0.043667 0.010885 -0.035877 0.995623
1616831_aVvi.6235 Transcr ibed locus, moderately similar to NP_172176.1 chloroplast inner envelope protein-rela 357.4505 362.3047 376.0851 413.411 16 8.4816 8.50106 8.554915 8.691433 0.1959928 1.912211 0.2473299 13155 1.0956944 down 8.491329 8.623175 0.01376 0.096532 -0.131846 0.98471
1616832_at 7.513123 7.745694 7.273692 7.19376 16 2.909413 2.953394 2.862688 2.846746 0.0817855 3.278479 0.12057573 11260 1.0545932 up 2.931404 2.854717 0.0311 0.011272 0.0766866 1.026863
1616833_at 37.49832 44.61199 26.96306 26.38879 8 5.228754 5.47936 4.752913 4.721853 0.0394565 4.884102 0.06929611 9452 1.533336 up 5.354057 4.737383 0.177205 0.021962 0.616674 1.130172
1616834_aVvi.2856 Transcr ibed locus 9.101325 14.13381 7.32697 7.414137 16 3.186077 3.821078 2.873217 2.890279 0.1893683 1.957807 0.24037713 13078 1.5388256 up 3.503578 2.881748 0.449014 0.012065 0.6218298 1.215782
1616835_aVvi.3770 Transcr ibed locus 4.771285 4.808818 4.564412 4.570794 16 2.254378 2.265682 2.190429 2.192445 0.0069332 11.94719 0.03077344 3737 1.0486937 up 2.26003 2.191437 0.007993 0.001426 0.0685932 1.031301
1616836_aVvi.1134 Transcr ibed locus, weakly similar to NP_192705.1 oxidoreductase family protein [Arabidopsis 6.301028 6.303329 6.058674 6.097302 16 2.655587 2.656114 2.599002 2.608171 0.0076314 11.38156 0.03135112 4035 1.0368906 up 2.65585 2.603587 3.72E-04 0.006483 0.0522637 1.020074
1616837_aVvi.15600 Transcr ibed locus 3.381232 3.394232 3.281868 3.298434 16 1.757549 1.763085 1.714517 1.721781 0.0115262 9.233747 0.03544051 5397 1.02966 up 1.760317 1.718149 0.003915 0.005137 0.042168 1.024543
1616838_aVvi.789 Transcr ibed locus 6.968627 6.927424 6.659439 6.753739 16 2.800875 2.792319 2.735401 2.755687 0.043482 4.637794 0.07443682 9697 1.036021 up 2.796597 2.745544 0.00605 0.014344 0.0510533 1.018595
1616839_at 49.13303 49.44636 59.27277 49.42848 16 5.618621 5.627792 5.889298 5.627271 0.41113 1.030388 0.46670526 14624 1.0981514 down 5.623207 5.758284 0.006485 0.185281 -0.135077 0.976542
1616840_aVvi.11928 Transcr ibed locus, moderately similar to XP_479479.1 putative pre-mRNA splicing factor SF 565.6072 599.6849 724.6917 706.2737 16 9.143657 9.228061 9.501224 9.464084 0.0232936 6.437096 0.04896068 7896 1.2284123 down 9.185859 9.482654 0.059683 0.026262 -0.296795 0.968701
1616841_aVvi.9536 Transcr ibed locus, moderately similar to XP_463528.1 putative amino acid transport protein [O 4.925434 4.956881 4.793835 4.840355 16 2.300251 2.309433 2.26118 2.275113 0.0480014 4.398297 0.08000397 9960 1.0257612 up 2.304842 2.268147 0.006492 0.009852 0.036695 1.016178
1616842_sVvi.7560 Transcr ibed locus, weakly similar to NP_189344.1 mitochondrial import receptor subunit TOM 6259.057 6292.765 6495.213 6259.698 16 12.61173 12.61948 12.66516 12.61188 0.484335 0.851154 0.536205 14995 1.0160102 down 12.6156 12.63852 0.00548 0.037677 -0.022915 0.998187
1616843_at 28.4729 27.41532 27.63849 28.36162 16 4.831517 4.77691 4.788607 4.825868 0.9354475 0.091482 0.9448953 16435 1.0020983 down 4.804214 4.807238 0.038613 0.026348 -0.0030241 0.999371
1616844_aVvi.6834 Transcr ibed locus, moderately similar to NP_193889.1 oxidoreductase, zinc-binding dehydrog 686.7083 712.0797 730.2445 662.5087 16 9.423553 9.475895 9.512236 9.371796 0.9274549 0.102865 0.93853503 16405 1.0053575 up 9.449724 9.442016 0.037011 0.099306 0.007708 1.000816
1616845_at 4.216203 4.234598 4.07316 4.111487 16 2.075944 2.082225 2.026148 2.03966 0.0250526 6.198579 0.05128521 8109 1.0325276 up 2.079084 2.032904 0.004441 0.009554 0.0461803 1.022716
1616846_aVvi.9541 Transcr ibed locus 145.5562 173.4531 270.1987 241.9718 16 7.185433 7.438402 8.077877 7.918695 0.0442809 4.592864 0.07548539 9738 1.6092283 down 7.311917 7.998286 0.178876 0.112559 -0.6863689 0.914186
1616847_sVvi.8122 Transcr ibed locus, moderately similar to NP_176880.1 ribulose bisphosphate carboxylase sm 8359.923 7404.213 11.69098 5.75489 16 13.02927 12.85413 3.547324 2.524788 0.0027309 19.09657 0.02700983 1674 959.17175 up 12.9417 3.036056 0.123845 0.723042 9.9056457 4.262669
1616848_aVvi.12455 Transcr ibed locus, weakly similar to NP_191325.1 DNA-directed RNA polymerase family pro 95.57607 122.3899 197.4272 175.1747 16 6.578577 6.935341 7.625177 7.452651 0.0586208 3.946376 0.09317594 10444 1.719459 down 6.756959 7.538914 0.25227 0.121995 -0.7819547 0.896278
1616849_aVvi.2258 Transcr ibed locus 3.122955 3.133997 3.041687 3.04465 16 1.642912 1.648004 1.604872 1.606276 0.0043569 15.10037 0.02920206 2476 1.0280311 up 1.645458 1.605574 0.003601 9.93E-04 0.0398838 1.024841
1616850_aVvi.9994 Transcr ibed locus, weakly similar to XP_474646.1 OSJNBb0051N19.2 [Oryza sativa (japonica 4.460133 4.48802 4.315473 4.315274 16 2.157087 2.166079 2.109519 2.109452 0.007367 11.58633 0.03113452 3927 1.036771 up 2.161583 2.109486 0.006359 4.70E-05 0.0520974 1.024697
1616851_at 830.5399 815.548 392.7431 353.9958 16 9.697906 9.671626 8.617442 8.467588 0.0044058 15.01573 0.02920871 2502 2.2072515 up 9.684766 8.542515 0.018582 0.105963 1.142251 1.133714
1616852_at 91.816 100.4472 110.549 113.6838 16 6.520673 6.650294 6.788543 6.828882 0.0813355 3.288762 0.12010421 11242 1.1673434 down 6.585484 6.808713 0.091656 0.028524 -0.2232289 0.967214
1616853_aVvi.1385 Transcr ibed locus, moderately similar to NP_190468.1 AMP-dependent synthetase and ligase 2378.486 2175.968 1406.524 1500.856 16 11.21583 11.08744 10.45792 10.55157 0.014754 8.141378 0.03877961 6312 1.5657899 up 11.15163 10.50474 0.090783 0.066222 0.64689 1.061581
1616854_at 6.340563 7.010196 6.741351 7.446892 16 2.664611 2.809455 2.753038 2.896638 0.4799796 0.860992 0.5319507 14979 1.0627522 down 2.737033 2.824838 0.10242 0.101541 -0.0878052 0.968917
1616855_aVvi.15272 Transcr ibed locus 4.399148 4.418969 4.683395 4.312669 16 2.137224 2.14371 2.227555 2.108581 0.6886798 0.463297 0.7250134 15769 1.0193157 down 2.140467 2.168068 0.004586 0.084127 -0.027601 0.987269
1616856_aVvi.7107 Transcr ibed locus, moderately similar to NP_176624.2 expressed protein [Arabidopsis thalian 23.10967 17.17779 8.186453 7.101724 16 4.530425 4.102472 3.033238 2.828169 0.0280887 5.840259 0.05482538 8504 2.6130683 up 4.316449 2.930704 0.302608 0.145006 1.3857448 1.472837
1616857_aVvi.9531 Transcr ibed locus, moderately similar to NP_565079.1 peptidyl-prolyl cis- trans isomerase cyc    6.188913 6.222862 5.961565 5.957105 16 2.629686 2.637578 2.575691 2.574611 0.0046062 14.68334 0.02926091 2604 1.0413687 up 2.633632 2.575151 0.005581 7.63E-04 0.058481 1.02271
1616858_aVvi.315 Transcr ibed locus, weakly similar to NP_565210.1 LEM3 (ligand-effect modulator 3) family pr 907.4906 874.0495 800.3342 868.0658 16 9.825739 9.771571 9.644459 9.761661 0.2768229 1.480791 0.33237967 13826 1.0685055 up 9.798655 9.70306 0.038302 0.082874 0.095595 1.009852
1616859_aVvi.11924 Transcr ibed locus, moderately similar to NP_171744.1 pentatricopeptide (PPR) repeat-conta 50.89753 54.32907 81.49744 63.18778 16 5.669524 5.763652 6.348683 5.981574 0.141545 2.36706 0.18844661 12469 1.3646592 down 5.716588 6.165129 0.066559 0.259586 -0.4485407 0.927246
1616860_aVvi.1570 Transcr ibed locus, moderately similar to XP_477386.1 putative GDP dissociation inhibitor [Or 7823.195 7583.81 9199.874 8518.711 16 12.93354 12.88871 13.1674 13.05642 0.078522 3.354955 0.11700068 11141 1.1493233 down 12.91113 13.11191 0.031703 0.078475 -0.200785 0.984687
1616861_sVvi.1822 Transcr ibed locus, moderately similar to NP_567536.1 RNA recognition motif (RRM)-contai 1779.207 1702.452 1889.763 1883.566 16 10.79702 10.7334 10.88399 10.87925 0.0675634 3.649437 0.1040334 10781 1.0840349 down 10.76521 10.88162 0.044987 0.003351 -0.116411 0.989302
1616862_aVvi.4125 Transcr ibed locus, weakly similar to NP_194002.1 cytochrome P450 family protein [Arabidops  4.406495 4.44407 4.25439 4.268798 16 2.139632 2.151882 2.088952 2.09383 0.0143891 8.246251 0.0383694 6225 1.0384024 up 2.145757 2.091391 0.008662 0.003449 0.0543657 1.025995
1616863_aVvi.15733 Transcr ibed locus 221.7691 228.2459 295.8843 260.3997 16 7.792914 7.834445 8.208889 8.024584 0.084959 3.208203 0.12423179 11352 1.2337557 down 7.81368 8.116736 0.029366 0.130323 -0.3030563 0.962663
1616864_x_at 24.08831 24.20316 23.38006 24.36185 16 4.590261 4.597124 4.547207 4.606552 0.6302037 0.562871 0.6713368 15583 1.011722 up 4.593692 4.57688 0.004853 0.041963 0.0168128 1.003673
1616865_aVvi.2112 Transcr ibed locus, moderately similar to NP_196972.1 universal stress protein (USP) family 657.3898 648.6576 279.0949 268.6624 16 9.360605 9.341313 8.124612 8.069651 5.39E-04 43.05085 0.0198392 450 2.3847334 up 9.35096 8.097132 0.013641 0.038863 1.253828 1.154848
1616866_at 107.2988 116.9468 75.3838 79.22877 16 6.74549 6.869709 6.236182 6.307952 0.0174719 7.465857 0.04200267 6902 1.4494766 up 6.807599 6.272067 0.087836 0.050749 0.535532 1.085384
1616867_aVvi.8283 Transcr ibed locus, moderately similar to NP_850488.1 Snf1-related protein kinase (KIN10) (S  1080.392 1237.892 1094.235 1076.118 16 10.07734 10.27367 10.09571 10.07162 0.4511225 0.928613 0.5046177 14841 1.0657291 up 10.17551 10.08366 0.138827 0.017032 0.091841 1.009108
1616868_aVvi.6133 Transcr ibed locus, weakly similar to NP_201479.1 expressed protein [Arabidopsis thaliana] 6.02334 6.291829 5.802392 5.774272 16 2.590564 2.653479 2.536648 2.529639 0.1068795 2.807946 0.15000534 11828 1.0635428 up 2.622022 2.533144 0.044488 0.004956 0.0888782 1.035086
1616869_aVvi.14739 Transcr ibed locus 828.2848 748.6053 904.3126 707.9827 16 9.693983 9.548061 9.820678 9.46757 0.9148009 0.120929 0.9280368 16364 1.0161419 down 9.621022 9.644124 0.103182 0.249685 -0.023102 0.997605
1616870_at 83.40404 83.09245 92.44182 78.17481 16 6.382045 6.376646 6.530474 6.288631 0.8260922 0.249748 0.8493177 16147 1.021159 down 6.379345 6.409553 0.003818 0.171008 -0.0302076 0.995287
1616871_aVvi.7649 Transcr ibed locus, moderately similar to NP_849452.1 2-oxoacid dehydrogenase family prote 3850.547 3975.455 4102.127 4041.267 16 11.91085 11.9569 12.00216 11.98059 0.1521556 2.261281 0.20040362 12604 1.0406601 down 11.93388 11.99137 0.032567 0.015248 -0.057499 0.995205
1616872_aVvi.6627 Transcr ibed locus, weakly similar to XP_479630.1 putative pseudo-response regulator [Oryza   1043.677 984.5165 158.179 153.8945 16 10.02746 9.943272 7.305414 7.265798 2.97E-04 58.03195 0.01827131 264 6.496938 up 9.985366 7.285606 0.05953 0.028013 2.69976 1.370561
1616873_aVvi.10932 Transcr ibed locus, weakly similar to NP_200372.1 expressed protein [Arabidopsis thaliana] 584.9885 560.6248 886.1064 915.4703 16 9.192265 9.130892 9.791336 9.838369 0.0034841 16.89743 0.02801706 2063 1.5727339 down 9.161578 9.814853 0.043397 0.033258 -0.653275 0.93344
1616874_aVvi.10564 Transcr ibed locus, moderately similar to NP_200633.1 expressed protein [Arabidopsis thalian 206.8865 212.1957 71.21755 77.19657 16 7.692696 7.729252 6.154161 6.270465 0.0016503 24.58563 0.02493529 1093 2.8258033 up 7.710974 6.212313 0.025849 0.082239 1.498661 1.24124
1616875_aVvi.14718 Transcr ibed locus 34.82397 35.00811 33.64392 33.47712 16 5.122009 5.129617 5.072274 5.065104 0.0082699 10.92803 0.03178922 4318 1.0403901 up 5.125813 5.068688 0.00538 0.00507 0.0571246 1.01127
1616876_at 24.75005 52.19928 76.00061 66.4231 16 4.629359 5.705958 6.247939 6.053613 0.2141178 1.797297 0.26675525 13325 1.9767318 down 5.167659 6.150776 0.76127 0.137409 -0.983117 0.840164
1616877_aVvi.14904 Transcr ibed locus 128.7554 127.8938 132.3415 114.3321 16 7.008488 6.998802 7.048122 6.837087 0.6217361 0.577884 0.66354215 15555 1.0432181 up 7.003645 6.942604 0.006849 0.149224 0.061041 1.008792
1616878_aVvi.12368 Transcr ibed locus 3.72927 3.738562 3.584155 3.603206 16 1.898893 1.902484 1.841633 1.849281 0.0057994 13.07411 0.03002726 3204 1.0390258 up 1.900688 1.845457 0.002539 0.005408 0.0552314 1.029928
1616879_aVvi.12617 Transcr ibed locus, weakly similar to NP_173731.2 armadillo/beta-catenin repeat family protein 249.4891 237.9003 192.8462 185.0107 16 7.962833 7.894214 7.591307 7.531465 0.0150296 8.064697 0.03892679 6409 1.2897911 up 7.928524 7.561386 0.048521 0.042315 0.3671375 1.048554
1616880_aVvi.70 Transcr ibed locus, moderately similar to NP_195510.1 mannitol dehydrogenase, putative [Ara 24.8071 19.62439 27.99717 58.85668 16 4.632681 4.294576 4.807209 5.879134 0.2580443 1.565047 0.3128872 13691 1.8397923 down 4.463629 5.343172 0.239076 0.757966 -0.8795426 0.835389
1616881_aVvi.5146 Transcr ibed locus, weakly similar to NP_196908.1 mitochondrial phosphate transporter [Arab 734.5902 634.0998 687.5631 771.8708 16 9.520796 9.308566 9.425348 9.592216 0.5578657 0.69711 0.6044304 15322 1.0674 down 9.414681 9.508781 0.150069 0.117993 -0.0941005 0.990104
1616882_aVvi.43 Transcr ibed locus, moderately similar to NP_201231.1 phosphate-responsive protein, putative 2566.223 2772.577 2052.634 2031.273 16 11.32543 11.43701 11.00326 10.98817 0.0206681 6.847556 0.04567761 7511 1.3063194 up 11.38122 10.99571 0.0789 0.010672 0.385508 1.03506
1616883_aVvi.7639 Transcr ibed locus, moderately similar to NP_175009.1 60S ribosomal protein L3 (RPL3A) [Ar 16411.83 16129.46 17508.79 18819.31 16 14.00245 13.97741 14.09579 14.19993 0.0983129 2.949145 0.13982616 11672 1.1156855 down 13.98993 14.14786 0.017705 0.073634 -0.157931 0.988837
1616884_at 6.645592 6.764766 6.345329 6.28472 16 2.732398 2.75804 2.665695 2.651849 0.0272539 5.932866 0.05379495 8410 1.0617521 up 2.745219 2.658772 0.018132 0.009791 0.086447 1.032514
1616885_at 6.192795 6.203796 5.851802 5.862348 16 2.63059 2.633151 2.548881 2.551479 4.98E-04 44.79105 0.01945649 424 1.0582576 up 2.631871 2.55018 0.001811 0.001837 0.0816907 1.032033
1616886_aVvi.8031 Transcr ibed locus, weakly similar to XP_426694.1 PREDICTED: similar to mKIAA0804 prote 12.20783 13.85644 11.20189 10.46371 16 3.609735 3.792484 3.48567 3.387322 0.1254774 2.550105 0.17099032 12182 1.2013147 up 3.70111 3.436496 0.129223 0.069542 0.2646142 1.077001
1616887_aVvi.12064 Transcr ibed locus 7.275898 7.596519 6.868329 6.662661 16 2.863125 2.925339 2.779959 2.736099 0.069986 3.578645 0.10708827 10849 1.0990087 up 2.894232 2.758029 0.043991 0.031014 0.1362028 1.049384
1616888_aVvi.874 Transcr ibed locus, moderately similar to XP_480480.1 glyoxalase I [Oryza sativa (japonica cu 340.3286 334.972 362.2041 346.8914 16 8.410785 8.387897 8.500659 8.43834 0.1688885 2.113571 0.21847333 12833 1.0498323 down 8.399341 8.4695 0.016184 0.044066 -0.070159 0.991716
1616889_aVvi.7018 Transcr ibed locus, weakly similar to NP_199957.1 23.5 kDa mitochondrial small heat shock pr 615.2048 582.7165 48.41213 35.01951 16 9.264923 9.18665 5.597297 5.130087 0.0037402 16.30536 0.02823139 2195 14.541401 up 9.225786 5.363692 0.055347 0.330367 3.862094 1.720044
1616890_x_at 3.463048 3.492457 3.361677 3.377515 16 1.792043 1.804243 1.749181 1.755962 0.0226591 6.529779 0.04819823 7804 1.0320915 up 1.798142 1.752572 0.008627 0.004795 0.0455708 1.026002
1616891_at 6.607885 6.759742 6.229455 6.252788 16 2.724189 2.756968 2.639106 2.6445 0.0271326 5.946676 0.05365343 8394 1.0708643 up 2.740578 2.641803 0.023179 0.003814 0.0987756 1.037389
1616892_aVvi.2215 Transcr ibed locus 20.87806 15.84296 7.21623 11.44694 16 4.383916 3.98577 2.851245 3.51689 0.1230551 2.580546 0.16825573 12141 2.001075 up 4.184843 3.184068 0.281532 0.470682 1.0007753 1.314307
1616893_sVvi.10738 Transcr ibed locus, weakly similar to NP_198593.1 touch-responsive protein / calmodulin-relat 1246.744 1219.1 912.8333 1102.9 16 10.28395 10.2516 9.834208 10.10709 0.1630683 2.162588 0.21218431 12758 1.2286958 up 10.26778 9.970647 0.022875 0.192954 0.297128 1.0298
1616894_aVvi.12676 Transcr ibed locus, weakly similar to NP_200536.2 cytochrome P450 71B10 [Arabidopsis thali 6.978523 7.966898 7.393804 7.323938 16 2.802922 2.994018 2.886317 2.87262 0.8610966 0.198362 0.8803452 16238 1.0132581 up 2.89847 2.879468 0.135125 0.009685 0.0190018 1.006599
1616895_aVvi.4046 Transcr ibed locus, weakly similar to XP_463660.1 B1033B05.5 [Oryza sativa (japonica cultiva 5.37729 5.400874 5.311723 5.230628 16 2.426879 2.433193 2.40918 2.386984 0.1094003 2.769419 0.15285796 11881 1.022396 up 2.430036 2.398082 0.004465 0.015695 0.031954 1.013325
1616896_aVvi.6170 Transcr ibed locus, weakly similar to NP_565957.1 ovule development protein, putative [Arabid 55.09211 57.46555 88.53429 80.11897 16 5.783774 5.844626 6.468164 6.324072 0.0175871 7.44071 0.0421756 6922 1.4968387 down 5.814199 6.396118 0.043029 0.101889 -0.5819186 0.90902
1616897_at 4.807075 4.83858 4.585623 4.592749 16 2.265159 2.274584 2.197118 2.199358 0.0045407 14.78956 0.02926091 2568 1.0509058 up 2.269871 2.198238 0.006664 0.001584 0.0716332 1.032587
1616898_aVvi.923 Transcr ibed locus, weakly similar to NP_195131.1 caffeoyl-CoA 3-O-methyltransferase, putat 10.11927 10.27111 10.81842 12.00789 16 3.339033 3.36052 3.435417 3.58591 0.1685112 2.116678 0.21807027 12828 1.1179746 down 3.349776 3.510664 0.015193 0.106414 -0.1608874 0.954172
1616899_aVvi.9117 Transcr ibed locus, moderately similar to NP_197993.1 PHD finger family protein [Arabidopsi 966.2548 948.8986 984.473 957.9476 16 9.91626 9.89011 9.943208 9.903803 0.4807014 0.859356 0.5326439 14982 1.0141851 down 9.903185 9.923506 0.018491 0.027863 -0.020321 0.997952
1616900_aVvi.4655 Transcr ibed locus, weakly similar to NP_922578.1 chitinase [Oryza sativa (japonica cultivar-g 3.899689 3.910875 3.792448 3.805931 16 1.963359 1.967492 1.923129 1.928249 0.0067842 12.07899 0.03073394 3661 1.0279257 up 1.965425 1.925689 0.002922 0.00362 0.0397361 1.020635
1616901_aVvi.8788 Transcr ibed locus, moderately similar to NP_196908.1 mitochondrial phosphate transporter [A 2733.626 2775.096 3232.392 3299.034 16 11.4166 11.43832 11.65839 11.68783 0.0055004 13.42779 0.02965942 3072 1.1856232 down 11.42746 11.67311 0.01536 0.020819 -0.245645 0.978956
1616902_at 6.815988 6.883267 6.374869 6.319694 16 2.768923 2.783094 2.672396 2.659855 0.0073326 11.61372 0.03110283 3913 1.0791408 up 2.776008 2.666125 0.01002 0.008868 0.1098831 1.041215
1616903_aVvi.2913 Transcr ibed locus, moderately similar to NP_568957.1 expressed protein [Arabidopsis thalian 1230.998 1160.282 1016.292 938.5163 16 10.26561 10.18026 9.9891 9.874238 0.0553807 4.070756 0.08921318 10305 1.2237148 up 10.22294 9.931669 0.060354 0.081219 0.291268 1.029327
1616904_aVvi.4953 Transcr ibed locus 7.283659 7.269756 6.948123 6.928615 16 2.864663 2.861907 2.796623 2.792567 0.0012719 28.01321 0.02354478 893 1.0487639 up 2.863285 2.794595 0.001949 0.002868 0.0686898 1.02458
1616905_aVvi.4867 Transcr ibed locus 4.588699 4.723634 4.47809 4.491281 16 2.198085 2.239897 2.162883 2.167127 0.123957 2.569115 0.16923796 12159 1.0381292 up 2.218991 2.165005 0.029566 0.003001 0.0539861 1.024936
1616906_aVvi.12301 Transcr ibed locus, weakly similar to XP_475470.1 putative NBS-LRR type resistance protein 5.344575 5.370343 5.070443 5.0683 16 2.418075 2.425014 2.342112 2.341502 0.0019024 22.89449 0.02532748 1243 1.056826 up 2.421545 2.341807 0.004907 4.31E-04 0.0797378 1.03405
1616907_aVvi.12277 Transcr ibed locus, weakly similar to NP_188065.1 disease resistance protein (NBS-LRR cla   6.253783 6.45042 5.842329 5.745605 16 2.644729 2.689393 2.546544 2.522459 0.0347364 5.224664 0.0633868 9097 1.0962372 up 2.667061 2.534501 0.031582 0.017031 0.13256 1.052302
1616908_aVvi.4720 Transcr ibed locus, weakly similar to NP_191304.1 expressed protein [Arabidopsis thaliana] 2428.712 2412.678 2619.344 2707.075 16 11.24598 11.23642 11.35499 11.40252 0.0296777 5.674759 0.05692107 8655 1.1000408 down 11.2412 11.37876 0.006757 0.033608 -0.137557 0.987911
1616909_aVvi.992 Transcr ibed locus, moderately similar to NP_200750.1 oxysterol-binding family protein [Arabi 1796.853 1661.388 1138.794 1440.757 16 10.81126 10.69817 10.15329 10.49261 0.1371328 2.414334 0.18372606 12390 1.3488824 up 10.75472 10.32295 0.079962 0.239936 0.431765 1.041826
1616910_aVvi.5184 Transcr ibed locus, weakly similar to NP_189212.1 myrcene/ocimene synthase, putative [Arabi 4.261208 4.288988 4.126154 4.119687 16 2.091262 2.100637 2.044798 2.042535 0.0083993 10.84249 0.0319476 4363 1.0369047 up 2.09595 2.043666 0.006629 0.0016 0.0522832 1.025583
1616911_aVvi.3301 Transcr ibed locus, moderately similar to NP_201478.1 scarecrow transcr iption factor family p 6.831959 6.760044 7.003298 9.136644 16 2.772299 2.757033 2.808034 3.191665 0.34523 1.225126 0.40136617 14279 1.1770562 down 2.764666 2.999849 0.010795 0.271267 -0.2351833 0.921602
1616912_aVvi.9197 Transcr ibed locus, moderately similar to XP_483508.1 cation exchanger-like protein [Oryza s   195.5396 177.5226 127.7381 157.2254 16 7.611317 7.471859 6.997045 7.296691 0.1395149 2.388554 0.18629663 12432 1.3146876 up 7.541588 7.146868 0.098612 0.211882 0.3947202 1.05523
1616913_aVvi.629 Transcr ibed locus, weakly similar to NP_196176.1 transducin family protein / WD-40 repeat fa 108.2891 106.404 79.94898 76.88172 16 6.758743 6.733409 6.321008 6.264568 0.0046244 14.65419 0.02926091 2619 1.3691572 up 6.746076 6.292788 0.017914 0.039909 0.453288 1.072033
1616914_aVvi.11141 Transcr ibed locus, weakly similar to XP_469701.1 putative cop-coated vesicle membrane prot 5.024538 5.042604 4.895843 4.914684 16 2.328991 2.334169 2.291557 2.297099 0.0102037 9.823771 0.03410537 4966 1.0261574 up 2.33158 2.294328 0.003661 0.003918 0.037252 1.016237
1616915_aVvi.15602 Transcr ibed locus 4.756657 4.796568 4.599005 4.6241 16 2.249948 2.262003 2.201322 2.209173 0.0195182 7.052594 0.04451405 7278 1.0357873 up 2.255975 2.205247 0.008524 0.005551 0.0507278 1.023003
1616916_aVvi.1233 Transcr ibed locus, moderately similar to NP_915424.1 putative 60S RIBOSOMAL PROTEIN 16712.63 15578.68 17287.91 17369.64 16 14.02865 13.92729 14.07748 14.08428 0.180022 2.025915 0.23025872 12977 1.0739375 down 13.97797 14.08088 0.071676 0.004811 -0.10291 0.992692
1616917_aVvi.14942 Transcr ibed locus 3.889989 3.901776 3.742586 3.762077 16 1.959766 1.964131 1.904036 1.91153 0.006348 12.4913 0.03037423 3468 1.0382587 up 1.961948 1.907783 0.003087 0.005299 0.0541658 1.028392
1616918_sVvi.1453 Transcr ibed locus, weakly similar to XP_474191.1 OSJNBa0011F23.7 [Oryza sativa (japonica 764.1955 812.0841 9.403434 9.23699 16 9.577798 9.665485 3.233188 3.207423 5.10E-05 140.0815 0.01326001 59 84.526726 up 9.621641 3.220305 0.062004 0.018219 6.4013356 2.987804
1616919_sVvi.12853 Transcr ibed locus, strongly similar to NP_177217.1 60S ribosomal protein L27A (RPL27aC) 10416.37 10489.39 12796.45 12934.99 16 13.34657 13.35664 13.64346 13.65899 9.54E-04 32.36052 0.02248719 703 1.23082 down 13.3516 13.65122 0.007126 0.010985 -0.29962 0.978052
1616920_aVvi.5063 Transcr ibed locus, moderately similar to NP_196180.1 PHD finger family protein [Arabidopsi 713.1697 702.6146 888.8813 837.5467 16 9.478102 9.45659 9.795847 9.710026 0.0231637 6.455762 0.04881488 7877 1.2189088 down 9.467346 9.752936 0.015211 0.060685 -0.28559 0.970718
1616921_x_at 8.519137 8.388437 7.650742 7.494367 16 3.090708 3.068402 2.9356 2.905807 0.0134472 8.536299 0.03735154 5976 1.1163981 up 3.079555 2.920703 0.015772 0.021067 0.1588516 1.054388
1616922_aVvi.15387 Transcr ibed locus 3.952491 3.967337 3.839788 3.848124 16 1.982762 1.988171 1.941027 1.944155 0.0052681 13.72309 0.02950386 2957 1.0301651 up 1.985467 1.942591 0.003825 0.002212 0.0428755 1.022071
1616923_s_at 3.105763 3.121305 3.020062 3.033605 16 1.634948 1.642149 1.594578 1.601033 0.0137954 8.425653 0.03764948 6081 1.0286435 up 1.638549 1.597806 0.005092 0.004565 0.040743 1.025499
1616924_aVvi.9243 Transcr ibed locus, moderately similar to NP_177566.1 AIR synthase-related family protein [A 247.3102 240.4436 276.7022 233.1907 16 7.950178 7.909555 8.11219 7.865367 0.6840019 0.471024 0.72077435 15754 1.0416797 down 7.929866 7.988778 0.028725 0.174531 -0.0589117 0.992626
1616925_aVvi.3337 Transcr ibed locus, moderately similar to NP_567184.1 dehydration-responsive protein-related 64.69756 69.17217 157.3097 143.3958 16 6.015639 6.11212 7.297464 7.163859 0.0049503 14.16008 0.02943507 2785 2.2451034 down 6.06388 7.230661 0.068222 0.094473 -1.1667819 0.838634
1616926_at 6.127139 6.217036 5.933515 5.802409 16 2.615214 2.636227 2.568887 2.536652 0.0630489 3.7917 0.09855958 10619 1.0518658 up 2.62572 2.55277 0.014859 0.022794 0.0729506 1.028577
1616927_aVvi.9615 Transcr ibed locus, strongly similar to NP_190753.2 calcium-dependent protein kinase, putativ     528.7266 500.4784 691.5177 671.9531 16 9.046378 8.967164 9.433622 9.392217 0.0118926 9.087832 0.0357924 5515 1.3251438 down 9.006771 9.41292 0.056013 0.029278 -0.406149 0.956852
1616928_aVvi.15454 Transcr ibed locus 3.914102 3.938784 3.815482 3.831365 16 1.968681 1.97775 1.931865 1.937858 0.0194964 7.056657 0.04449292 7271 1.0269414 up 1.973216 1.934862 0.006413 0.004238 0.0383539 1.019823
1616929_at 935.2525 1170.718 388.4329 357.8846 16 9.869212 10.19318 8.601522 8.483351 0.0131494 8.634357 0.0370839 5885 2.8064728 up 10.0312 8.542437 0.229079 0.083559 1.488758 1.174278
1616930_aVvi.2297 Transcr ibed locus, moderately similar to XP_463527.1 B1065E10.16 [Oryza sativa (japonica c 58.04061 56.77706 56.47384 69.11405 16 5.858991 5.827236 5.819511 6.110907 0.4924445 0.833073 0.5441306 15024 1.0883149 down 5.843113 5.965209 0.022454 0.206048 -0.122096 0.979532
1616931_sVvi.652 Transcr ibed locus, strongly similar to NP_564149.1 20S proteasome beta subunit C1 (PBC1) 3056.121 2880.27 2670.709 2697.196 16 11.57749 11.49199 11.38301 11.39724 0.0792761 3.336883 0.11782822 11169 1.1054329 up 11.53474 11.39013 0.060455 0.010067 0.144612 1.012696
1616932_aVvi.1065 Transcr ibed locus, weakly similar to NP_178935.2 expressed protein [Arabidopsis thaliana] 342.0396 351.6856 577.2162 514.7444 16 8.418019 8.458142 9.172968 9.007712 0.0165724 7.671085 0.04088402 6728 1.571627 down 8.438081 9.09034 0.028371 0.116853 -0.652259 0.928247
1616933_aVvi.1568 GO:001674Glutathione S-transferase (GST2) 5220.875 5420.457 4243.415 4359.335 16 12.35008 12.4042 12.05101 12.08989 0.0115994 9.204019 0.0354975 5424 1.2368644 up 12.37714 12.07045 0.038271 0.027493 0.306687 1.025408
1616934_aVvi.15594 Transcr ibed locus 3.361849 3.368134 3.246494 3.275302 16 1.749255 1.75195 1.698883 1.711628 0.0200154 6.961792 0.04502401 7379 1.0319313 up 1.750602 1.705255 0.001905 0.009013 0.0453469 1.026592
1616935_aVvi.4584 Transcr ibed locus, moderately similar to NP_196657.1 CCR4-NOT transcr iption complex pro 879.447 778.0416 598.9785 658.0563 16 9.780453 9.603704 9.22636 9.362067 0.0702591 3.570889 0.10733789 10866 1.3175552 up 9.692078 9.294214 0.124981 0.095959 0.397864 1.042808
1616936_sVvi.7746 Transcr ibed locus, weakly similar to NP_564769.1 expressed protein [Arabidopsis thaliana] 2940.102 2964.643 2572.577 2536.406 16 11.52165 11.53364 11.329 11.30857 0.0032004 17.63401 0.02776053 1913 1.1557764 up 11.52765 11.31879 0.00848 0.014445 0.208862 1.018453
1616937_at 173.4921 175.7825 223.813 208.1941 16 7.438726 7.457648 7.80615 7.701786 0.028787 5.765869 0.05570177 8579 1.2360876 down 7.448187 7.753968 0.013379 0.073797 -0.305781 0.960565
1616938_aVvi.5039 Transcr ibed locus, moderately similar to NP_196717.2 PQQ enzyme repeat-containing protei 61.04981 63.32552 60.78844 67.75208 16 5.931915 5.984715 5.925725 6.082193 0.6359335 0.552805 0.67697895 15594 1.0321441 down 5.958315 6.003959 0.037335 0.11064 -0.045644 0.992398
1616939_aVvi.14805 Transcr ibed locus 423.9698 416.0786 420.0026 404.2728 16 8.727818 8.700712 8.714254 8.659185 0.4641472 0.897548 0.51692307 14906 1.0192761 up 8.714265 8.68672 0.019166 0.03894 0.027545 1.003171
1616940_sVvi.7049 GO:000976Chlorophyll a/b-binding protein (Lhca1) mRNA, partial cds; nuclear gene for chloroplast prod 669.0964 626.1329 22.76774 28.09156 16 9.38607 9.290325 4.508919 4.812065 0.0011527 29.42823 0.02313663 825 25.593504 up 9.338198 4.660492 0.067702 0.214356 4.677706 2.003694
1616941_aVvi.15725 Transcr ibed locus 659.2929 707.8096 741.1256 768.9938 16 9.364776 9.467217 9.533574 9.586828 0.1297824 2.497979 0.17567448 12264 1.1051216 down 9.415997 9.560202 0.072437 0.037656 -0.144205 0.984916
1616942_at 21.13452 15.27435 12.652 9.227972 16 4.401529 3.933039 3.661294 3.206013 0.1537763 2.246018 0.20215335 12628 1.662818 up 4.167284 3.433654 0.331273 0.321932 0.7336302 1.213659
1616943_aVvi.3838 Transcr ibed locus 7.10212 7.175893 6.669998 6.77991 16 2.82825 2.843158 2.737686 2.761266 0.0251838 6.181789 0.05140212 8132 1.0615907 up 2.835704 2.749476 0.010542 0.016673 0.0862276 1.031361
1616944_aVvi.9525 Transcr ibed locus, weakly similar to XP_472660.1 OSJNBa0086B14.2 [Oryza sativa (japonica 6.269357 6.392786 11.44041 17.13447 16 2.648318 2.676445 3.516067 4.09883 0.0591992 3.925221 0.0938495 10470 2.2115643 down 2.662381 3.807448 0.019889 0.412075 -1.1450672 0.699256
1616945_aVvi.15182 Transcr ibed locus 6.271502 6.294968 6.030528 5.982165 16 2.648811 2.654199 2.592284 2.580668 0.0095553 10.15658 0.0334255 4745 1.0461061 up 2.651505 2.586476 0.00381 0.008214 0.0650292 1.025142
1616946_aVvi.2394 Transcr ibed locus, moderately similar to NP_197800.1 RNA polymerase sigma subunit SigE 2265.214 2107.564 18.08576 29.3723 16 11.14543 11.04136 4.176782 4.876384 0.0028877 18.56867 0.02722295 1759 94.79986 up 11.0934 4.526583 0.073589 0.494693 6.566813 2.450722
1616947_aVvi.8215 Transcr ibed locus 38.96241 40.20724 38.31365 37.56179 16 5.284011 5.329383 5.259787 5.231194 0.149936 2.28255 0.19788828 12578 1.0433382 up 5.306697 5.24549 0.032083 0.020218 0.061207 1.011668
1616948_aVvi.3297 Transcr ibed locus, weakly similar to NP_850070.1 tRNA synthetase class I (W and Y) family p 205.6528 189.5913 220.161 229.939 16 7.684066 7.566749 7.782415 7.845107 0.1053466 2.83201 0.14820473 11800 1.1394622 down 7.625408 7.813761 0.082956 0.04433 -0.1883531 0.975895
1616949_aVvi.12358 Transcr ibed locus, moderately similar to NP_568787.1 FtsH protease, putative [Arabidopsis t 186.9477 223.5867 137.941 141.96 16 7.546491 7.80469 7.107907 7.14934 0.0526699 4.183266 0.08589637 10179 1.4610105 up 7.675591 7.128624 0.182574 0.029297 0.5469665 1.076728
1616950_aVvi.3804 Transcr ibed locus, moderately similar to NP_192575.2 KOW domain-containing transcr iption 690.3179 665.2696 747.6622 780.6975 16 9.431117 9.377795 9.546243 9.60862 0.0519235 4.215737 0.08501315 10139 1.1273806 down 9.404456 9.577431 0.037704 0.044107 -0.172975 0.981939
1616951_at 8.95066 9.833318 8.840349 9.07234 16 3.161994 3.297678 3.144103 3.181475 0.4412495 0.952802 0.49521422 14791 1.0475703 up 3.229836 3.162789 0.095943 0.026426 0.0670471 1.021199
1616952_aVvi.14437 Transcr ibed locus 6.82328 6.841278 6.579897 6.610571 16 2.770465 2.774266 2.718065 2.724775 0.005679 13.21319 0.02982877 3158 1.0359439 up 2.772366 2.72142 0.002687 0.004745 0.0509458 1.01872
1616953_aVvi.14290 Transcr ibed locus 6.389236 6.438312 6.023967 5.955181 16 2.675643 2.686683 2.590714 2.574145 0.010013 9.918307 0.03390677 4899 1.0708327 up 2.681163 2.58243 0.007806 0.011716 0.0987332 1.038233
1616954_sVvi.485 Transcr ibed locus 1410.002 1356.289 803.4086 806.3882 16 10.46148 10.40545 9.64999 9.655331 0.0012966 27.74413 0.02357308 909 1.7180889 up 10.43347 9.65266 0.039621 0.003776 0.780805 1.08089
1616955_at 6.073103 6.136648 5.78299 5.788861 16 2.602434 2.617451 2.531816 2.533279 0.0093682 10.25896 0.03326867 4674 1.0551109 up 2.609942 2.532548 0.010619 0.001035 0.0773947 1.03056
1616956_at 7.531734 7.688362 7.267528 7.373163 16 2.912982 2.942676 2.861465 2.882284 0.0909194 3.085866 0.13122043 11502 1.0395468 up 2.927829 2.871874 0.020997 0.014721 0.0559547 1.019484
1616957_sVvi.13075 Transcr ibed locus, weakly similar to NP_189244.1 glycosyl hydrolase family 5 protein / cellula    6328.059 6197.761 4510.028 4206.16 16 12.62755 12.59753 12.13892 12.03829 0.0098947 9.978326 0.03382366 4855 1.437872 up 12.61254 12.0886 0.021224 0.071159 0.523935 1.043341
1616958_sVvi.8254 Transcr ibed locus 10.39667 10.55186 10.13862 12.67599 16 3.37805 3.399426 3.34179 3.664026 0.5528117 0.707057 0.600051 15294 1.0823523 down 3.388738 3.502908 0.015115 0.227855 -0.1141701 0.967407
1616959_aVvi.7355 Transcr ibed locus, moderately similar to XP_464529.1 unknown protein [Oryza sativa (japonic 1730.322 1745.509 1647.127 1835.063 16 10.75682 10.76943 10.68574 10.84161 0.9950565 0.006988 0.9957162 16590 1.0003788 down 10.76313 10.76368 0.008915 0.110222 -0.000547 0.999949
1616960_aVvi.2952 Transcr ibed locus, weakly similar to NP_198668.1 hydrolase, alpha/beta fold family protein [Ar 28.83513 21.90129 31.61428 27.44467 16 4.849756 4.452944 4.982504 4.778454 0.4123887 1.027022 0.46787927 14632 1.1721274 down 4.65135 4.880479 0.280588 0.144285 -0.2291293 0.953052
1616961_aVvi.11485 Transcr ibed locus, weakly similar to NP_193852.1 oxidoreductase, 2OG-Fe(II) oxygenase fam 6.202776 6.253862 5.886351 5.866853 16 2.632914 2.644748 2.557374 2.552587 0.0057439 13.13768 0.02989878 3187 1.0598428 up 2.638831 2.55498 0.008367 0.003385 0.0838504 1.032818
1616962_aVvi.2272 Transcr ibed locus 8.781956 9.203874 7.907414 7.764858 16 3.134543 3.202241 2.983206 2.95696 0.0319182 5.462431 0.05976841 8865 1.1473527 up 3.168392 2.970083 0.04787 0.018559 0.1983089 1.066769
1616963_at 4.010155 4.035137 3.870069 3.890713 16 2.003658 2.012618 1.952359 1.960035 0.0126541 8.805058 0.03659347 5740 1.0366585 up 2.008138 1.956197 0.006336 0.005427 0.0519407 1.026552
1616964_aVvi.11554 Transcr ibed locus 7.017109 7.249927 7.978423 6.882571 16 2.810877 2.857966 2.996104 2.782948 0.6637936 0.504856 0.7021091 15694 1.0389339 down 2.834422 2.889525 0.033297 0.150724 -0.0551038 0.98093
1616965_at 9.277949 9.425092 13.10121 8.925243 16 3.213806 3.236507 3.711628 3.157892 0.5283594 0.756416 0.5776569 15183 1.1563705 down 3.225156 3.43476 0.016052 0.391551 -0.2096037 0.938976
1616966_aVvi.3287 Transcr ibed locus, strongly similar to NP_189051.1 glucosamine--fructose-6-phosphate ami 457.832 559.0745 484.7236 399.0983 16 8.838675 9.126897 8.921019 8.6406 0.4209069 1.004538 0.47624594 14671 1.1502733 up 8.982786 8.780809 0.203804 0.198286 0.201977 1.023002
1616967_aVvi.13091 Transcr ibed locus, weakly similar to NP_914853.1 P0413C03.30 [Oryza sativa (japonica cultiv 4.38154 4.402683 4.21131 4.223665 16 2.131438 2.138383 2.074269 2.078495 0.0047889 14.3986 0.02932456 2704 1.0414029 up 2.134911 2.076382 0.004911 0.002988 0.0585284 1.028188
1616968_at 6.722692 6.797257 6.284569 6.279187 16 2.749039 2.764953 2.651814 2.650578 0.005642 13.25678 0.02979867 3139 1.0760908 up 2.756996 2.651196 0.011253 8.74E-04 0.1057999 1.039906
1616969_aVvi.12424 Transcr ibed locus, strongly similar to XP_483801.1 putative aminopeptidase N [Oryza sativa ( 237.3335 242.3139 238.5079 218.1204 16 7.890772 7.920733 7.897893 7.768981 0.3885527 1.092801 0.44408315 14525 1.0514026 up 7.905752 7.833437 0.021186 0.091155 0.072315 1.009232
1616970_aVvi.6349 Transcr ibed locus, weakly similar to NP_910923.2 unknown protein [Oryza sativa (japonica cu 40.07735 32.90854 88.63396 58.47456 16 5.324715 5.04039 6.469788 5.869737 0.0969344 2.973503 0.13821578 11642 1.9823474 down 5.182552 6.169762 0.201048 0.4243 -0.9872097 0.839992
1616971_aVvi.9995 Transcr ibed locus, strongly similar to NP_176251.1 phosphatidylinositol 3-kinase (PI3K) [Ara 258.3764 233.7845 256.3732 270.308 16 8.01333 7.869035 8.002102 8.078461 0.3486338 1.214042 0.4047797 14298 1.0711037 down 7.941183 8.040281 0.102032 0.053994 -0.099098 0.987675
1616972_aVvi.940 Transcr ibed locus, weakly similar to NP_190438.1 expressed protein [Arabidopsis thaliana] 14.82742 18.32433 10.99941 12.32023 16 3.890195 4.195688 3.459354 3.622958 0.1014217 2.895952 0.14353442 11730 1.4159656 up 4.042942 3.541156 0.216016 0.115685 0.5017862 1.141701
1616973_aVvi.14762 Transcr ibed locus 4.597126 4.672955 4.501554 4.515746 16 2.200732 2.224335 2.170423 2.174964 0.0801998 3.31508 0.11884999 11202 1.0279996 up 2.212534 2.172694 0.01669 0.003211 0.0398398 1.018337
1616974_aVvi.15063 Transcr ibed locus 7.650697 7.63733 7.099351 7.043993 16 2.935591 2.933068 2.827687 2.816393 0.0026446 19.40696 0.02672241 1641 1.0809423 up 2.93433 2.82204 0.001784 0.007986 0.1122895 1.03979
1616975_at 16.07694 16.30808 13.49679 13.79306 16 4.006921 4.027515 3.754545 3.785871 0.0057094 13.17767 0.02987559 3171 1.1867454 up 4.017218 3.770208 0.014563 0.022151 0.2470104 1.065516
1616976_aVvi.9400 Transcr ibed locus 6.498409 6.217863 5.969684 5.991098 16 2.700087 2.636419 2.577655 2.58282 0.1103134 2.755771 0.1539269 11897 1.062907 up 2.668253 2.580237 0.04502 0.003653 0.0880153 1.034111
1616977_aVvi.1687 Transcr ibed locus, weakly similar to NP_922698.1 putative dioxygenase [Oryza sativa (japonic  585.1181 539.0848 595.8957 528.3664 16 9.192584 9.074369 9.218916 9.045395 0.9911031 0.012582 0.99265766 16575 1.000916 up 9.133476 9.132155 0.083591 0.122698 0.001321 1.000145
1616978_aVvi.6460 Transcr ibed locus, moderately similar to NP_200289.1 RabGAP/TBC domain-containing pro 4.936249 4.843854 4.583262 4.641266 16 2.303415 2.276155 2.196375 2.214518 0.0356828 5.151096 0.06459556 9170 1.0602016 up 2.289785 2.205447 0.019276 0.012829 0.0843387 1.038241
1616979_sVvi.1136 Transcr ibed locus, strongly similar to NP_568619.1 ubiquitin-conjugating enzyme 18 (UBC1 2435.395 2394.688 1869.918 1723.47 16 11.24994 11.22562 10.86876 10.7511 0.0191493 7.122227 0.04400912 7222 1.3452289 up 11.23778 10.80993 0.017195 0.083197 0.427852 1.03958
1616980_at 5.667223 5.752157 5.378345 5.395315 16 2.502642 2.524103 2.427162 2.431707 0.0166505 7.652622 0.04100739 6740 1.059907 up 2.513372 2.429435 0.015175 0.003214 0.0839376 1.03455
1616981_aVvi.8064 Transcr ibed locus, moderately similar to NP_188194.1 phospholipase D alpha 1 / PLD alpha 4405.276 4193.14 2807.051 2937.095 16 12.10502 12.03382 11.45484 11.52017 0.0068237 12.04362 0.03073394 3681 1.4968288 up 12.06942 11.48751 0.050346 0.046198 0.581909 1.050656
1616982_aVvi.14978 Transcr ibed locus 7.059206 6.892338 7.32458 6.816186 16 2.819506 2.784993 2.872746 2.768965 0.7660908 0.340236 0.79567695 15983 1.01298 down 2.80225 2.820855 0.024404 0.073384 -0.0186057 0.993404
1616983_aVvi.9283 Transcr ibed locus, weakly similar to NP_563641.1 zinc finger protein-related [Arabidopsis tha 173.8207 193.177 179.9715 165.3373 16 7.441456 7.59378 7.491624 7.369268 0.466374 0.892329 0.51898867 14917 1.0622859 up 7.517618 7.430446 0.107709 0.086519 0.087172 1.011732
1616984_aVvi.8440 Transcr ibed locus, moderately similar to NP_181227.1 Golgi SNARE protein membrin 11 (M 301.0559 328.3646 347.0283 315.6755 16 8.233888 8.359155 8.43891 8.302299 0.5079203 0.799386 0.55855423 15096 1.0526912 down 8.296521 8.370604 0.088577 0.096599 -0.074083 0.99115
1616985_aVvi.14574 Transcr ibed locus 3.971335 3.991551 3.831103 3.851349 16 1.989624 1.996949 1.93776 1.945364 0.0102564 9.798075 0.03421287 4976 1.0365036 up 1.993287 1.941562 0.00518 0.005377 0.051725 1.026641
1616986_aVvi.12463 Transcr ibed locus, moderately similar to NP_199943.1 splicing factor-related [Arabidopsis th 84.2286 72.80309 125.8816 129.7824 16 6.396238 6.185928 6.975924 7.019951 0.0223301 6.579385 0.04777985 7758 1.6322412 down 6.291083 6.997938 0.148712 0.031132 -0.7068544 0.898991
1616987_aVvi.10612 Transcr ibed locus 7.113407 7.20527 6.635412 6.624254 16 2.830541 2.849052 2.730186 2.727758 0.0070207 11.87173 0.03087309 3769 1.0798453 up 2.839797 2.728972 0.01309 0.001717 0.1108245 1.04061
1616988_aVvi.12320 Transcr ibed locus, moderately similar to NP_199513.1 glycine-rich protein [Arabidopsis thali 4.433281 4.459384 4.238864 4.26693 16 2.148375 2.156845 2.083678 2.093199 0.009715 10.07157 0.03358614 4800 1.0454845 up 2.15261 2.088438 0.005989 0.006732 0.0641718 1.030727
1616989_aVvi.420 Transcr ibed locus 124.7686 113.7871 187.13 179.2499 16 6.96311 6.830193 7.547897 7.485829 0.0136993 8.45576 0.03759891 6048 1.5371006 down 6.896651 7.516863 0.093987 0.043889 -0.6202117 0.917491
1616990_sVvi.7286 Transcr ibed locus, weakly similar to NP_188456.1 protease inhibitor/seed storage/lipid transf 4.56497 4.585485 4.379177 4.38831 16 2.190605 2.197074 2.13066 2.133665 0.0033271 17.29355 0.02783547 1974 1.0436784 up 2.19384 2.132163 0.004574 0.002125 0.0616772 1.028927
1616991_at 6.840103 6.819619 6.435668 6.393697 16 2.774018 2.769691 2.68609 2.67665 0.0032762 17.4279 0.02783547 1942 1.0647278 up 2.771855 2.68137 0.00306 0.006675 0.0904846 1.033746
1616992_at 4.473019 4.50016 4.354355 4.283477 16 2.161249 2.169976 2.122459 2.098782 0.0488179 4.358532 0.08098267 10007 1.0388533 up 2.165613 2.110621 0.006171 0.016742 0.054992 1.026055
1616993_aVvi.4919 Transcr ibed locus, weakly similar to NP_175758.2 signal peptidase I family protein [Arabidops 5.501315 5.449524 5.268751 5.298116 16 2.459776 2.44613 2.397461 2.405479 0.0228229 6.50549 0.04840392 7827 1.0363297 up 2.452953 2.40147 0.009649 0.00567 0.0514831 1.021438
1616994_aVvi.5033 Transcr ibed locus 173.906 174.7322 174.2025 172.4544 16 7.442164 7.449001 7.444621 7.430071 0.4132696 1.024673 0.4687186 14637 1.0057254 up 7.445582 7.437346 0.004835 0.010289 0.0082364 1.001107
1616995_aVvi.7729 Transcr ibed locus, moderately similar to NP_564817.2 ubiquitin-conjugating enzyme 5 (UBC 1041.272 961.9338 749.6036 746.9256 16 10.02413 9.909794 9.549984 9.544821 0.0181006 7.331536 0.0427949 7021 1.33752 up 9.966963 9.547402 0.080848 0.003651 0.419561 1.043945
1616996_aVvi.10827 Transcr ibed locus, weakly similar to NP_567067.1 DEAD box RNA helicase, putative (RH11) 1318.718 1365.283 1647.203 1646.7 16 10.36492 10.41498 10.6858 10.68536 0.0070937 11.80983 0.03091369 3808 1.2274213 down 10.38995 10.68558 0.0354 3.12E-04 -0.29563 0.972334
1616997_sVvi.7345 Transcr ibed locus, strongly similar to XP_464146.1 putative translational initiation factor eIF-     8037.049 8092.803 8663.9 9102.759 16 12.97245 12.98242 13.0808 13.15209 0.060969 3.862316 0.09596209 10547 1.1011474 down 12.97744 13.11645 0.007052 0.050408 -0.139008 0.989402
1616998_at 4.863509 4.883223 4.702716 4.741628 16 2.281997 2.287834 2.233494 2.245383 0.0205501 6.867799 0.04552621 7493 1.0320243 up 2.284915 2.239439 0.004127 0.008406 0.0454769 1.020307
1616999_aVvi.15266 Transcr ibed locus 5.531086 5.587956 5.27699 5.273635 16 2.467563 2.482321 2.399715 2.398798 0.0094079 10.23698 0.03329499 4689 1.0538613 up 2.474942 2.399257 0.010436 6.49E-04 0.075685 1.031545
1617000_at 6.904011 6.968446 6.431804 6.426351 16 2.787435 2.800837 2.685223 2.684 0.0037534 16.27652 0.02823139 2204 1.0788726 up 2.794136 2.684612 0.009477 8.65E-04 0.1095244 1.040797
1617001_aVvi.7321 Transcr ibed locus, weakly similar to NP_563857.1 TRAF-type zinc finger-related [Arabidopsi 630.0182 603.9032 441.4112 425.1356 16 9.29925 9.238174 8.785979 8.731779 0.0063522 12.48708 0.03037423 3470 1.4238847 up 9.268711 8.758879 0.043187 0.038325 0.509832 1.058207
1617002_aVvi.5601 Transcr ibed locus, weakly similar to NP_567520.1 expressed protein [Arabidopsis thaliana] 251.7957 228.2022 219.378 283.4411 16 7.976111 7.834169 7.777275 8.146905 0.8006707 0.287667 0.8270227 16072 1.0402642 down 7.90514 7.96209 0.100368 0.261368 -0.05695 0.992847
1617003_at 4.893504 4.911414 4.654306 4.780052 16 2.290868 2.296138 2.218566 2.257026 0.102987 2.870036 0.14529146 11767 1.0393683 up 2.293503 2.237796 0.003727 0.027196 0.055707 1.024894
1617004_aVvi.707 Transcr ibed locus, moderately similar to XP_479446.1 putative xylose isomerase [Oryza sativa 2481.101 2441.996 1662.799 1781.313 16 11.27677 11.25385 10.6994 10.79873 0.0096073 10.12866 0.03350148 4760 1.4302258 up 11.26531 10.74906 0.016207 0.070235 0.516243 1.048027
1617005_aVvi.973 Transcr ibed locus, weakly similar to NP_565478.1 expressed protein [Arabidopsis thaliana] 42.1736 38.80014 54.64458 68.18081 16 5.398268 5.27799 5.772007 6.091294 0.0736099 3.479114 0.11120863 10988 1.508925 down 5.338129 5.93165 0.08505 0.22577 -0.593521 0.89994
1617006_aVvi.12372 Transcr ibed locus, moderately similar to NP_195061.1 chloroplast inner membrane import pr 273.4487 255.4633 205.1234 184.1665 16 8.095126 7.996972 7.680348 7.524867 0.0403964 4.823379 0.0705291 9508 1.3598442 up 8.046049 7.602608 0.069406 0.109942 0.4434413 1.058328
1617007_aVvi.1724 Transcr ibed locus, moderately similar to NP_563982.1 ribosomal protein S15 family protein [A  635.7703 642.1897 642.4088 656.6276 16 9.312362 9.326856 9.327348 9.358932 0.3083648 1.354273 0.36386368 14068 1.0164442 down 9.319609 9.34314 0.010249 0.022333 -0.023531 0.997481
1617008_aVvi.9915 Transcr ibed locus, moderately similar to NP_564722.1 protein kinase family protein [Arabidop 331.5449 452.118 1063.437 972.4401 16 8.37306 8.820556 10.05452 9.925466 0.0268192 5.982764 0.05329818 8353 2.6265783 down 8.596808 9.989992 0.316427 0.091254 -1.3931845 0.860542
1617009_at 164.4551 150.8321 178.9931 185.4724 16 7.36155 7.236799 7.48376 7.535061 0.0893367 3.117208 0.12952006 11449 1.1568775 down 7.299175 7.509411 0.088212 0.036275 -0.210236 0.972004
1617010_s_at 4430.661 4120.37 3731.134 3817.748 16 12.11331 12.00856 11.8654 11.89851 0.0826711 3.258479 0.1215898 11287 1.132083 up 12.06093 11.88195 0.074068 0.02341 0.17898 1.015063
1617011_at 6.132469 6.105845 5.874093 5.77035 16 2.616468 2.610191 2.554366 2.528659 0.032307 5.427825 0.06032622 8890 1.0510396 up 2.613329 2.541513 0.004439 0.018178 0.0718169 1.028258
1617012_aVvi.3300 Transcr ibed locus, strongly similar to NP_197901.1 ethylene-responsive element-binding pro   844.2358 917.7698 2299.496 2474.499 16 9.721502 9.841989 11.1671 11.27292 0.0030933 17.93824 0.02770756 1851 2.7099473 down 9.781746 11.22001 0.085197 0.074825 -1.438265 0.871813
1617013_at 60.01453 49.64616 62.17306 77.78612 16 5.90724 5.63361 5.958218 6.281441 0.2407065 1.650105 0.29487962 13551 1.2740345 down 5.770425 6.119829 0.193485 0.228553 -0.349404 0.942906
1617014_aVvi.562 Transcr ibed locus, weakly similar to NP_974559.1 expressed protein [Arabidopsis thaliana] 4744.333 4082.447 3790.457 3901.944 16 12.21199 11.99522 11.88816 11.92998 0.2200628 1.762377 0.27295354 13384 1.1443585 up 12.10361 11.90907 0.15328 0.029572 0.194539 1.016335
1617015_aVvi.9443 Transcr ibed locus, moderately similar to XP_471234.1 OSJNBa0095E20.8 [Oryza sativa (japo 4.895463 4.890487 4.886769 8.959929 16 2.291445 2.289978 2.288881 3.163487 0.4242649 0.995813 0.47942042 14691 1.3523539 down 2.290712 2.726184 0.001037 0.61844 -0.4354728 0.840263
1617016_aVvi.3298 Transcr ibed locus, weakly similar to NP_563723.1 expressed protein [Arabidopsis thaliana] 1848.856 1825.482 1471.066 1527.613 16 10.85242 10.83406 10.52265 10.57706 0.009444 10.21713 0.03330535 4705 1.2255119 up 10.84324 10.54985 0.012979 0.038479 0.293385 1.027809
1617017_aVvi.8573 Transcr ibed locus, moderately similar to NP_197094.1 expressed protein [Arabidopsis thalian 74.55824 68.791 186.2764 161.7644 16 6.220296 6.104148 7.541301 7.33775 0.0083112 10.90051 0.03181278 4334 2.4238555 down 6.162222 7.439526 0.082129 0.143932 -1.2773036 0.828308
1617018_aVvi.15652 Transcr ibed locus 4.231762 4.24286 4.109696 4.128301 16 2.081259 2.085037 2.039032 2.045548 0.0083908 10.84803 0.0319476 4358 1.0287255 up 2.083148 2.04229 0.002672 0.004608 0.040858 1.020006
1617019_aVvi.117 GO:000905CHS mRNA for chalcone synthase 5654.05 6176.126 7.466063 7.533282 16 12.46507 12.59249 2.900348 2.913278 4.43E-05 150.2598 0.01326001 52 787.9518 up 12.52878 2.906813 0.090097 0.009143 9.6219639 4.310142
1617020_at 5.58609 5.627426 5.291863 5.278919 16 2.481839 2.492475 2.403776 2.400243 0.0043037 15.1941 0.02906817 2457 1.0607965 up 2.487157 2.402009 0.007521 0.002498 0.0851479 1.035449
1617021_aVvi.11088 Transcr ibed locus, weakly similar to NP_851235.1 nuclear transport factor 2 (NTF2) family pr 893.8644 826.0714 948.1467 1039.858 16 9.803912 9.690123 9.888967 10.02217 0.1402368 2.380862 0.18706496 12445 1.1555274 down 9.747017 9.955568 0.080461 0.09419 -0.208551 0.979052
1617022_aVvi.7674 Transcr ibed locus, moderately similar to NP_922564.1 putative protein phosphatase-2C [Oryz    579.2366 491.5601 401.8979 356.6846 16 9.178009 8.941224 8.650685 8.478505 0.0774263 3.381663 0.11568817 11109 1.4093411 up 9.059616 8.564595 0.167432 0.12175 0.495021 1.057799
1617023_aVvi.8250 Transcr ibed locus, weakly similar to NP_200384.1 fasci cl in-like arabinogalactan-protein (FLA 5.112786 5.144107 4.97719 4.995631 16 2.35411 2.362921 2.315332 2.320667 0.015777 7.866862 0.03983009 6573 1.0284817 up 2.358515 2.317999 0.00623 0.003773 0.0405162 1.017479
1617024_aVvi.4774 Transcr ibed locus, moderately similar to NP_193291.1 1-deoxy-D-xylulose 5-phosphate synth 300.1377 300.076 90.37306 78.68645 16 8.229481 8.229184 6.497821 6.298043 0.0029617 18.33437 0.02750406 1786 3.5588224 up 8.229332 6.397932 2.10E-04 0.141264 1.8314 1.286249
1617025_aVvi.11110 Transcr ibed locus, moderately similar to XP_480256.1 putative ABC transporter AbcG1 [Oryz 4.410544 4.436286 4.28536 4.252877 16 2.140957 2.149353 2.099417 2.088439 0.0177138 7.413349 0.04227773 6955 1.0361454 up 2.145155 2.093928 0.005937 0.007762 0.0512266 1.024464
1617026_aVvi.8193 Transcr ibed locus 4.311253 4.324643 4.164862 4.18886 16 2.108107 2.112581 2.058269 2.066558 0.0095168 10.17742 0.03340679 4728 1.0337813 up 2.110344 2.062413 0.003163 0.005861 0.047931 1.02324
1617027_aVvi.7512 Transcr ibed locus, weakly similar to NP_922186.1 putative PKCq-interacting protein [Oryza s   601.8711 616.3984 691.6457 702.7395 16 9.233311 9.267719 9.433889 9.456846 0.0110791 9.421412 0.03504068 5246 1.1446074 down 9.250515 9.445368 0.024331 0.016233 -0.194853 0.979371
1617028_at 4.256786 4.265582 4.119371 4.108688 16 2.089764 2.092743 2.042424 2.038678 0.0022201 21.1882 0.02589414 1421 1.035769 up 2.091254 2.040551 0.002106 0.002649 0.0507023 1.024847
1617029_aVvi.12515 Transcr ibed locus, weakly similar to NP_172620.1 thioredoxin family protein [Arabidopsis thal 33.22078 39.85135 39.01934 28.69282 16 5.054014 5.316557 5.286118 4.842618 0.685084 0.469233 0.7217314 15758 1.0874264 up 5.185286 5.064368 0.185645 0.313602 0.1209176 1.023876
1617030_aVvi.11094 Transcr ibed locus, moderately similar to NP_195009.1 protein kinase, putative [Arabidopsis th 210.5988 235.6204 2221.667 2306.82 16 7.718353 7.880321 11.11743 11.17169 6.51E-04 39.16759 0.02166615 498 10.162768 down 7.799336 11.14456 0.114529 0.03837 -3.3452216 0.699834
1617031_aVvi.14670 Transcr ibed locus 3.483733 3.501192 3.365924 3.388397 16 1.800634 1.807846 1.751003 1.760603 0.0150185 8.067726 0.03892679 6403 1.0341442 up 1.80424 1.755803 0.0051 0.006788 0.0484372 1.027587
1617032_sVvi.7391 GO:000681Lipid transfer protein isoform 4 /// Lipid transfer protein isoform 1 5.408575 5.422058 5.142476 6.901929 16 2.435249 2.438841 2.362463 2.787 0.5831109 0.648622 0.627361 15430 1.1001397 down 2.437045 2.574731 0.00254 0.300193 -0.1376867 0.946524
1617033_aVvi.2656 Transcr ibed locus, weakly similar to NP_194579.1 no apical meristem (NAM) family protein [A 315.2168 326.1612 105.7475 123.7547 16 8.3002 8.349442 6.72448 6.95134 0.0060385 12.81035 0.03012808 3326 2.8028834 up 8.324821 6.83791 0.034819 0.160414 1.4869113 1.217451
1617034_aVvi.4003 Transcr ibed locus, weakly similar to NP_850274.1 myb family transcr iption factor [Arabidopsis 338.9539 321.6238 415.4855 424.7294 16 8.404945 8.32923 8.698654 8.7304 0.0136741 8.463704 0.03756706 6042 1.2722999 down 8.367088 8.714527 0.053539 0.022448 -0.347439 0.960131
1617035_s_at 5.501942 5.538409 5.412365 5.319206 16 2.459941 2.469472 2.436259 2.411211 0.0923852 3.057526 0.13300194 11531 1.0288062 up 2.464706 2.423735 0.006739 0.017712 0.0409713 1.016904
1617036_aVvi.9125 Transcr ibed locus, moderately similar to NP_914214.1 putative inorganic polyphosphate/ATP 72.44724 74.27239 73.3618 73.2062 16 6.178858 6.214754 6.196957 6.193894 0.94588 0.076649 0.95386624 16462 1.0009573 up 6.196806 6.195426 0.025382 0.002166 0.0013805 1.000223
1617037_aVvi.12449 Transcr ibed locus 417.7697 374.7587 448.2806 443.3508 16 8.706564 8.549818 8.808258 8.792305 0.1605544 2.184505 0.2093727 12730 1.1266899 down 8.628191 8.800282 0.110836 0.011281 -0.172091 0.980445
1617038_at 57.38578 54.61712 105.663 104.2937 16 5.842621 5.771281 6.723327 6.704508 0.0016503 24.58543 0.02493529 1094 1.875099 down 5.806951 6.713918 0.050445 0.013307 -0.9069667 0.864912
1617039_aVvi.12511 Transcr ibed locus 3.937244 4.015127 3.813487 3.831147 16 1.977186 2.005446 1.931111 1.937776 0.0594115 3.917534 0.09410832 10480 1.0402082 up 1.991316 1.934444 0.019982 0.004713 0.0568723 1.0294
1617040_aVvi.6395 Transcr ibed locus, moderately similar to NP_174466.1 amino acid permease family protein [A 86.1822 82.07907 84.82235 87.71201 16 6.429318 6.358942 6.406372 6.454702 0.4835652 0.852886 0.5355469 14988 1.0255566 down 6.39413 6.430537 0.049764 0.034175 -0.036407 0.994338
1617041_at 425.212 422.3504 396.1563 363.8275 16 8.732039 8.722297 8.629926 8.507111 0.1234553 2.57546 0.16870564 12148 1.1162417 up 8.727167 8.568518 0.006888 0.086843 0.158649 1.018515
1617042_aVvi.2922 Transcr ibed locus, weakly similar to XP_467784.1 putative TCP-domain protein [Oryza sativa  658.4275 643.7155 542.346 456.8495 16 9.362881 9.330279 9.08307 8.835575 0.0900685 3.102619 0.1302427 11480 1.3079057 up 9.346581 8.959322 0.023053 0.175005 0.3872585 1.043224
1617043_aVvi.12016 Transcr ibed locus, moderately similar to NP_568242.1 transducin family protein / WD-40 repe 5.69048 5.732423 5.482501 5.546187 16 2.50855 2.519145 2.454834 2.471496 0.0359133 5.133611 0.06483612 9195 1.0357548 up 2.513848 2.463165 0.007492 0.011782 0.0506825 1.020576
1617044_aVvi.10226 Transcr ibed locus, moderately similar to NP_850821.1 peptide deformylase, chloroplast / poly 100.7198 73.7066 46.26179 54.07877 16 6.654204 6.203722 5.531749 5.75699 0.089417 3.115599 0.12960546 11453 1.7226058 up 6.428963 5.64437 0.318539 0.15927 0.7845927 1.139004
1617045_aVvi.7382 Transcr ibed locus 18.51761 18.67696 23.42702 22.63519 16 4.210826 4.223188 4.550101 4.500495 0.0068045 12.0608 0.03073394 3673 1.23824 down 4.217007 4.525298 0.008741 0.035077 -0.308291 0.931874
1617046_at 16.17236 17.01044 14.39103 13.19977 16 4.015459 4.088348 3.847099 3.722441 0.0659127 3.699813 0.1020501 10722 1.2034149 up 4.051904 3.78477 0.051541 0.088146 0.2671342 1.070581
1617047_aVvi.7462 Transcr ibed locus, moderately similar to XP_463914.1 peptidylprolyl isomerase Cyp2 [Oryza s   3954.668 4073.424 5727.153 5344.233 16 11.94934 11.99203 12.4836 12.38377 0.0134715 8.528424 0.03738788 5981 1.3784064 down 11.97068 12.43369 0.030184 0.070594 -0.463001 0.962762
1617048_at 5.706072 5.715002 5.816895 6.096068 16 2.512498 2.514754 2.540249 2.607879 0.2159625 1.786326 0.2686103 13347 1.0427822 down 2.513626 2.574064 0.001595 0.047822 -0.060438 0.97652
1617049_aVvi.8941 Transcr ibed locus, moderately similar to NP_197625.1 TATA box-binding protein-interacting 4.938914 4.95481 5.843848 4.793433 16 2.304194 2.30883 2.546919 2.261059 0.5656747 0.681904 0.6116935 15352 1.0699008 down 2.306512 2.403989 0.003278 0.202133 -0.0974769 0.959452
1617050_aVvi.3500 Transcr ibed locus, weakly similar to NP_849639.1 expressed protein [Arabidopsis thaliana] 186.5377 199.6125 225.1618 206.6259 16 7.543324 7.641058 7.814819 7.690877 0.1787321 2.03569 0.22894144 12960 1.1177961 down 7.592191 7.752848 0.069109 0.08764 -0.160657 0.979278
1617051_aVvi.9571 Transcr ibed locus, weakly similar to NP_568463.1 cytochrome P450 family protein [Arabidops 196.926 208.6822 353.0181 353.3031 16 7.62151 7.705164 8.463598 8.464763 0.0027172 19.14474 0.02698064 1671 1.7421191 down 7.663337 8.46418 0.059152 8.23E-04 -0.8008432 0.905384
1617052_aVvi.8572 Transcr ibed locus 10.1855 9.419464 9.365746 9.108132 16 3.348445 3.235645 3.227394 3.187155 0.292534 1.415651 0.34819686 13947 1.0605189 up 3.292045 3.207274 0.079761 0.028453 0.0847702 1.026431
1617053_aVvi.9426 Transcr ibed locus, moderately similar to NP_172171.1 signal peptidase, putative [Arabidopsis 791.768 877.754 750.9957 718.3378 16 9.628934 9.777673 9.552661 9.488519 0.1527134 2.256003 0.20099474 12613 1.1350167 up 9.703303 9.52059 0.105174 0.045355 0.182713 1.019191
1617054_aVvi.2777 Transcr ibed locus 5.178359 5.236364 4.975167 5.020585 16 2.372495 2.388565 2.314745 2.327855 0.0293115 5.711721 0.05642125 8623 1.0419096 up 2.38053 2.3213 0.011363 0.00927 0.05923 1.025516
1617055_aVvi.8016 Transcr ibed locus, weakly similar to NP_200876.1 expressed protein [Arabidopsis thaliana] 351.7628 361.8513 212.7034 142.2392 16 8.458459 8.499253 7.732699 7.152175 0.0705792 3.56185 0.10772783 10876 2.05113 up 8.478856 7.442437 0.028846 0.410492 1.036419 1.139258
1617056_aVvi.9841 Transcr ibed locus, strongly similar to NP_919056.1 putative ribosomal protein S29 [Oryza sa 13.12937 10.60993 15.66734 12.56778 16 3.714726 3.407343 3.969689 3.651658 0.3761622 1.128828 0.43193343 14457 1.1889096 down 3.561034 3.810673 0.217352 0.224882 -0.249639 0.93449
1617057_aVvi.6227 Transcr ibed locus 32.60385 30.22415 45.60477 50.84502 16 5.02697 4.91763 5.511113 5.668035 0.02317 6.454858 0.04882116 7878 1.5339738 down 4.9723 5.589574 0.077316 0.110961 -0.617274 0.889567
1617058_sVvi.9105 Transcr ibed locus, weakly similar to XP_452543.1 unnamed protein product [Kluyveromyces la 35.30308 41.9128 38.53428 47.1912 16 5.141722 5.389319 5.268071 5.560446 0.518738 0.776438 0.56867987 15143 1.1085988 down 5.265521 5.414258 0.175077 0.20674 -0.1487374 0.972529
1617059_aVvi.14354 Transcr ibed locus 17.64854 15.19083 24.88751 28.29477 16 4.141477 3.925129 4.63735 4.822464 0.0393212 4.893016 0.06910773 9445 1.6206862 down 4.033302 4.729907 0.152981 0.130895 -0.6966047 0.852723
1617060_sVvi.118 GO:000611Glutathione reductase (NADPH) (GOR) 510.2964 469.4065 427.5415 402.8424 16 8.995192 8.874694 8.739921 8.654072 0.0845733 3.216543 0.12376306 11343 1.1793121 up 8.934942 8.696997 0.085205 0.060704 0.237945 1.027359
1617061_s_at 53.82641 53.72565 45.46053 52.89159 16 5.750242 5.747539 5.506543 5.724967 0.3471162 1.218968 0.40327665 14289 1.0966752 up 5.748891 5.615755 0.001911 0.154449 0.1331364 1.023708
1617062_aVvi.14711 Transcr ibed locus 3.007936 3.021857 2.924079 2.93825 16 1.588774 1.595436 1.547982 1.554957 0.0137949 8.425792 0.03764948 6079 1.0285665 up 1.592105 1.55147 0.004711 0.004932 0.0406351 1.026191
1617063_aVvi.7601 Transcr ibed locus, moderately similar to NP_196079.1 sulfite reductase / ferredoxin (SIR) [Ar 655.0569 689.2313 584.4814 601.4932 16 9.355476 9.428844 9.191013 9.232405 0.0503974 4.284299 0.08298694 10081 1.1332384 up 9.39216 9.211709 0.051879 0.029268 0.180451 1.019589
1617064_x_at 8.712381 8.791041 8.128147 8.100284 16 3.123067 3.136034 3.022927 3.017973 0.0040228 15.71895 0.02864461 2329 1.0785558 up 3.129551 3.02045 0.009169 0.003503 0.1091009 1.036121
1617065_aVvi.14420 Transcr ibed locus 3.838564 3.873197 3.727317 3.744104 16 1.940567 1.953525 1.898138 1.904621 0.0242563 6.303374 0.0502939 8006 1.0321599 up 1.947046 1.901379 0.009163 0.004584 0.0456666 1.024018
1617066_aVvi.6847 Transcr ibed locus, strongly similar to NP_916596.1 putative glycine dehydrogenase [Oryza s 1435.624 1368.87 653.4662 634.9102 16 10.48746 10.41877 9.351969 9.310409 0.0012778 27.94821 0.02354478 900 2.1763752 up 10.45312 9.331188 0.048573 0.029387 1.121927 1.120234
1617067_aVvi.15654 Transcr ibed locus 3.61247 3.629223 3.513863 3.517799 16 1.852986 1.859661 1.813058 1.814673 0.0064778 12.36429 0.0304738 3527 1.0298668 up 1.856323 1.813866 0.00472 0.001142 0.0424577 1.023407
1617068_aVvi.11725 Transcr ibed locus, weakly similar to NP_563877.1 starch excess protein (SEX1) [Arabidopsis 68.19988 95.56915 23.15628 17.3562 16 6.091697 6.578473 4.533331 4.117379 0.0244487 6.277594 0.05055096 8027 4.0270667 up 6.335085 4.325356 0.344203 0.294123 2.0097295 1.464639
1617069_aVvi.15527 Transcr ibed locus 5.923653 5.380433 6.061181 4.528465 16 2.566487 2.427722 2.599599 2.179022 0.6745288 0.486791 0.7120612 15725 1.0775795 up 2.497105 2.38931 0.098122 0.297393 0.1077942 1.045115
1617070_aVvi.3711 Transcr ibed locus, moderately similar to XP_464978.1 putative GTP-binding protein typA [Ory 898.0938 862.9743 33.29175 34.34578 16 9.810722 9.753174 5.057093 5.102061 6.03E-05 128.7721 0.01352838 73 26.03484 up 9.781948 5.079577 0.040693 0.031797 4.7023715 1.925741
1617071_aVvi.2605 Transcr ibed locus, weakly similar to NP_563930.1 phosphatidylinositol 3- and 4-kinase family 588.3497 565.294 722.4332 630.1744 16 9.20053 9.142858 9.49672 9.299607 0.1582058 2.205409 0.206944 12691 1.1699687 down 9.171694 9.398164 0.040781 0.13938 -0.22647 0.975903
1617072_at 4.462171 4.485894 4.314809 4.314896 16 2.157746 2.165395 2.109297 2.109326 0.0053141 13.66305 0.02950386 2988 1.0368875 up 2.161571 2.109311 0.005409 2.04E-05 0.0522595 1.024776
1617073_aVvi.7145 Transcr ibed locus, moderately similar to NP_194461.1 zinc finger (B-box type) family protein 154.323 188.2007 32.91006 31.83755 16 7.26981 7.556129 5.040457 4.992657 0.0036482 16.51096 0.02818367 2148 5.2649226 up 7.412969 5.016557 0.202458 0.033799 2.3964123 1.477701
1617074_s_at 5791.045 6475.193 5354.895 6256.608 16 12.49961 12.66071 12.38664 12.61116 0.6160382 0.588081 0.65868914 15526 1.0579379 up 12.58016 12.4989 0.113915 0.158761 0.081255 1.006501
1617075_aVvi.12516 Transcr ibed locus 40.55021 49.2221 48.26328 49.47875 16 5.341638 5.621234 5.592854 5.628737 0.4556112 0.917801 0.5089871 14860 1.0938082 down 5.481436 5.610796 0.197705 0.025373 -0.1293595 0.976945
1617076_at 6.412644 6.463559 6.060457 6.053327 16 2.680919 2.692329 2.599427 2.597728 0.0042635 15.26603 0.02897348 2442 1.06293 up 2.686624 2.598578 0.008068 0.001201 0.0880465 1.033883
1617077_at 9.035848 9.143359 8.14456 7.944819 10 3.17566 3.192725 3.025837 2.990014 0.0124328 8.884576 0.03639298 5670 1.129956 up 3.184192 3.007926 0.012066 0.02533 0.1762667 1.058601
1617078_aVvi.1600 Transcr ibed locus, weakly similar to NP_193283.2 UDP-glucoronosyl/UDP-glucosyl transfer 4.029641 4.031826 3.8725 3.889439 16 2.010651 2.011433 1.953265 1.959562 0.0033555 17.21973 0.02783547 1992 1.0385917 up 2.011042 1.956414 5.53E-04 0.004452 0.0546287 1.027923
1617079_aVvi.4567 Transcr ibed locus, moderately similar to NP_189325.2 shikimate kinase family protein [Arabid 32.53464 28.14173 33.66315 32.71948 16 5.023904 4.814639 5.073098 5.032078 0.3376322 1.250342 0.39388448 14230 1.0968122 down 4.919272 5.052588 0.147973 0.029006 -0.1333165 0.973614
1617080_sVvi.8363 Transcr ibed locus, strongly similar to NP_912234.1 putative protein kinase CK2 regulatory su 758.8164 746.0162 715.4395 875.3771 16 9.567607 9.543063 9.482686 9.773761 0.667229 0.499051 0.705428 15702 1.0518204 down 9.555335 9.628223 0.017355 0.205821 -0.072888 0.99243
1617081_aVvi.15512 Transcr ibed locus 20.88688 19.90179 19.2312 18.14743 16 4.384525 4.314826 4.265377 4.181694 0.1464885 2.316461 0.19390868 12541 1.0913699 up 4.349676 4.223536 0.049285 0.059173 0.1261402 1.029866
1617082_aVvi.7189 Transcr ibed locus, moderately similar to NP_920425.1 putative hydroxyproline-rich glycoprote     4889.452 4662.172 3673.99 3035.929 16 12.25546 12.18679 11.84313 11.56792 0.0680322 3.635455 0.10460965 10796 1.4295831 up 12.22112 11.70553 0.048558 0.194602 0.515595 1.044047
1617083_at 3.724731 3.745827 3.605382 3.560879 16 1.897136 1.905284 1.850152 1.832233 0.0258535 6.098032 0.052242 8215 1.0424784 up 1.90121 1.841193 0.005761 0.012671 0.0600176 1.032597
1617084_at 4.823993 4.789722 4.641942 4.66661 16 2.270228 2.259942 2.214728 2.222375 0.0184426 7.261342 0.0432096 7085 1.0327803 up 2.265085 2.218552 0.007273 0.005407 0.0465334 1.020975
1617085_aVvi.12610 Transcr ibed locus 18.07277 17.73972 16.22916 20.12656 16 4.175746 4.148912 4.020516 4.331029 0.939111 0.08627 0.948192 16442 1.0093622 down 4.162329 4.175773 0.018975 0.219566 -0.013444 0.99678
1617086_aVvi.12526 Transcr ibed locus 5.184357 5.239068 4.956214 5.029599 16 2.374165 2.38931 2.309239 2.330444 0.041566 4.750655 0.07204083 9578 1.0438371 up 2.381738 2.319841 0.010709 0.014994 0.0618966 1.026681
1617087_at 46.89909 27.88912 8.833475 5.532408 16 5.551488 4.801631 3.142981 2.467908 0.0424088 4.700093 0.07300602 9643 5.173408 up 5.176559 2.805445 0.530229 0.477349 2.3711149 1.845183
1617088_aVvi.7801 Transcr ibed locus, moderately similar to NP_567980.1 protein kinase family protein [Arabidop 439.4628 411.8053 620.7642 620.779 16 8.779597 8.685819 9.277902 9.277936 0.0073153 11.62762 0.03107765 3906 1.4592336 down 8.732708 9.277919 0.066311 2.43E-05 -0.545211 0.941236
1617089_aVvi.5280 Transcr ibed locus 9.834627 9.044798 12.23473 9.468405 16 3.29787 3.177088 3.61291 3.243121 0.430588 0.979585 0.48544216 14725 1.1411878 down 3.237479 3.428016 0.085406 0.26148 -0.1905363 0.944418
1617090_aVvi.3073 Transcr ibed locus, moderately similar to NP_193356.2 enoyl-CoA hydratase/isomerase family 16.08501 16.35611 15.2259 16.60829 16 4.007645 4.031757 3.928455 4.053832 0.6984037 0.447352 0.7339008 15798 1.019992 up 4.019701 3.991143 0.01705 0.088655 0.0285578 1.007155
1617091_at 298.1448 332.3807 489.9624 456.502 16 8.21987 8.376693 8.936527 8.834477 0.0244534 6.27697 0.05055096 8030 1.5023502 down 8.298281 8.885502 0.110891 0.07216 -0.587221 0.933912
1617092_aVvi.14596 Transcr ibed locus 4.688613 4.725545 4.172245 4.543394 16 2.229161 2.240481 2.060824 2.18377 0.209919 1.822739 0.26231185 13285 1.0811179 up 2.234821 2.122297 0.008004 0.086936 0.1125238 1.05302
1617093_aVvi.12232 Transcr ibed locus, weakly similar to NP_195718.1 epsin N-terminal homology (ENTH) doma 21.38567 24.26209 9.279889 9.333731 16 4.418572 4.600632 3.214107 3.222454 0.0049429 14.17084 0.02943507 2781 2.447522 up 4.509602 3.21828 0.128735 0.005902 1.2913217 1.401246
1617094_aVvi.1080 Transcr ibed locus, weakly similar to XP_476651.1 putative CBL-interacting protein kinase 23 783.4783 711.4624 704.7362 698.6621 16 9.61375 9.474644 9.460939 9.448451 0.3284735 1.281656 0.38479438 14171 1.0640031 up 9.544197 9.454695 0.098363 0.008831 0.089502 1.009466
1617095_aVvi.10261 Transcr ibed locus, weakly similar to NP_200984.1 inositol polyphosphate 6-/3-/5-kinase 2b (IP 166.9186 172.7874 187.6164 165.9999 16 7.383 7.432854 7.551642 7.375038 0.6072672 0.603932 0.6502741 15503 1.0391561 down 7.407928 7.46334 0.035252 0.124878 -0.0554125 0.992575
1617096_at 3.570893 3.587904 4.410583 3.517204 16 1.836285 1.843141 2.140969 1.814429 0.4871 0.844955 0.5388349 15007 1.1003681 down 1.839713 1.977699 0.004848 0.230899 -0.1379863 0.930229
1617097_aVvi.2730 Transcr ibed locus, weakly similar to NP_201399.1 auxin efflux carrier family protein [Arabidop  21.24426 19.35613 38.82081 38.07258 16 4.409001 4.274719 5.278758 5.25068 0.0054791 13.45412 0.02965942 3062 1.8958689 down 4.34186 5.264719 0.094952 0.019854 -0.922859 0.824709
1617098_aVvi.9164 Transcr ibed locus, moderately similar to NP_564750.1 expressed protein [Arabidopsis thalian 4.99546 4.958833 4.6545 4.691465 16 2.320617 2.310001 2.218626 2.230038 0.0072586 11.67345 0.03107461 3877 1.065091 up 2.315309 2.224332 0.007507 0.00807 0.0909767 1.040901
1617099_aVvi.630 Transcr ibed locus, moderately similar to XP_466685.1 putative co-chaperone CGE1 precurso 2187.631 2129.645 2095.086 2116.61 16 11.09515 11.0564 11.03279 11.04754 0.2280332 1.717461 0.28164017 13441 1.0249889 up 11.07578 11.04017 0.027405 0.010427 0.035608 1.003225
1617100_aVvi.900 Transcr ibed locus, weakly similar to NP_180503.1 glutathione S-transferase, putative [Arabid 140.6587 125.9551 151.0444 138.3753 16 7.136055 6.976765 7.238829 7.112443 0.3616902 1.172682 0.4175786 14379 1.086152 down 7.05641 7.175636 0.112635 0.089368 -0.119226 0.983385
1617101_aVvi.15314 Transcr ibed locus 60.8898 53.84084 45.0208 46.32624 16 5.928128 5.750629 5.49252 5.533758 0.0699177 3.580594 0.10702315 10845 1.2537413 up 5.839378 5.513139 0.125511 0.02916 0.3262394 1.059175
1617102_at 6.52164 6.597868 5.811472 5.732263 16 2.705235 2.722 2.538904 2.519105 0.0049008 14.232 0.02943507 2759 1.1365123 up 2.713617 2.529004 0.011855 0.014 0.1846133 1.072998
1617103_aVvi.9883 Transcr ibed locus, moderately similar to XP_480325.1 putative somatic embryogenesis recep 419.7533 469.6417 1101.018 1099.028 16 8.713398 8.875417 10.10462 10.10201 0.0038096 16.15541 0.02824424 2235 2.4775434 down 8.794407 10.10332 0.114565 0.001846 -1.30891 0.870447
1617104_aVvi.10016 Transcr ibed locus, strongly similar to XP_468448.1 putative fibrillarin [Oryza sativa (japonica 3024.052 3118.93 5605.125 5704.046 16 11.56227 11.60684 12.45253 12.47777 8.45E-04 34.38604 0.0221369 629 1.8411384 down 11.58455 12.46515 0.031514 0.017847 -0.880598 0.929355
1617105_aVvi.6905 Transcr ibed locus, moderately similar to NP_179390.1 expressed protein [Arabidopsis thalian 1963.16 1984.453 2282.724 2237.304 16 10.93896 10.95453 11.15654 11.12755 0.0070237 11.86918 0.03087309 3772 1.1449616 down 10.94674 11.14204 0.011005 0.020503 -0.195299 0.982472
1617106_aVvi.9201 Transcr ibed locus, moderately similar to NP_181798.1 expressed protein [Arabidopsis thalian 124.7024 129.5116 108.818 118.0241 16 6.962346 7.016938 6.765774 6.882937 0.1248856 2.557465 0.17030977 12173 1.1213881 up 6.989642 6.824356 0.038602 0.082847 0.1652857 1.02422
1617107_aVvi.14999 Transcr ibed locus 3.99147 4.009082 3.847718 3.871419 16 1.99692 2.003272 1.944003 1.952862 0.0109478 9.478674 0.03495294 5199 1.0364591 up 2.000096 1.948433 0.004491 0.006264 0.0516631 1.026515
1617108_x_at 8.138571 7.753213 7.057356 7.059876 12 3.024776 2.954794 2.819128 2.819643 0.0396757 4.869749 0.0695708 9467 1.1253704 up 2.989785 2.819385 0.049484 3.64E-04 0.1704 1.060439
1617109_at 3.242026 3.256999 3.139293 3.155768 16 1.696896 1.703543 1.650439 1.657991 0.0117462 9.145303 0.0356449 5469 1.0324016 up 1.700219 1.654215 0.004701 0.00534 0.0460042 1.02781
1617110_aVvi.15311 Transcr ibed locus 5.766911 5.901753 5.604829 5.60775 16 2.527799 2.561143 2.486671 2.487422 0.0749751 3.443434 0.11283989 11030 1.0406066 up 2.544471 2.487046 0.023578 5.31E-04 0.0574248 1.02309
1617111_aVvi.5066 Transcr ibed locus, moderately similar to NP_201473.1 5-azacytidine resistance protein -relat 259.859 251.4014 297.7891 318.056 16 8.021585 7.973849 8.218147 8.313137 0.0371794 5.040442 0.06639987 9295 1.204075 down 7.997717 8.265642 0.033755 0.067168 -0.267925 0.967586
1617112_at 4.930209 4.940187 5.303864 4.815441 16 2.301649 2.304566 2.407044 2.267668 0.6718091 0.491347 0.70968276 15715 1.0240232 down 2.303107 2.337356 0.002062 0.098554 -0.0342483 0.985347
1617113_aVvi.7101 Transcr ibed locus, moderately similar to NP_177083.1 expressed protein [Arabidopsis thalian 1633.987 1635.497 2350.883 2279.365 16 10.67418 10.67551 11.19899 11.15442 0.0019679 22.50931 0.02541744 1283 1.416033 down 10.67485 11.1767 9.42E-04 0.031516 -0.501855 0.955098
1617114_at 7.618306 7.6977 7.028956 6.967941 12 2.92947 2.944428 2.81331 2.800732 0.0056085 13.29667 0.02977697 3126 1.0942386 up 2.936949 2.807021 0.010576 0.008894 0.1299274 1.046287
1617115_aVvi.7700 Transcr ibed locus, strongly similar to XP_474333.1 OSJNBa0018M05.20 [Oryza sativa (japo 2255.599 2499.509 3701.652 3439.341 16 11.1393 11.28743 11.85395 11.74792 0.0231991 6.450655 0.04884614 7884 1.5027167 down 11.21336 11.80094 0.104747 0.07498 -0.587573 0.95021
1617116_sVvi.2807 Transcr ibed locus 406.2633 375.0276 1004.661 985.3708 16 8.666271 8.550853 9.972493 9.944523 0.0019292 22.73417 0.02532748 1257 2.549024 down 8.608562 9.958508 0.081613 0.019778 -1.349946 0.864443
1617117_aVvi.8878 Transcr ibed locus, weakly similar to NP_190164.1 protein kinase / nonphototropic hypocotyl pr      217.0878 226.8511 242.7802 254.9508 16 7.762134 7.825602 7.923507 7.994075 0.0737532 3.475324 0.11135203 10994 1.121106 down 7.793868 7.958791 0.044879 0.049899 -0.164923 0.979278
1617118_aVvi.14615 Transcr ibed locus 5.259439 5.278027 4.972811 4.913818 16 2.394909 2.399999 2.314062 2.296845 0.0093868 10.24865 0.03329118 4679 1.0658473 up 2.397454 2.305453 0.003599 0.012174 0.0920008 1.039906
1617119_aVvi.4067 Transcr ibed locus, weakly similar to NP_187578.1 PWWP domain-containing protein [Arabido 508.1296 573.8063 784.7669 741.3029 16 8.989053 9.16442 9.61612 9.533919 0.0357562 5.145514 0.06468605 9176 1.4125319 down 9.076736 9.57502 0.124003 0.058125 -0.498284 0.94796
1617120_sVvi.10017 Transcr ibed locus, weakly similar to NP_201446.2 phosphatidic acid phosphatase-related / PA 1507.052 1543.283 1172.359 1162.99 16 10.55751 10.59179 10.1952 10.18362 0.0021973 21.29783 0.02587843 1407 1.3060758 up 10.57465 10.18941 0.024235 0.008186 0.385239 1.037808
1617121_aVvi.5006 Transcr ibed locus, weakly similar to NP_974432.1 expressed protein [Arabidopsis thaliana] 127.5592 130.9137 137.088 145.3355 16 6.995024 7.032473 7.098958 7.183243 0.1099207 2.76162 0.15346932 11890 1.0922875 down 7.013748 7.141101 0.02648 0.059599 -0.127353 0.982166
1617122_sVvi.8877 Transcr ibed locus, weakly similar to NP_181349.1 chloroplast 30S ribosomal protein S31 (PS  386.8897 404.3741 281.2473 276.2548 16 8.595778 8.659547 8.135695 8.109856 0.0046108 14.67592 0.02926091 2609 1.4190118 up 8.627663 8.122776 0.045091 0.018272 0.504887 1.062157
1617123_aVvi.15564 Transcr ibed locus 5.060241 5.085084 4.881921 4.898177 16 2.339206 2.346272 2.287449 2.292245 0.0064537 12.38758 0.03046798 3515 1.0373424 up 2.342739 2.289847 0.004996 0.003391 0.052892 1.023098
1617124_aVvi.15702 Transcr ibed locus 260.2321 314.4141 209.925 243.7983 16 8.023655 8.296522 7.71373 7.929544 0.191098 1.945698 0.24223338 13096 1.2643987 up 8.160089 7.821637 0.192946 0.152604 0.338452 1.043271
1617125_aVvi.14297 Transcr ibed locus 5.994083 6.026548 5.657456 5.651382 16 2.583539 2.591332 2.500154 2.498604 0.0020293 22.16507 0.02553182 1314 1.0629375 up 2.587436 2.499379 0.00551 0.001096 0.0880568 1.035231
1617126_at 6.211915 6.241797 6.047907 6.05324 16 2.635038 2.641962 2.596436 2.597708 0.0071405 11.77064 0.03096811 3826 1.029132 up 2.6385 2.597072 0.004896 8.99E-04 0.0414281 1.015952
1617127_at 36.76637 24.87761 50.44991 53.18869 16 5.200315 4.636776 5.65678 5.733048 0.112037 2.730439 0.15586491 11932 1.7128136 down 4.918546 5.694914 0.398482 0.053929 -0.7763683 0.863673
1617128_aVvi.14729 Transcr ibed locus 3.098032 3.116749 3.016773 3.064676 16 1.631352 1.640042 1.593006 1.615734 0.1235026 2.57486 0.16873732 12150 1.0219516 up 1.635697 1.60437 0.006145 0.016071 0.0313269 1.019526
1617129_aVvi.14690 Transcr ibed locus 3.798935 3.8061 3.67695 3.701854 16 1.925595 1.928314 1.878509 1.888248 0.013194 8.619485 0.03712028 5898 1.030665 up 1.926954 1.883379 0.001922 0.006886 0.0435756 1.023137
1617130_aVvi.9765 Transcr ibed locus 259.4996 254.978 213.3407 226.7919 16 8.019588 7.994229 7.737016 7.825225 0.0389145 4.920092 0.06859436 9417 1.169416 up 8.006908 7.78112 0.017932 0.062373 0.2257877 1.029017
1617131_aVvi.12414 Transcr ibed locus 212.4982 185.3346 210.7357 209.9803 16 7.731307 7.533989 7.719291 7.71411 0.4841094 0.851661 0.53599095 14994 1.0599917 down 7.632648 7.716701 0.139525 0.003663 -0.0840531 0.989108
1617132_at 10.9857 10.73839 10.51477 13.14765 16 3.457555 3.424706 3.394346 3.716733 0.5532934 0.706105 0.6004168 15298 1.0825311 down 3.441131 3.555539 0.023228 0.227962 -0.1144085 0.967822
1617133_aVvi.6617 Transcr ibed locus, moderately similar to NP_568804.1 vesicle-associated membrane family p 11.62932 8.713273 10.64918 10.70082 16 3.539695 3.123215 3.41267 3.419649 0.7236167 0.406707 0.7571842 15865 1.0604706 down 3.331455 3.41616 0.294496 0.004935 -0.0847046 0.975205
1617134_aVvi.2509 Transcr ibed locus 445.031 445.7744 477.0643 533.2679 16 8.797762 8.80017 8.89804 9.058717 0.1551824 2.232955 0.20361479 12652 1.1324229 down 8.798965 8.978378 0.001703 0.113616 -0.179413 0.980017
1617135_aVvi.7823 Transcr ibed locus, moderately similar to XP_472379.1 OSJNBb0118P14.7 [Oryza sativa (japo 54.60589 50.87138 35.62327 33.1633 16 5.770985 5.668782 5.154748 5.051516 0.0135871 8.491333 0.03751574 6011 1.5334187 up 5.719883 5.103132 0.072268 0.072996 0.6167514 1.120857
1617136_sVvi.5805 Transcr ibed locus, strongly similar to NP_909841.1 ribosomal protein L15 [Oryza sativa (japo 5099.821 5186.747 7423.537 7767.307 16 12.31623 12.34061 12.85789 12.9232 0.0038228 16.12728 0.02827039 2243 1.4764396 down 12.32842 12.89055 0.017241 0.046179 -0.562122 0.956393
1617137_x_at 3.409863 3.420847 3.307761 3.332909 16 1.769714 1.774353 1.725855 1.736782 0.0205986 6.859457 0.04559425 7499 1.0286235 up 1.772034 1.731319 0.003281 0.007727 0.040715 1.023517
1617138_aVvi.10233 Transcr ibed locus, strongly similar to NP_563782.1 expressed protein [Arabidopsis thaliana] 1963.172 2052.376 1867.075 1843.932 16 10.93897 11.00308 10.86656 10.84857 0.076373 3.407857 0.11455949 11067 1.0818186 up 10.97103 10.85757 0.045332 0.012724 0.113458 1.01045
1617139_s_at 15818.5 16585.42 18257 18590.93 16 13.94933 14.01763 14.15616 14.18231 0.0366369 5.079782 0.06573506 9252 1.1374156 down 13.98348 14.16924 0.048297 0.018491 -0.185759 0.98689
1617140_aVvi.15198 Transcr ibed locus 3.36154 3.372084 3.262306 3.26687 16 1.749122 1.75364 1.705892 1.707909 0.0030792 17.97955 0.02768036 1843 1.031312 up 1.751381 1.7069 0.003195 0.001426 0.0444809 1.026059
1617141_aVvi.52 Transcr ibed locus, weakly similar to NP_566308.1 expressed protein [Arabidopsis thaliana] 952.6671 979.6761 1112.33 905.3533 16 9.895828 9.936161 10.11937 9.822337 0.7494409 0.36602 0.78076166 15935 1.0387577 down 9.915995 9.970854 0.02852 0.210034 -0.054859 0.994498
1617142_at 7.043501 7.217535 6.641171 6.626769 16 2.816293 2.851506 2.731438 2.728306 0.0276791 5.885179 0.05429856 8462 1.0747699 up 2.8339 2.729872 0.0249 0.002215 0.1040278 1.038107
1617143_aVvi.14734 Transcr ibed locus 3.931501 3.927555 3.81398 3.778361 16 1.97508 1.973632 1.931297 1.917761 0.0181563 7.319973 0.04285332 7033 1.0351409 up 1.974356 1.924529 0.001024 0.009572 0.0498271 1.025891
1617144_sVvi.7457 Transcr ibed locus, moderately similar to NP_850542.1 2,3-biphosphoglycerate-independent p 6560.288 6762.916 6786.786 7065.502 16 12.67954 12.72343 12.72851 12.78658 0.2633565 1.540441 0.31856066 13724 1.0396205 down 12.70149 12.75754 0.031032 0.041056 -0.056057 0.995606
1617145_aVvi.8985 Transcr ibed locus 186.3888 184.4258 180.3147 195.1497 16 7.542171 7.526897 7.494373 7.608438 0.7969924 0.293201 0.8236845 16063 1.0117627 down 7.534534 7.551405 0.0108 0.080656 -0.016871 0.997766
1617146_at 1463.397 1455.577 1630.426 1619.823 16 10.51511 10.50738 10.67103 10.66162 0.0015384 25.46626 0.02480849 1028 1.1134884 down 10.51124 10.66633 0.005466 0.006656 -0.1550865 0.98546
1617147_aVvi.6926 Transcr ibed locus, moderately similar to XP_475493.1 putative protein translation factor Sui1    1739.349 1630.698 870.2899 860.8953 16 10.76433 10.67127 9.765352 9.749694 0.0024055 20.35228 0.0262724 1519 1.945688 up 10.7178 9.757523 0.065802 0.011072 0.96028 1.098414
1617148_at 714.0745 715.6533 662.2933 686.249 16 9.479931 9.483117 9.371326 9.422588 0.0811494 3.293039 0.11991468 11234 1.0603688 up 9.481524 9.396957 0.002253 0.036248 0.0845665 1.008999
1617149_aVvi.11531 Transcr ibed locus, weakly similar to NP_176087.1 expressed protein [Arabidopsis thaliana] 716.2625 627.7596 587.5125 583.1003 16 9.484345 9.294068 9.198476 9.1876 0.1757607 2.058574 0.22572751 12926 1.1456512 up 9.389206 9.193038 0.134546 0.00769 0.196168 1.021339
1617150_aVvi.13102 Transcr ibed locus, moderately similar to NP_173999.1 expansin, putative (EXP10) [Arabidops 6.638631 10.91942 369.6233 319.7839 16 2.730886 3.448824 8.529912 8.320953 0.004874 14.27141 0.02939247 2752 40.380222 down 3.089855 8.425432 0.507659 0.147756 -5.335577 0.36673
1617151_sVvi.10690 Transcr ibed locus, weakly similar to NP_566526.1 expressed protein [Arabidopsis thaliana] 683.9403 610.8014 35.24065 25.54005 16 9.417727 9.25456 5.139169 4.674689 0.0030743 17.99377 0.02768036 1839 21.544004 up 9.336144 4.906929 0.115376 0.328437 4.4292145 1.902645
1617152_at 207.83 209.7328 223.8835 212.8333 16 7.699259 7.712409 7.806604 7.73358 0.2254007 1.732065 0.27861685 13430 1.0455471 down 7.705834 7.770092 0.009298 0.051636 -0.064258 0.99173
1617153_aVvi.6614 Transcr ibed locus, weakly similar to NP_200579.1 heat shock protein-related [Arabidopsis tha 228.873 207.7246 313.6997 333.4917 16 7.838403 7.698528 8.293241 8.381507 0.0204834 6.87933 0.04550574 7468 1.4834001 down 7.768466 8.337374 0.098907 0.062414 -0.568908 0.931764
1617154_aVvi.263 Transcr ibed locus, strongly similar to NP_195336.1 60S ribosomal protein L8 (RPL8C) [Arab 5129.634 5601.191 9126.601 9303.719 16 12.32464 12.45152 13.15586 13.18359 0.006831 12.03716 0.03073394 3689 1.7190943 down 12.38808 13.16973 0.089716 0.019607 -0.781648 0.940648
1617155_aVvi.10212 Transcr ibed locus, moderately similar to NP_564267.1 peptidyl-prolyl cis- trans isomerase cyc 199.3792 198.8881 292.2535 234.9519 16 7.639371 7.635813 8.191076 7.876221 0.1283007 2.515644 0.1740686 12235 1.3159062 down 7.637592 8.033649 0.002516 0.222636 -0.3960565 0.9507
1617156_aVvi.15157 Transcr ibed locus 3.782248 3.798573 3.64257 3.658452 16 1.919244 1.925458 1.864957 1.871233 0.0065597 12.2861 0.03054478 3563 1.0383235 up 1.922351 1.868095 0.004394 0.004438 0.054256 1.029043
1617157_aVvi.9625 Transcr ibed locus, moderately similar to NP_190504.1 RabGAP/TBC domain-containing pro  255.01 252.1615 343.2994 329.9366 16 7.99441 7.978204 8.423324 8.366045 0.0052699 13.72073 0.02950386 2958 1.3271916 down 7.986307 8.394684 0.011459 0.040502 -0.408377 0.951353
1617158_aVvi.10553 Transcr ibed locus, moderately similar to NP_568379.2 expressed protein [Arabidopsis thalian 243.8546 219.9133 238.8858 224.552 16 7.929877 7.780791 7.900177 7.810906 0.9983085 0.002387 0.99848896 16598 1.0001434 down 7.855334 7.855541 0.10542 0.063124 -0.0002067 0.999974
1617159_aVvi.8370 Transcr ibed locus, moderately similar to NP_178473.2 translin family protein [Arabidopsis tha 127.2134 117.7849 252.2194 262.1782 16 6.991107 6.880011 7.978536 8.034404 0.0033539 17.22373 0.02783547 1989 2.1007593 down 6.935559 8.00647 0.078557 0.039505 -1.070911 0.866244
1617160_aVvi.5689 Transcr ibed locus 4.215678 4.337218 5.778421 4.320078 16 2.075765 2.11677 2.530675 2.111058 0.3982814 1.065419 0.4535887 14576 1.1684527 down 2.096267 2.320867 0.028995 0.296715 -0.2245994 0.903226
1617161_aVvi.3340 Transcr ibed locus, weakly similar to XP_469697.1 unknown protein [Oryza sativa (japonica cu 7.026242 7.037452 6.717329 6.571799 16 2.812753 2.815053 2.747888 2.716288 0.0355058 5.164634 0.06438534 9154 1.0583489 up 2.813903 2.732088 0.001626 0.022344 0.0818153 1.029946
1617162_aVvi.7715 Transcr ibed locus, weakly similar to NP_564905.1 b-keto acyl reductase, putative (GLOSSY8) 919.1213 1006.978 1311.251 1288.107 16 9.844111 9.975816 10.35673 10.33104 0.0230834 6.467386 0.04871606 7865 1.3508973 down 9.909964 10.34388 0.093129 0.018166 -0.433918 0.958051
1617163_aVvi.1229 Transcr ibed locus, weakly similar to NP_201399.1 auxin efflux carrier family protein [Arabidop 973.5065 1009.415 988.207 1058.682 16 9.927047 9.979303 9.948669 10.04805 0.5053769 0.804852 0.5562362 15083 1.031817 down 9.953175 9.998362 0.036951 0.070275 -0.045187 0.995481
1617164_aVvi.3223 Transcr ibed locus, strongly similar to NP_192019.1 mitochondrial substrate carrier family pro 1113.755 1064.162 1728.822 1701.768 16 10.12122 10.0555 10.75557 10.73282 0.0027991 18.86161 0.0270467 1714 1.5755298 down 10.08836 10.7442 0.046467 0.01609 -0.655837 0.938959
1617165_aVvi.5706 Transcr ibed locus, weakly similar to NP_850253.1 beta-Ig-H3 domain-containing protein / fas 4.989683 5.019573 4.801778 4.823306 16 2.318948 2.327565 2.263569 2.270022 0.0089667 10.48933 0.03271188 4549 1.0399116 up 2.323257 2.266796 0.006093 0.004563 0.0564609 1.024908
1617166_sVvi.13119 GO:000695Putative ripening-related protein (grip32 gene) 2238.373 2228.938 2191.475 2036.804 16 11.12824 11.12214 11.09769 10.99209 0.2682449 1.51835 0.32350728 13765 1.0572367 up 11.12519 11.04489 0.004309 0.074667 0.080299 1.00727
1617167_aVvi.4164 Transcr ibed locus, weakly similar to NP_851040.1 KH domain-containing protein [Arabidopsi  348.7132 383.9105 571.7996 588.917 16 8.445897 8.584626 9.159366 9.201921 0.0116822 9.170769 0.03558587 5447 1.5859876 down 8.515262 9.180643 0.098096 0.030091 -0.665381 0.927523
1617168_aVvi.14772 Transcr ibed locus 89.19924 116.8678 73.42526 66.3803 16 6.478959 6.868733 6.198205 6.052683 0.1187926 2.636211 0.16355897 12057 1.4624656 up 6.673846 6.125444 0.275612 0.102899 0.5484027 1.089529
1617169_aVvi.11411 Transcr ibed locus, weakly similar to XP_478722.1 putative organic cation transporter [Oryza s 8.057455 8.119262 7.814704 7.838165 16 3.010324 3.021349 2.966191 2.970516 0.0151971 8.019102 0.03918337 6438 1.0334599 up 3.015836 2.968354 0.007795 0.003058 0.0474825 1.015996
1617170_aVvi.3143 Transcr ibed locus, weakly similar to NP_566305.1 tetratricopeptide repeat (TPR)-containing 412.4987 387.3224 434.4827 454.8517 16 8.688246 8.597391 8.763155 8.829252 0.1120402 2.730392 0.15586491 11933 1.1121761 down 8.642818 8.796204 0.064244 0.046738 -0.153386 0.982562



1617171_sVvi.17 GO:000815UFGT mRNA for UDP glucose: flavonoid 3-O-glucosyltransferase 6.801906 6.838412 6.347871 6.831193 16 2.765939 2.773661 2.666273 2.772137 0.4410436 0.953312 0.49507818 14789 1.035692 up 2.7698 2.719205 0.005461 0.074858 0.0505951 1.018607
1617172_aVvi.15369 Transcr ibed locus 6.08031 6.139502 5.723777 5.715266 16 2.604145 2.618122 2.516968 2.514821 0.0054661 13.47018 0.02965705 3058 1.0682424 up 2.611133 2.515894 0.009883 0.001518 0.095239 1.037855
1617173_s_at 15861.86 14724.37 140.4368 417.9956 16 13.95328 13.84592 7.133778 8.707344 0.0169554 7.581719 0.04135115 6806 63.076748 up 13.8996 7.920561 0.075912 1.11268 5.979036 1.754875
1617174_aVvi.5535 Transcr ibed locus, weakly similar to XP_482927.1 putative PrMC3 [Oryza sativa (japonica cul 8.945291 9.164342 13.01785 10.99576 16 3.161129 3.196031 3.702419 3.458876 0.0822289 3.268426 0.12108964 11273 1.3214004 down 3.17858 3.580648 0.02468 0.172211 -0.4020677 0.887711
1617175_aVvi.5416 Transcr ibed locus, weakly similar to XP_479680.1 phosphatidylinositol 3,5-kinase-like [Oryza 91.47067 90.83444 92.06966 88.02476 16 6.515237 6.505168 6.524654 6.459837 0.6389636 0.547511 0.67978686 15604 1.0125245 up 6.510202 6.492246 0.00712 0.045832 0.0179567 1.002766
1617176_aVvi.15712 Transcr ibed locus 4.731709 4.693283 4.559786 4.533021 16 2.242361 2.230598 2.188966 2.180473 0.0190847 7.134615 0.04393302 7210 1.0365285 up 2.236479 2.18472 0.008318 0.006006 0.0517597 1.023692
1617177_aVvi.12935 Transcr ibed locus 4.088139 4.107705 3.970379 3.93187 16 2.031444 2.038333 1.989277 1.975215 0.0214097 6.724084 0.046645 7619 1.0371627 up 2.034888 1.982246 0.004871 0.009943 0.0526421 1.026557
1617178_aVvi.15252 Transcr ibed locus 3.373603 3.390748 3.28191 3.297783 16 1.75429 1.761604 1.714536 1.721497 0.0156099 7.909858 0.03962623 6539 1.0280646 up 1.757947 1.718016 0.005171 0.004922 0.0399309 1.023242
1617179_aVvi.11483 Transcr ibed locus 20.78996 17.58158 26.99228 21.10505 16 4.377815 4.135993 4.754475 4.399517 0.2745678 1.490521 0.33007783 13809 1.2484103 down 4.256904 4.576996 0.170994 0.250993 -0.3200924 0.930065
1617180_sVvi.7865 Transcr ibed locus, moderately similar to XP_480605.1 putative copper chaperone [Oryza sativ 24207.47 24771.99 22423.56 23610.9 16 14.56317 14.59642 14.45273 14.52717 0.1583589 2.204034 0.20709987 12693 1.0642577 up 14.57979 14.48995 0.023517 0.052636 0.089848 1.006201
1617181_aVvi.7368 Transcr ibed locus, weakly similar to NP_198051.1 drought-responsive family protein [Arabido 1089.808 1029.758 1117.935 1037.811 16 10.08986 10.00809 10.12662 10.01933 0.7559947 0.355831 0.7869824 15947 1.0167755 down 10.04897 10.07297 0.057819 0.075867 -0.024001 0.997617
1617182_aVvi.15501 Transcr ibed locus 4.258701 4.269685 4.09171 4.107346 16 2.090413 2.09413 2.032704 2.038206 0.003397 17.11377 0.02783547 2022 1.0401677 up 2.092271 2.035455 0.002628 0.003891 0.0568161 1.027913
1617183_aVvi.3585 Transcr ibed locus, moderately similar to NP_199908.1 fumarate hydratase, putative / fumaras   7067.865 7118.335 7153.951 7193.262 16 12.78706 12.79732 12.80452 12.81243 0.1284686 2.513629 0.17420852 12242 1.0113524 down 12.79219 12.80848 0.007259 0.005592 -0.0162855 0.998729
1617184_at 7.041163 8.137725 7.822931 9.584005 16 2.815814 3.024626 2.967709 3.260629 0.3936667 1.078312 0.44887736 14559 1.1438909 down 2.92022 3.114169 0.147652 0.207125 -0.1939494 0.93772
1617185_aVvi.13451 Transcr ibed locus, moderately similar to NP_196140.1 nucleolar matrix protein-related [Arabi 943.8151 1068.325 1836.028 1722.589 16 9.88236 10.06113 10.84237 10.75036 0.0145392 8.202649 0.03850974 6267 1.7710688 down 9.971747 10.79637 0.126412 0.065061 -0.824621 0.923621
1617186_aVvi.11602 Transcr ibed locus, weakly similar to NP_198428.1 glucose-6-phosphate 1-dehydrogenase / G 61.43677 45.49106 23.59184 23.18444 16 5.941031 5.507511 4.560216 4.535085 0.0324058 5.419127 0.06046309 8897 2.2604663 up 5.724271 4.54765 0.306544 0.01777 1.1766207 1.258732
1617187_aVvi.5746 Transcr ibed locus, moderately similar to NP_181079.1 ubiquitin family protein [Arabidopsis th 126.8028 115.5868 67.82934 93.62089 16 6.986442 6.852833 6.083838 6.548759 0.1300785 2.494484 0.17600346 12269 1.5192288 up 6.919638 6.316299 0.094476 0.328749 0.6033392 1.095521
1617188_aVvi.12310 Transcr ibed locus 6.758097 6.547378 6.048904 6.030853 16 2.756617 2.710917 2.596674 2.592362 0.0261072 6.067137 0.05246097 8261 1.1013317 up 2.733767 2.594518 0.032315 0.003049 0.139249 1.05367
1617189_aVvi.15030 Transcr ibed locus 5.836474 5.721476 5.749383 5.604296 16 2.545097 2.516387 2.523407 2.486533 0.3850154 1.102951 0.44076857 14501 1.0180243 up 2.530742 2.50497 0.020301 0.026074 0.0257722 1.010288
1617190_at 6.995675 7.106136 6.538074 6.468618 9 2.806463 2.829065 2.708866 2.693458 0.0134811 8.525339 0.03738996 5983 1.0841788 up 2.817764 2.701162 0.015982 0.010895 0.1166027 1.043168
1617191_aVvi.14170 Transcr ibed locus 3.315105 3.316345 3.205583 3.221616 16 1.729055 1.729594 1.680587 1.687785 0.0063322 12.50695 0.03037211 3457 1.0317823 up 1.729324 1.684186 3.81E-04 0.00509 0.0451386 1.026801
1617192_aVvi.8745 GO:000603Class IV chitinase (Chi4C) 21248.23 21223.5 20193.01 23141.48 16 14.37506 14.37337 14.30157 14.49819 0.8184715 0.261057 0.842683 16124 1.0179503 down 14.37421 14.39988 0.001189 0.139035 -0.025667 0.998218
1617193_aVvi.14450 Transcr ibed locus 4.759233 4.81088 4.60687 4.629058 16 2.250729 2.266301 2.203787 2.210719 0.026544 6.014979 0.05298795 8315 1.0361712 up 2.258515 2.207253 0.011011 0.004902 0.0512625 1.023225
1617194_aVvi.1541 Transcr ibed locus, weakly similar to NP_194968.2 peptidyl-prolyl cis- trans isomerase cycloph 2487.067 2418.559 2784.821 2578.304 16 11.28023 11.23993 11.44337 11.33221 0.1633553 2.160115 0.2125245 12760 1.0925562 down 11.26008 11.38779 0.028495 0.078604 -0.127708 0.988786
1617195_sVvi.7862 Transcr ibed locus, strongly similar to NP_921899.1 60S ribosomal protein L21 [Oryza sativa 4441.376 4573.683 7368.687 7407.963 16 12.11679 12.15914 12.84719 12.85486 9.09E-04 33.13652 0.02238427 673 1.6392778 down 12.13797 12.85103 0.029945 0.005423 -0.713061 0.944513
1617196_aVvi.15204 Transcr ibed locus 4.264525 4.28861 4.10229 4.120703 16 2.092385 2.10051 2.036429 2.042891 0.0082509 10.94079 0.03174288 4314 1.0401471 up 2.096448 2.03966 0.005745 0.004569 0.0567875 1.027842
1617197_at 18.34766 18.39221 15.12121 13.95799 14 4.197524 4.201023 3.918502 3.80302 0.0279084 5.85991 0.05460002 8485 1.2644521 up 4.199273 3.860761 0.002474 0.081658 0.3385123 1.08768
1617198_aVvi.5642 Transcr ibed locus 260.8024 237.1798 222.4766 269.2434 16 8.026814 7.889838 7.79751 8.072767 0.8939468 0.150832 0.9093937 16319 1.0162016 up 7.958325 7.935139 0.096856 0.194637 0.0231867 1.002922
1617199_aVvi.14851 Transcr ibed locus 5.208565 5.256603 5.005678 5.023469 16 2.380886 2.394131 2.323566 2.328684 0.0131145 8.646069 0.0370392 5877 1.0434661 up 2.387508 2.326125 0.009365 0.003619 0.0613837 1.026389
1617200_aVvi.15730 Transcr ibed locus 3.702571 3.721901 3.553919 3.597781 16 1.888527 1.89604 1.829411 1.847107 0.0302305 5.620218 0.05766825 8702 1.0381567 up 1.892283 1.838259 0.005312 0.012513 0.0540243 1.029389
1617201_aVvi.9542 Transcr ibed locus, weakly similar to NP_178270.1 invertase/pectin methylesterase inhibitor fa 160.1218 155.7745 509.1198 549.4327 16 7.323026 7.283315 8.991861 9.101799 0.0011216 29.83421 0.0230302 805 3.3488355 down 7.303171 9.04683 0.02808 0.077738 -1.7436593 0.807263
1617202_aVvi.14659 Transcr ibed locus 6.17028 5.958489 5.74601 5.684222 16 2.625336 2.574946 2.522561 2.506963 0.083627 3.237233 0.12269137 11315 1.0609667 up 2.600141 2.514762 0.035631 0.011029 0.0853793 1.033951
1617203_at 1.579978 1.589216 1.549694 1.558435 11 0.659904 0.668315 0.631983 0.640098 0.0407117 4.803473 0.07098253 9521 1.0196468 up 0.66411 0.63604 0.005947 0.005738 0.0280694 1.044131
1617204_aVvi.11047 Transcr ibed locus, moderately similar to NP_180936.1 ribosomal protein S5 family protein [Ar 683.8029 648.082 621.5366 638.852 16 9.417437 9.340033 9.279696 9.319338 0.2100661 1.821836 0.26247588 13286 1.0564452 up 9.378735 9.299517 0.054733 0.028031 0.079218 1.008519
1617205_aVvi.12003 Transcr ibed locus 124.6479 126.1144 171.1449 157.8777 16 6.961715 6.97859 7.419074 7.302663 0.0219165 6.643289 0.04732183 7688 1.3110445 down 6.970152 7.360869 0.011932 0.082315 -0.3907165 0.94692
1617206_sVvi.7026 Transcr ibed locus, moderately similar to NP_563815.1 expressed protein [Arabidopsis thalian 355.8323 359.9117 2.92403 2.702974 16 8.475054 8.491499 1.547958 1.434547 6.71E-05 122.0285 0.0145291 75 127.29425 up 8.483276 1.491253 0.011628 0.080193 6.9920233 5.688691
1617207_aVvi.5023 Transcr ibed locus 635.8976 677.9007 582.6845 550.7374 16 9.312651 9.40493 9.186571 9.105221 0.0742909 3.461198 0.11202335 11009 1.1590111 up 9.35879 9.145896 0.065251 0.057523 0.212894 1.023278
1617208_aVvi.110 GO:000597Polygalacturonase 4.643048 4.654669 4.496611 4.528805 16 2.215072 2.218679 2.168838 2.17913 0.0157815 7.865704 0.03983009 6576 1.0301765 up 2.216876 2.173984 0.00255 0.007278 0.0428916 1.019729
1617209_aVvi.6548 Transcr ibed locus 4.65772 4.693893 4.532576 4.760123 16 2.219624 2.230785 2.180331 2.250999 0.8146998 0.266672 0.8394245 16112 1.0066341 up 2.225205 2.215665 0.007892 0.04997 0.0095395 1.004305
1617210_aVvi.8048 Transcr ibed locus, weakly similar to NP_849735.1 toprim domain-containing protein [Arabido 42.94175 42.22315 37.16574 39.53764 16 5.424309 5.399962 5.215901 5.305155 0.081829 3.27749 0.12061837 11262 1.1108068 up 5.412136 5.260528 0.017216 0.063112 0.151608 1.02882
1617211_aVvi.8532 Transcr ibed locus, moderately similar to NP_198091.1 expressed protein [Arabidopsis thalian 207.1053 190.3336 263.4316 270.0586 16 7.694221 7.572386 8.041285 8.077128 0.0215137 6.707265 0.04676846 7636 1.3434125 down 7.633304 8.059206 0.08615 0.025345 -0.4259024 0.947153
1617212_aVvi.14986 Transcr ibed locus 5.221911 6.135267 6.144682 6.175551 16 2.384578 2.617126 2.619338 2.626568 0.4040247 1.049606 0.4594574 14598 1.0883185 down 2.500852 2.622953 0.164437 0.005112 -0.122101 0.953449
1617213_aVvi.857 Transcr ibed locus, strongly similar to NP_565252.1 thylakoid membrane formation protein / cp   297.2108 285.2166 199.7723 221.8016 16 8.215343 8.155914 7.642213 7.793126 0.0287437 5.770402 0.05564851 8574 1.3831517 up 8.185629 7.71767 0.042022 0.106712 0.4679595 1.060635
1617214_sVvi.13055 Transcr ibed locus, weakly similar to NP_912376.1 hypothetical protein [Oryza sativa (japonica 93.25504 104.0868 101.5255 95.23003 16 6.543109 6.701644 6.665699 6.573345 0.9779975 0.031122 0.9813669 16544 1.0019808 up 6.622376 6.619522 0.112101 0.065304 0.0028548 1.000431
1617215_aVvi.3282 Transcr ibed locus, moderately similar to NP_567180.1 expressed protein [Arabidopsis thalian 1348.852 1372.957 1671.82 1548.743 16 10.39752 10.42307 10.7072 10.59688 0.0507198 4.269566 0.08337122 10099 1.1824251 down 10.41029 10.65204 0.01807 0.078009 -0.241748 0.977305
1617216_s_at 1819.017 1748.405 1578.894 1476.195 16 10.82894 10.77182 10.6247 10.52767 0.0576538 3.98243 0.09195587 10408 1.1681296 up 10.80038 10.57618 0.040389 0.068611 0.224201 1.021199
1617217_aVvi.3808 Transcr ibed locus, moderately similar to NP_850733.1 BTB/POZ domain-containing protein [ 957.8741 927.5325 1051.663 875.9003 16 9.903692 9.857254 10.03846 9.774623 0.8636777 0.194605 0.8826578 16244 1.0182323 down 9.880473 9.90654 0.032837 0.186558 -0.026067 0.997369
1617218_x_at 23.5075 24.22613 23.19571 25.52741 16 4.555049 4.598492 4.535786 4.673976 0.7353518 0.388107 0.76754826 15904 1.0196755 down 4.576771 4.604881 0.030719 0.097715 -0.02811 0.993896
1617219_aVvi.14675 Transcr ibed locus 8.442095 8.520608 7.293048 7.565298 16 3.077601 3.090956 2.866522 2.919397 0.0197147 7.016301 0.04471976 7318 1.1418073 up 3.084279 2.892959 0.009444 0.037388 0.1913192 1.066133
1617220_at 19.40383 19.91545 17.09979 16.38065 16 4.27827 4.315816 4.095906 4.033921 0.0235109 6.406195 0.04925909 7922 1.1745671 up 4.297043 4.064914 0.026549 0.04383 0.2321293 1.057106
1617221_sVvi.6650 Transcr ibed locus, weakly similar to XP_472857.1 OSJNBa0022H21.7 [Oryza sativa (japonica 595.5153 653.6096 575.6181 501.3639 16 9.217995 9.352285 9.168968 8.969714 0.2143008 1.796202 0.26692343 13328 1.1613464 up 9.28514 9.069342 0.094958 0.140894 0.215798 1.023794
1617222_aVvi.11104 Transcr ibed locus, moderately similar to NP_199696.2 male sterility MS5 family protein [Arab 15.6278 16.1473 14.53704 15.1679 16 3.966043 4.013221 3.861662 3.922949 0.1282086 2.516752 0.17396966 12234 1.0697892 up 3.989632 3.892306 0.03336 0.043337 0.0973265 1.025005
1617223_at 15.0928 16.18813 13.72764 13.0126 16 3.915789 4.016865 3.779012 3.701837 0.0709035 3.552754 0.10805284 10893 1.1695087 up 3.966327 3.740424 0.071472 0.054571 0.2259025 1.060395
1617224_aVvi.15506 Transcr ibed locus 14.18407 14.26475 15.99775 13.60663 16 3.8262 3.834383 3.999797 3.766238 0.6960346 0.451222 0.7316904 15791 1.0372231 down 3.830291 3.883018 0.005786 0.165152 -0.0527262 0.986421
1617225_aVvi.6615 Transcr ibed locus, weakly similar to NP_199693.1 kip-related protein 3 (KRP3) / cyclin-depen 410.9664 395.4914 767.9713 744.9552 16 8.682877 8.627502 9.584909 9.54101 0.0015115 25.69261 0.02465859 1016 1.8761435 down 8.65519 9.56296 0.039155 0.031041 -0.9077705 0.905074
1617226_sVvi.7338 Transcr ibed locus, weakly similar to NP_565029.1 expressed protein [Arabidopsis thaliana] 1867.024 1798.88 1727.944 1681.294 16 10.86653 10.81288 10.75484 10.71536 0.0881617 3.140995 0.12811036 11424 1.0752012 up 10.8397 10.7351 0.03793 0.02792 0.1046065 1.009744
1617227_aVvi.14927 Transcr ibed locus 4.021545 4.042263 3.875362 3.892937 16 2.00775 2.015163 1.954331 1.960859 0.0083037 10.90554 0.03181278 4330 1.0380396 up 2.011457 1.957595 0.005242 0.004616 0.0538614 1.027514
1617228_aVvi.12184 Transcr ibed locus 4.558503 4.608625 4.416933 4.384109 16 2.18856 2.204336 2.143045 2.132283 0.0253846 6.156334 0.0516775 8152 1.0415874 up 2.196448 2.137664 0.011155 0.00761 0.0587837 1.027499
1617229_sVvi.5916 Transcr ibed locus 582.8274 510.6426 525.5532 465.9443 16 9.186925 8.99617 9.037693 8.864014 0.3892716 1.090751 0.44469047 14532 1.102435 up 9.091547 8.950853 0.134884 0.12281 0.140694 1.015719
1617230_at 5.102345 3.859919 3.625994 3.852776 16 2.35116 1.948571 1.858377 1.945898 0.3521952 1.202582 0.4082347 14322 1.1873357 up 2.149865 1.902138 0.284674 0.061887 0.2477279 1.130237
1617231_aVvi.11772 Transcr ibed locus 3.503772 3.519609 3.410865 3.423362 16 1.808909 1.815415 1.770138 1.775414 0.0111203 9.403656 0.0350667 5263 1.0276765 up 1.812162 1.772776 0.004601 0.003731 0.0393861 1.022217
1617232_aVvi.8797 Transcr ibed locus, weakly similar to NP_192765.1 wound-responsive family protein [Arabidop 29.87631 36.99876 81.59652 73.92912 16 4.90093 5.209405 6.350436 6.208071 0.0187191 7.205981 0.04349533 7144 2.3360746 down 5.055167 6.279254 0.218124 0.100668 -1.2240865 0.805059
1617233_at 157.3505 158.9233 164.1506 208.2611 16 7.297837 7.312187 7.358876 7.702249 0.3197185 1.312589 0.37565228 14129 1.1692231 down 7.305012 7.530562 0.010147 0.242801 -0.2255504 0.970049
1617234_at 11.25354 11.38874 9.798457 9.454559 16 3.492307 3.509536 3.292555 3.24101 0.0132035 8.616318 0.03712028 5902 1.1762046 up 3.500921 3.266782 0.012183 0.036447 0.2341389 1.071673
1617235_aVvi.7195 Transcr ibed locus, strongly similar to NP_567886.1 60S ribosomal protein L39 (RPL39C) [Ar 7128.097 7356.009 8422.258 9275.552 16 12.7993 12.84471 13.03999 13.17922 0.0591282 3.927804 0.09376786 10467 1.2206076 down 12.822 13.1096 0.032107 0.098448 -0.2876 0.978062
1617236_aVvi.14732 Transcr ibed locus 157.479 141.0479 67.75117 70.60947 16 7.299016 7.140041 6.082174 6.14179 0.0058239 13.04641 0.03002726 3219 2.1547885 up 7.219528 6.111982 0.112412 0.042155 1.107546 1.181209
1617237_sVvi.2316 Transcr ibed locus, moderately similar to NP_190754.2 cation exchanger, putative (CAX3) [Ar 6.850797 7.062681 6.372686 6.39912 16 2.776272 2.820216 2.671902 2.677874 0.0308259 5.563096 0.05837485 8766 1.0892661 up 2.798244 2.674888 0.031073 0.004223 0.1233563 1.046116
1617238_aVvi.252 Transcr ibed locus, moderately similar to NP_176532.2 leucine-rich repeat transmembrane pr    173.8926 177.2702 259.5015 277.8865 16 7.442052 7.469806 8.019599 8.118352 0.0069269 11.95268 0.03077344 3732 1.5294852 down 7.455929 8.068975 0.019625 0.069829 -0.6130457 0.924024
1617239_aVvi.6588 Transcr ibed locus 4.840506 4.862555 5.368697 4.635613 16 2.275158 2.281714 2.424572 2.21276 0.740706 0.379683 0.7723887 15920 1.0282776 down 2.278436 2.318666 0.004636 0.149774 -0.0402298 0.98265
1617240_aVvi.11747 Transcr ibed locus 9.735892 10.00614 18.60143 15.01988 16 3.283313 3.322813 4.217342 3.908802 0.0394185 4.8866 0.06924409 9450 1.6935004 down 3.303063 4.063072 0.027931 0.218171 -0.7600083 0.812947
1617241_aVvi.15056 Transcr ibed locus 685.5 675.2321 885.745 867.4686 16 9.421013 9.39924 9.790748 9.760668 0.0025693 19.69027 0.0266497 1599 1.2884009 down 9.410126 9.775707 0.015396 0.02127 -0.365581 0.962603
1617242_aVvi.2689 Transcr ibed locus, moderately similar to NP_915969.1 B1148D12.10 [Oryza sativa (japonica 50.25968 47.79413 60.94666 70.94482 16 5.65133 5.578762 5.929475 6.148625 0.0667714 3.673384 0.10310067 10751 1.3416464 down 5.615046 6.03905 0.051313 0.154963 -0.4240045 0.92979
1617243_aVvi.4132 Transcr ibed locus, weakly similar to NP_568746.1 ATP-dependent Clp protease ATP-binding    5.432286 5.477585 5.177347 5.182588 16 2.44156 2.45354 2.372213 2.373673 0.0064788 12.36327 0.0304738 3528 1.053074 up 2.44755 2.372943 0.008472 0.001032 0.0746068 1.031441
1617244_sVvi.6844 Transcr ibed locus, moderately similar to NP_193946.1 UBX domain-containing protein [Arab 646.4096 601.3537 709.1884 713.323 16 9.336305 9.23207 9.470025 9.478412 0.0680654 3.63447 0.10464131 10798 1.1407883 down 9.284187 9.474218 0.073705 0.00593 -0.190031 0.979942
1617245_aVvi.1083 Transcr ibed locus, moderately similar to NP_851242.1 brix domain-containing protein [Arabid 455.9115 467.7679 826.5351 835.3085 16 8.83261 8.869649 9.690932 9.706165 5.58E-04 42.31918 0.02017947 458 1.79928 down 8.85113 9.698549 0.02619 0.010771 -0.847419 0.912624
1617246_sVvi.1300 Transcr ibed locus, strongly similar to NP_568179.1 40S ribosomal protein S4 (RPS4B) [Arab 6862.24 6858.585 8812.271 9096.731 16 12.74446 12.7437 13.1053 13.15113 0.0035413 16.75951 0.02809704 2091 1.3050781 down 12.74408 13.12822 5.43E-04 0.03241 -0.384136 0.97074
1617247_aVvi.3458 Transcr ibed locus, weakly similar to NP_201508.1 rapid alkalinization factor (RALF) family pr 224.5295 211.1202 864.8063 965.5371 16 7.810761 7.721921 9.756233 9.915188 0.0019302 22.72834 0.02532748 1258 4.1970315 down 7.766341 9.835711 0.062819 0.112398 -2.06937 0.789606
1617248_aVvi.6284 Transcr ibed locus, moderately similar to NP_191415.2 endonuclease/exonuclease/phosphata    1173.833 1165.726 1643.15 1728.971 16 10.19701 10.18701 10.68225 10.7557 0.0049106 14.21772 0.02943507 2767 1.4408902 down 10.19201 10.71897 0.007069 0.051937 -0.52696 0.950839
1617249_aVvi.3712 Transcr ibed locus, weakly similar to XP_483668.1 putative acyl carrier protein III, chloroplast 58.34504 75.22757 53.49517 55.37045 16 5.866538 6.23319 5.741337 5.791045 0.2649146 1.533344 0.32009548 13739 1.2172903 up 6.049864 5.766191 0.259262 0.035149 0.2836735 1.049196
1617250_at 6.019844 6.096927 5.663549 5.667035 16 2.589726 2.608082 2.501706 2.502594 0.0088994 10.52945 0.03259589 4531 1.0693648 up 2.598904 2.50215 0.01298 6.28E-04 0.0967541 1.038668
1617251_aVvi.285 Transcr ibed locus, weakly similar to NP_565998.1 3-beta hydroxysteroid dehydrogenase/isom 20.83964 22.60187 25.44819 32.97189 16 4.381259 4.49837 4.669491 5.043165 0.1672348 2.127262 0.2166717 12813 1.3346981 down 4.439815 4.856328 0.08281 0.264227 -0.4165134 0.914233
1617252_sVvi.13475 Transcr ibed locus, moderately similar to NP_197190.1 VHS domain-containing protein / GAT 1641.954 1439.109 1562.707 1509.668 16 10.6812 10.49096 10.60983 10.56002 0.9916921 0.01175 0.99318767 16576 1.0008008 up 10.58608 10.58492 0.134519 0.035225 0.001155 1.000109
1617253_aVvi.14727 Transcr ibed locus 5.061883 4.977637 4.807208 4.763083 16 2.339674 2.315461 2.265199 2.251896 0.0377986 4.996563 0.06718042 9340 1.0490038 up 2.327568 2.258548 0.017121 0.009407 0.0690201 1.03056
1617254_aVvi.297 Transcr ibed locus, weakly similar to NP_180906.1 no apical meristem (NAM) family protein [A 136.7723 183.525 167.548 218.7418 16 7.095633 7.519833 7.388431 7.773086 0.440934 0.953584 0.49498856 14788 1.2083392 down 7.307733 7.580758 0.299955 0.271992 -0.2730254 0.963984
1617255_aVvi.15027 Transcr ibed locus 8.361794 8.60894 6.69154 10.18329 16 3.063813 3.105836 2.742338 3.348131 0.9081901 0.130389 0.9222443 16348 1.0278213 up 3.084824 3.045235 0.029715 0.428361 0.0395893 1.013
1617256_aVvi.15146 Transcr ibed locus 5.628908 5.629818 5.395079 5.359949 16 2.492855 2.493088 2.431644 2.422219 0.0050562 14.00998 0.02943507 2847 1.0468394 up 2.492972 2.426932 1.65E-04 0.006664 0.0660401 1.027211
1617257_aVvi.1925 Transcr ibed locus, weakly similar to NP_190965.1 proteasome inhibitor-related [Arabidopsis 518.4221 488.0356 390.4003 414.3661 16 9.017983 8.930842 8.60881 8.694762 0.0341498 5.271762 0.06261228 9054 1.250605 up 8.974413 8.651787 0.061618 0.060777 0.322626 1.03729
1617258_aVvi.12272 Transcr ibed locus, weakly similar to NP_565360.1 PHP domain-containing protein [Arabidops  176.6172 169.7824 171.1885 192.0207 16 7.464482 7.407543 7.419442 7.585118 0.5283023 0.756534 0.5776569 15182 1.0470047 down 7.436012 7.50228 0.040262 0.11715 -0.0662677 0.991167
1617259_x_at 3653.013 3784.565 2338.209 2614.974 16 11.83487 11.88591 11.19119 11.35258 0.0200622 6.953421 0.04509512 7385 1.5036895 up 11.86039 11.27189 0.036091 0.114122 0.588507 1.05221
1617260_aVvi.12302 Transcr ibed locus 8.844059 8.888652 8.241567 8.345497 16 3.144709 3.151965 3.042919 3.060998 0.0100606 9.89446 0.03396905 4916 1.0690861 up 3.148337 3.051959 0.005131 0.012784 0.096378 1.031579
1617261_aVvi.2521 Transcr ibed locus 4727.615 4893.578 4319.086 4304.877 16 12.2069 12.25667 12.07651 12.07176 0.0242396 6.30563 0.05027178 8004 1.1154702 up 12.23179 12.07413 0.035198 0.003362 0.157652 1.013057
1617262_aVvi.4523 Transcr ibed locus, weakly similar to NP_176689.1 expressed protein [Arabidopsis thaliana] 885.4904 913.4574 260.2217 224.0649 16 9.790333 9.835194 8.023598 7.807773 0.0033585 17.21192 0.02783547 1993 3.7245796 up 9.812763 7.915686 0.031721 0.152611 1.8970773 1.239661
1617263_aVvi.13723 Transcr ibed locus, moderately similar to NP_200922.2 DEAD box RNA helicase, putative [Ar  50.56109 43.34094 22.91361 18.7296 16 5.659956 5.437658 4.518133 4.227248 0.0233777 6.425088 0.04907334 7907 2.259677 up 5.548807 4.372691 0.157188 0.205687 1.1761163 1.268969
1617264_aVvi.14433 Transcr ibed locus 3.201206 3.212838 3.108958 3.124139 16 1.678616 1.683848 1.636431 1.643459 0.0110722 9.424406 0.03504068 5242 1.0290314 up 1.681232 1.639945 0.0037 0.004969 0.0412871 1.025176
1617265_aVvi.6733 Transcr ibed locus, strongly similar to NP_195500.1 phosphoenolpyruvate carboxykinase [ATP 3641.376 3784.343 2061.919 1818.974 16 11.83027 11.88583 11.00977 10.82891 0.0100043 9.922664 0.03390677 4896 1.91681 up 11.85805 10.91934 0.039286 0.12789 0.9387075 1.085967
1617266_aVvi.14724 Transcr ibed locus 174.8102 143.9459 198.9927 186.6397 16 7.449645 7.169383 7.636572 7.544112 0.1973468 1.903145 0.24879278 13168 1.2148916 down 7.309514 7.590342 0.198175 0.065379 -0.2808276 0.963002
1617267_at 314.7552 314.6857 304.5671 272.0888 8 8.298086 8.297768 8.250616 8.087934 0.254541 1.581631 0.30922645 13665 1.0932714 up 8.297927 8.169275 2.25E-04 0.115034 0.128652 1.015748
1617268_at 2228.071 2077.743 2622.329 2714.797 16 11.12158 11.0208 11.35663 11.40663 0.0312968 5.519069 0.05892088 8815 1.2400867 down 11.07119 11.38163 0.071261 0.035352 -0.310441 0.972724
1617269_aVvi.12355 Transcr ibed locus, weakly similar to NP_179503.1 S-locus lectin protein kinase family protein 5.307666 5.333447 5.110198 5.196638 16 2.408078 2.415068 2.353379 2.377579 0.067217 3.659859 0.10363457 10767 1.0324659 up 2.411573 2.365479 0.004943 0.017112 0.0460942 1.019486
1617270_aVvi.9484 Transcr ibed locus 1841.377 1823.121 1991.372 1942.672 16 10.84657 10.83219 10.95955 10.92383 0.0336373 5.313896 0.06198067 9009 1.0734868 down 10.83938 10.94169 0.010164 0.025258 -0.102305 0.99065
1617271_aVvi.10321 Transcr ibed locus 7.850949 8.137276 7.064905 7.28309 16 2.972867 3.024546 2.82067 2.864551 0.0440642 4.604932 0.07517774 9730 1.1142678 up 2.998706 2.84261 0.036542 0.031028 0.1560959 1.054913
1617272_aVvi.7802 Transcr ibed locus, weakly similar to NP_200879.1 zinc finger (C3HC4-type RING finger) fam 656.8386 566.7634 391.5263 398.3234 16 9.359395 9.146603 8.612966 8.637796 0.0279157 5.859119 0.05460534 8486 1.5450108 up 9.252998 8.625381 0.150467 0.017558 0.627617 1.072764
1617273_at 3.655191 3.678218 3.529081 3.558755 16 1.869947 1.879007 1.819293 1.831373 0.022799 6.509019 0.0483594 7826 1.034651 up 1.874477 1.825333 0.006407 0.008542 0.0491443 1.026923
1617274_aVvi.1636 Transcr ibed locus, weakly similar to NP_568250.1 UVB-resistance protein-related / regulator 1179.915 1093.334 706.2108 683.1437 16 10.20447 10.09452 9.463955 9.416045 0.007068 11.83148 0.03090239 3795 1.6352279 up 10.14949 9.440001 0.077745 0.033877 0.709491 1.075158
1617275_aVvi.3183 Transcr ibed locus 209.2212 221.2241 194.1251 189.9579 16 7.708885 7.789365 7.600843 7.569536 0.0628951 3.796804 0.09835029 10616 1.1203393 up 7.749125 7.585189 0.056908 0.022138 0.1639357 1.021613
1617276_aVvi.9999 Transcr ibed locus, moderately similar to NP_565864.1 expressed protein [Arabidopsis thalian 556.2942 554.0083 460.2702 491.1837 16 9.119704 9.113764 8.846337 8.940119 0.0414621 4.756993 0.07195842 9565 1.1675668 up 9.116734 8.893229 0.004201 0.066314 0.223505 1.025132
1617277_aVvi.1756 Transcr ibed locus, weakly similar to NP_195833.1 expressed protein [Arabidopsis thaliana] 119.852 120.763 119.323 116.6299 16 6.90511 6.916034 6.898728 6.865794 0.2443042 1.631819 0.2983944 13591 1.0198174 up 6.910572 6.882261 0.007724 0.023288 0.0283107 1.004114
1617278_aVvi.1883 Transcr ibed locus, weakly similar to NP_195436.1 expressed protein [Arabidopsis thaliana] 39.17603 31.41683 37.83769 41.01269 16 5.291899 4.973466 5.241752 5.357998 0.4279114 0.986422 0.48285088 14712 1.1228712 down 5.132683 5.299875 0.225166 0.082198 -0.1671923 0.968454
1617279_aVvi.6727 Transcr ibed locus, moderately similar to NP_193810.1 calcium-binding protein, putative [Arab 1000.925 1247.125 225.8595 248.1065 16 9.967118 10.28439 7.819282 7.954816 0.0058852 12.97767 0.03008681 3244 4.719734 up 10.12575 7.887049 0.224345 0.095837 2.2387053 1.283846
1617280_sVvi.10706 Transcr ibed locus, weakly similar to NP_568418.1 expressed protein [Arabidopsis thaliana] 4.829964 4.879494 4.660593 4.677072 16 2.272013 2.286732 2.220513 2.225606 0.0185928 7.231118 0.04339008 7113 1.0398045 up 2.279372 2.22306 0.010408 0.003601 0.0563123 1.025331
1617281_aVvi.14919 Transcr ibed locus 3.722528 3.740814 3.611628 3.637279 16 1.896283 1.903352 1.852649 1.86286 0.0211048 6.774066 0.04621228 7581 1.029585 up 1.899818 1.857755 0.004999 0.00722 0.042063 1.022642
1617282_aVvi.6092 Transcr ibed locus, weakly similar to NP_567911.1 expressed protein [Arabidopsis thaliana] 1387.232 1328.399 1357.994 1524.447 16 10.43799 10.37547 10.40726 10.57407 0.4454961 0.942327 0.4992323 14814 1.0599035 down 10.40673 10.49067 0.044208 0.117951 -0.083932 0.991999
1617283_aVvi.746 Transcr ibed locus, weakly similar to XP_470612.1 Putative branched-chain amino acid aminot     1551.728 1564.857 1939.796 2031.727 16 10.59966 10.61182 10.92169 10.98849 0.0093119 10.29036 0.03316811 4660 1.2739881 down 10.60574 10.95509 0.008595 0.047236 -0.349352 0.968111
1617284_aVvi.5735 Transcr ibed locus, weakly similar to NP_195242.1 O-methyltransferase family 2 protein [Arab 4.725169 4.70568 4.521338 4.572607 16 2.240366 2.234403 2.17675 2.193017 0.0261606 6.060692 0.052522 8268 1.0370615 up 2.237385 2.184883 0.004216 0.011502 0.0525014 1.024029
1617285_aVvi.15251 Transcr ibed locus 4.409251 4.354166 4.214389 4.227296 16 2.140534 2.122396 2.075324 2.079735 0.0286623 5.778954 0.05554726 8565 1.0380929 up 2.131465 2.077529 0.012825 0.003119 0.0539356 1.025961
1617286_at 3.590992 3.925599 6.175877 4.070509 16 1.844383 1.972913 2.626644 2.025209 0.3076472 1.356971 0.36313963 14064 1.3354064 down 1.908648 2.325927 0.090885 0.425279 -0.4172788 0.820597
1617287_at 3.323789 3.340971 3.219881 3.254889 16 1.732829 1.740267 1.687007 1.702609 0.0402926 4.829982 0.07039969 9501 1.0293548 up 1.736548 1.694808 0.00526 0.011032 0.0417403 1.024628
1617288_aVvi.3026 Transcr ibed locus, weakly similar to NP_190850.2 purple acid phosphatase (PAP22) [Arabido  1197.975 1292.471 1532.531 1388.03 16 10.22638 10.33592 10.5817 10.43882 0.1258704 2.545242 0.1713853 12192 1.1721138 down 10.28115 10.51026 0.077452 0.10103 -0.229113 0.978201
1617289_aVvi.1866 Transcr ibed locus 5.066906 5.095032 4.918179 4.88536 16 2.341105 2.349091 2.298124 2.288465 0.0143199 8.266587 0.03829651 6206 1.0365599 up 2.345098 2.293294 0.005647 0.00683 0.0518036 1.022589
1617290_aVvi.6268 Transcr ibed locus, moderately similar to NP_565319.1 scr amblase-related [Arabidopsis thali 227.9863 213.2057 252.2017 237.9945 16 7.832803 7.736102 7.978434 7.894785 0.1403145 2.380036 0.18710949 12448 1.1112295 down 7.784452 7.936609 0.068378 0.059149 -0.1521569 0.980828
1617291_sVvi.2557 Transcr ibed locus, strongly similar to XP_468271.1 putative 60S ribosomal protein L39 [Oryza 7220.178 7100.618 6801.989 7787.125 16 12.81782 12.79373 12.73174 12.92688 0.833097 0.239394 0.85556585 16165 1.0164462 down 12.80577 12.82931 0.017034 0.137981 -0.023534 0.998166
1617292_aVvi.2089 Transcr ibed locus 263.6915 264.342 183.7898 158.6923 16 8.042707 8.046262 7.521913 7.310089 0.0272512 5.933172 0.05379495 8408 1.5459399 up 8.044485 7.416001 0.002513 0.149782 0.628484 1.084747
1617293_sVvi.1831 Transcr ibed locus, weakly similar to NP_198687.1 proline oxidase, putative / osmotic stress- r     101.8586 58.16007 6.262909 5.341402 16 6.670424 5.861957 2.646833 2.417218 0.0124283 8.886205 0.0363906 5669 13.307473 up 6.266191 2.532026 0.571672 0.162362 3.7341647 2.474774
1617294_at 8.943858 9.147284 8.104898 8.004013 16 3.160897 3.193343 3.018794 3.000723 0.012088 9.012734 0.03595679 5577 1.1230026 up 3.17712 3.009759 0.022943 0.012778 0.1673612 1.055606
1617295_aVvi.4748 Transcr ibed locus 4.158865 4.175917 4.003884 4.009893 16 2.05619 2.062093 2.0014 2.003564 0.0030641 18.02381 0.02768036 1830 1.0400548 up 2.059141 2.002482 0.004174 0.00153 0.0566594 1.028295
1617296_aVvi.1529 Transcr ibed locus, weakly similar to NP_563619.1 SSXT protein-related / transcr iption co-ac 198.0952 185.2579 246.8078 264.7941 16 7.63005 7.533391 7.947244 8.048727 0.0271883 5.940317 0.05373582 8399 1.3344687 down 7.58172 7.997986 0.068348 0.071759 -0.4162656 0.947954
1617297_aVvi.8950 Transcr ibed locus, moderately similar to NP_197933.1 serine/threonine protein phosphatase 340.3034 322.701 386.6488 447.9348 16 8.410678 8.334054 8.59488 8.807145 0.1004333 2.91261 0.14230545 11716 1.2558348 down 8.372366 8.701013 0.054181 0.150094 -0.328647 0.962229
1617298_at 10.45448 10.59353 10.04614 10.17107 16 3.38605 3.405112 3.32857 3.346399 0.0469356 4.451719 0.07871755 9898 1.0410912 up 3.395581 3.337484 0.013479 0.012607 0.0580964 1.017407
1617299_aVvi.8882 Transcr ibed locus, moderately similar to NP_566067.1 expressed protein [Arabidopsis thalian 93.61204 94.98782 144.9754 150.3973 16 6.548622 6.569671 7.179665 7.232635 0.0019346 22.70237 0.02532748 1264 1.565912 down 6.559146 7.20615 0.014884 0.037455 -0.6470032 0.910215
1617300_aVvi.15675 Transcr ibed locus 3.704712 3.719095 3.588014 3.607139 16 1.889361 1.894952 1.843186 1.850855 0.0108727 9.511918 0.03490222 5168 1.0317807 up 1.892157 1.84702 0.003953 0.005423 0.0451364 1.024437
1617301_aVvi.12679 Transcr ibed locus 7.360851 7.609066 7.008137 7.198875 16 2.879873 2.92772 2.809031 2.847771 0.1339899 2.449317 0.18025282 12340 1.0536495 up 2.903796 2.828401 0.033833 0.027393 0.0753952 1.026656
1617302_s_at 114.753 98.06211 61.34688 72.68523 8 6.842389 6.615624 5.938918 6.18359 0.0571034 4.003347 0.09131485 10381 1.588596 up 6.729006 6.061254 0.160348 0.173009 0.6677523 1.110167
1617303_at 5.393488 5.457112 5.157811 5.191914 16 2.431219 2.448138 2.366759 2.376267 0.0196693 7.024644 0.04465942 7311 1.0483828 up 2.439678 2.371513 0.011964 0.006723 0.0681655 1.028743
1617304_aVvi.10188 Transcr ibed locus 10.88616 14.53858 22.9582 33.33619 16 3.444423 3.861814 4.520938 5.059017 0.0791934 3.338852 0.11773699 11166 2.1990173 down 3.653119 4.789978 0.29514 0.380479 -1.136859 0.762659
1617305_aVvi.9732 Transcr ibed locus, moderately similar to NP_191158.1 expressed protein [Arabidopsis thalian 13.46185 13.45049 13.07589 13.19053 16 3.750804 3.749586 3.708837 3.72143 0.0310462 5.542375 0.0586422 8788 1.0246007 up 3.750196 3.715134 8.61E-04 0.008905 0.0350618 1.009438
1617306_aVvi.2295 Transcr ibed locus, moderately similar to NP_197686.1 SNF7 family protein [Arabidopsis thali 338.2522 271.1083 263.0091 270.3492 16 8.401956 8.082726 8.038969 8.07868 0.3720966 1.140948 0.42771912 14442 1.1356479 up 8.24234 8.058825 0.22573 0.02808 0.183515 1.022772
1617307_aVvi.2587 Transcr ibed locus, weakly similar to NP_172962.1 zinc finger (C3HC4-type RING finger) fam 630.3868 707.4999 357.682 351.8555 16 9.300094 9.466586 8.482533 8.458839 0.0083818 10.85394 0.0319476 4354 1.8825053 up 9.38334 8.470686 0.117728 0.016754 0.912654 1.107743
1617308_at 254.9284 251.8732 288.4067 267.8099 16 7.993949 7.976554 8.171961 8.065065 0.1329675 2.460944 0.17919686 12318 1.0967705 down 7.985251 8.118513 0.0123 0.075587 -0.1332616 0.983585
1617309_aVvi.7577 Transcr ibed locus, moderately similar to NP_175081.1 aldehyde dehydrogenase, putative (AL 244.9261 236.1741 61.04369 47.66263 16 7.936203 7.883707 5.93177 5.574787 0.0069251 11.95421 0.03077344 3729 4.458863 up 7.909955 5.753279 0.03712 0.252426 2.1566758 1.37486
1617310_at 5.117178 5.088814 4.810825 4.815374 16 2.355349 2.347329 2.266285 2.267648 0.0023156 20.74493 0.02616672 1464 1.0602266 up 2.351339 2.266966 0.00567 9.64E-04 0.0843726 1.037218
1617311_aVvi.4181 Transcr ibed locus, moderately similar to NP_194208.1 31 kDa ribonucleoprotein, chloroplast, 833.1776 901.0284 1092.888 1133.726 16 9.70248 9.815429 10.09393 10.14686 0.0285071 5.795363 0.05541207 8540 1.2847065 down 9.758955 10.12039 0.079867 0.037424 -0.361439 0.964286
1617312_aVvi.2024 Transcr ibed locus 61.78799 64.1599 56.5634 56.96328 16 5.949255 6.0036 5.821797 5.83196 0.032511 5.409903 0.0605914 8907 1.1092227 up 5.976428 5.826879 0.038428 0.007186 0.1495491 1.025665
1617313_aVvi.10387 Transcr ibed locus, moderately similar to NP_037197.1 protein phosphatase 1, catalytic subun    1298.449 1251.947 1141.744 1145.534 16 10.34257 10.28996 10.15702 10.16181 0.027211 5.937738 0.05374862 8404 1.1148509 up 10.31627 10.15941 0.037205 0.003381 0.156851 1.015439
1617314_aVvi.287 Transcr ibed locus, moderately similar to NP_851229.1 RNA and export factor-binding protein 1679.337 1623.898 1755.265 1773.728 16 10.71368 10.66525 10.77747 10.79257 0.0637867 3.767456 0.09945403 10647 1.0684801 down 10.68946 10.78502 0.034246 0.010674 -0.09556 0.99114
1617315_aVvi.12484 Transcr ibed locus, moderately similar to XP_474262.1 OSJNBa0087O24.20 [Oryza sativa (ja 130.9947 152.4045 243.2636 231.3467 16 7.033365 7.251761 7.926376 7.853912 0.0228755 6.497751 0.04846042 7835 1.6789758 down 7.142563 7.890144 0.15443 0.05124 -0.7475813 0.905251
1617316_at 6.396622 6.454441 6.056316 5.995175 16 2.67731 2.690292 2.59844 2.583802 0.010959 9.473764 0.03495672 5203 1.0663493 up 2.683801 2.591121 0.00918 0.010351 0.09268 1.035768
1617317_aVvi.11563 Transcr ibed locus, weakly similar to XP_471036.1 OSJNBa0073L13.11 [Oryza sativa (japonic 4.075869 4.100471 3.943737 3.974506 16 2.027108 2.03579 1.979563 1.990775 0.0226767 6.527159 0.04821884 7806 1.0325981 up 2.031448 1.985169 0.006139 0.007928 0.046279 1.023312
1617318_aVvi.9435 Transcr ibed locus, moderately similar to NP_568428.1 dihydroorotate dehydrogenase, mitoch 373.2293 392.7696 477.9336 490.2537 16 8.543919 8.617539 8.900666 8.937385 0.014465 8.224109 0.03842309 6246 1.2642633 down 8.580729 8.919025 0.052058 0.025964 -0.338296 0.96207
1617319_aVvi.11346 Transcr ibed locus, weakly similar to NP_190490.1 expressed protein [Arabidopsis thaliana] 6.439117 6.469255 5.97233 5.97968 16 2.686863 2.6936 2.578294 2.580068 9.82E-04 31.88089 0.02255868 719 1.0800139 up 2.690231 2.579181 0.004764 0.001255 0.1110498 1.043056
1617320_aVvi.3848 Transcr ibed locus, weakly similar to NP_201042.2 invertase/pectin methylesterase inhibitor fa 4.404442 4.440265 4.231453 4.237711 16 2.138959 2.150646 2.081153 2.083285 0.0088875 10.53659 0.03258624 4527 1.0443342 up 2.144803 2.082219 0.008263 0.001508 0.0625835 1.030056
1617321_aVvi.14698 Transcr ibed locus 11.95491 11.509 10.69462 9.847109 16 3.579532 3.524691 3.418813 3.2997 0.0987567 2.941407 0.14034908 11681 1.1430234 up 3.552111 3.359256 0.038778 0.084225 0.1928548 1.05741
1617322_aVvi.673 Transcr ibed locus, weakly similar to NP_200927.2 zinc finger protein-related [Arabidopsis tha 406.4263 380.2093 347.3303 307.9858 16 8.66685 8.57065 8.440165 8.26672 0.1159205 2.675326 0.16037595 11999 1.2018921 up 8.61875 8.353442 0.068024 0.122644 0.265308 1.03176
1617323_aVvi.3258 Transcr ibed locus, weakly similar to NP_175931.2 expressed protein [Arabidopsis thaliana] 434.9307 424.7971 357.586 353.3531 16 8.764642 8.73063 8.482146 8.464967 0.0047974 14.38573 0.02932456 2710 1.2092222 up 8.747636 8.473557 0.02405 0.012148 0.2740795 1.032345
1617324_at 1460.147 1563.959 1371.064 1484.861 16 10.5119 10.61099 10.42108 10.53611 0.389065 1.09134 0.4445769 14528 1.0591058 up 10.56144 10.4786 0.070066 0.081339 0.082846 1.007906
1617325_aVvi.6041 Transcr ibed locus, moderately similar to NP_849407.1 protein kinase, putative [Arabidopsis th 96.56252 104.5026 90.74295 85.19692 16 6.593392 6.707395 6.503714 6.412729 0.1188803 2.635037 0.16365266 12059 1.1424825 up 6.650394 6.458221 0.080612 0.064336 0.1921721 1.029756
1617326_aVvi.1246 Transcr ibed locus, moderately similar to NP_568257.1 integral membrane TerC family protei 61.67139 68.90683 124.9419 97.71661 16 5.946529 6.106575 6.965114 6.610531 0.0595178 3.913699 0.09423176 10485 1.6949826 down 6.026552 6.787823 0.113169 0.250728 -0.7612707 0.887848
1617327_aVvi.15325 Transcr ibed locus 4.489957 4.512221 4.36862 4.390108 16 2.166702 2.173838 2.127178 2.134256 0.0157644 7.870085 0.03982952 6570 1.0277953 up 2.17027 2.130717 0.005046 0.005005 0.039553 1.018563
1617328_aVvi.9843 Transcr ibed locus, moderately similar to NP_195393.1 quinone reductase family protein [Arab  2183.42 2107.099 1718.053 1826.495 16 11.09237 11.04104 10.74656 10.83486 0.0325743 5.404379 0.06066646 8912 1.2108307 up 11.06671 10.79071 0.036297 0.062439 0.275998 1.025577
1617329_aVvi.1139 Transcr ibed locus, strongly similar to NP_909641.1 putative translation initiation factor [Oryza 3901.129 3682.955 4130.188 4234.874 16 11.92968 11.84665 12.01199 12.0481 0.0884957 3.134188 0.12848324 11434 1.1033463 down 11.88816 12.03005 0.05871 0.025534 -0.141885 0.988206
1617330_aVvi.15159 Transcr ibed locus 4.247211 4.250622 4.059687 4.088941 16 2.086515 2.087674 2.021369 2.031727 0.0073276 11.61777 0.03110101 3910 1.042861 up 2.087095 2.026548 8.19E-04 0.007325 0.0605468 1.029877
1617331_aVvi.1068 Transcr ibed locus, moderately similar to NP_565231.1 lactoylglutathione lyase family protein / 42.25091 30.22791 67.42687 78.10645 16 5.40091 4.91781 6.075252 6.28737 0.0606394 3.873829 0.09560644 10529 2.0306628 down 5.15936 6.181311 0.341604 0.14999 -1.0219507 0.834671
1617332_at 4.267946 4.286276 4.093356 4.109506 12 2.093542 2.099725 2.033284 2.038965 0.0047794 14.41299 0.02932456 2697 1.0428334 up 2.096633 2.036125 0.004372 0.004017 0.0605087 1.029718
1617333_at 3.446782 3.468281 3.34686 3.371328 16 1.78525 1.794221 1.742808 1.753317 0.0264004 6.031992 0.05284533 8293 1.0293064 up 1.789735 1.748063 0.006343 0.007431 0.0416726 1.023839
1617334_s_at 71.15659 61.71982 84.85597 85.93067 16 6.152926 5.947661 6.406944 6.425101 0.0710151 3.549637 0.10816443 10899 1.2885325 down 6.050293 6.416022 0.145144 0.012839 -0.3657289 0.942998
1617335_at 8.297953 8.361049 8.33417 7.435607 16 3.052755 3.063684 3.059039 2.89445 0.4273464 0.987872 0.48237726 14707 1.0580992 up 3.058219 2.976745 0.007728 0.116381 0.0814747 1.02737
1617336_aVvi.1615 Transcr ibed locus, weakly similar to NP_564318.1 expressed protein [Arabidopsis thaliana] 5.920369 5.916188 5.681459 5.709623 16 2.565687 2.564668 2.506262 2.513396 0.0042112 15.3611 0.0288901 2417 1.0391103 up 2.565177 2.509829 7.21E-04 0.005044 0.0553488 1.022053
1617337_aVvi.12895 Transcr ibed locus, moderately similar to NP_194311.1 xyloglucan:xyloglucosyl transferase, p 4.988884 4.996958 4.749115 4.72131 16 2.318717 2.32105 2.247659 2.239187 0.0032854 17.4033 0.02783547 1950 1.054428 up 2.319884 2.243423 0.00165 0.00599 0.0764606 1.034082
1617338_aVvi.1936 Transcr ibed locus, weakly similar to NP_193614.1 NRAMP metal ion transporter 5, putative (  235.0541 173.4588 285.8563 289.0954 16 7.876849 7.438449 8.159146 8.175402 0.1458028 2.323337 0.19315496 12531 1.4236805 down 7.657649 8.167274 0.309995 0.011494 -0.509625 0.937602
1617339_aVvi.9315 Transcr ibed locus, moderately similar to XP_329193.1 ELONGATION FACTOR 1-ALPHA (E 5.205147 5.230512 4.985251 4.946305 16 2.379939 2.386952 2.317666 2.306351 0.0085703 10.73242 0.03218227 4420 1.0507625 up 2.383446 2.312009 0.004959 0.008001 0.0714366 1.030898
1617340_x_at 398.4769 400.0248 404.9305 399.7393 16 8.638352 8.643946 8.661531 8.642916 0.372584 1.139487 0.4281905 14445 1.0077055 down 8.64115 8.652224 0.003955 0.013163 -0.0110745 0.99872
1617341_sVvi.11556 Transcr ibed locus, weakly similar to XP_473923.1 OSJNBa0058K23.21 [Oryza sativa (japonic 405.5447 548.4863 737.4442 756.764 16 8.663717 9.099312 9.52639 9.5637 0.0935512 3.035436 0.13435166 11559 1.5839539 down 8.881515 9.545045 0.308012 0.026382 -0.66353 0.930484
1617342_aVvi.8121 Transcr ibed locus, moderately similar to NP_909840.1 putative RNA binding protein [Oryza s 549.7731 502.6899 725.6658 780.116 16 9.102693 8.973525 9.503161 9.607545 0.0248165 6.229129 0.05097238 8081 1.4312189 down 9.038109 9.555353 0.091335 0.07381 -0.517244 0.945869
1617343_sVvi.5673 Transcr ibed locus 517.1116 571.9697 535.663 499.3604 16 9.014332 9.159795 9.065182 8.963938 0.4992207 0.818195 0.55040926 15057 1.0515395 up 9.087063 9.01456 0.102858 0.07159 0.072503 1.008043
1617344_aVvi.10289 Transcr ibed locus, weakly similar to XP_482638.1 putative somatic embryogenesis receptor k 39.53698 35.60741 81.8227 73.35746 16 5.305131 5.154106 6.354429 6.196872 0.0107087 9.585639 0.03476531 5112 2.0648434 down 5.229618 6.275651 0.106791 0.11141 -1.0460325 0.833319
1617345_sVvi.2841 Transcr ibed locus, moderately similar to NP_176653.1 expressed protein [Arabidopsis thalian 1523.003 1541.009 336.1809 329.9822 16 10.5727 10.58966 8.393094 8.366244 5.20E-05 138.6529 0.01326001 60 4.5996127 up 10.58118 8.379669 0.01199 0.018986 2.201513 1.262721
1617346_aVvi.14669 Transcr ibed locus 6.758506 6.817296 6.375672 6.368281 16 2.756704 2.7692 2.672577 2.670904 0.004742 14.47013 0.02932456 2674 1.0652642 up 2.762952 2.671741 0.008835 0.001183 0.0912114 1.034139
1617347_aVvi.3435 Transcr ibed locus, moderately similar to NP_566261.1 expressed protein [Arabidopsis thalian 161.9109 163.8169 207.9248 224.6854 16 7.339056 7.35594 7.699918 7.811763 0.0186477 7.220154 0.04344029 7125 1.32716 down 7.347498 7.75584 0.011939 0.079086 -0.4083423 0.94735
1617348_aVvi.11611 Transcr ibed locus, weakly similar to NP_912148.1 putative EBNA1-binding protein homolog;     738.9232 809.7009 1415.921 1507.601 16 9.529281 9.661245 10.46753 10.55804 0.0075189 11.46735 0.03127756 3990 1.888865 down 9.595263 10.51278 0.093313 0.064003 -0.917519 0.912723
1617349_at 937.4951 2245.468 574.1437 373.9403 16 9.872667 11.1328 9.165268 8.546664 0.1435559 2.346186 0.190711 12496 3.1313107 up 10.50273 8.855967 0.891048 0.437419 1.646766 1.18595
1617350_aVvi.759 Transcr ibed locus, weakly similar to NP_197039.1 plastocyanin-like domain-containing protei 208.3462 219.493 1277.615 1406.474 16 7.702839 7.778032 10.31924 10.45787 8.86E-04 33.58243 0.02224117 660 6.268482 down 7.740436 10.38855 0.053169 0.098025 -2.6481164 0.745093
1617351_aVvi.1774 Transcr ibed locus, moderately similar to NP_175816.1 transcr iption initiation factor IID (TFIID 549.8509 530.0823 772.0779 818.3102 16 9.102897 9.050073 9.592603 9.676504 0.0077984 11.25758 0.03143862 4117 1.4722975 down 9.076485 9.634554 0.037352 0.059327 -0.558069 0.942076
1617352_aVvi.1630 Transcr ibed locus 254.478 245.2987 258.7627 249.9424 16 7.991397 7.938396 8.015486 7.965451 0.5555393 0.701678 0.6024996 15307 1.0178831 down 7.964897 7.990469 0.037478 0.03538 -0.0255718 0.9968
1617353_aVvi.5190 Transcr ibed locus, moderately similar to NP_187982.1 protein kinase family protein [Arabidop  60.56635 67.18791 258.306 268.8705 16 5.920445 6.07013 8.012938 8.070767 0.0015334 25.50744 0.02478885 1026 4.1312146 down 5.995287 8.041853 0.105844 0.040892 -2.046566 0.745511
1617354_aVvi.2664 Transcr ibed locus, strongly similar to NP_190192.1 Ras-related protein (ARA-3) / small GTP 683.6094 630.1285 795.0154 782.5885 16 9.417028 9.299502 9.634839 9.61211 0.0473429 4.431094 0.07919972 9923 1.2018104 down 9.358265 9.623474 0.083103 0.016072 -0.265209 0.972441
1617355_aVvi.10669 Transcr ibed locus, moderately similar to NP_182135.1 ketopantoate hydroxymethyltransferase 119.1156 109.7009 168.4226 193.2315 16 6.896218 6.777432 7.395942 7.594187 0.0294629 5.696356 0.05658964 8642 1.5781549 down 6.836825 7.495064 0.083995 0.14018 -0.6582389 0.912177
1617356_at 5.651986 5.566073 5.364245 5.53442 16 2.498758 2.47666 2.423375 2.468432 0.2376201 1.666077 0.29155043 13530 1.0294012 up 2.487709 2.445904 0.015626 0.03186 0.0418053 1.017092
1617357_aVvi.10974 Transcr ibed locus, moderately similar to XP_480928.1 putative synovial sarcoma, X breakpoin 179.9681 198.2655 275.2974 262.7457 16 7.491597 7.63129 8.104847 8.037523 0.0223631 6.574362 0.04783396 7760 1.4237953 down 7.561443 8.071185 0.098778 0.047605 -0.5097417 0.936844
1617358_sVvi.8021 Transcr ibed locus, weakly similar to NP_201491.1 disease resistance protein (CC-NBS-LRR   925.586 1095.092 722.1558 806.2709 16 9.854223 10.09684 9.496166 9.655121 0.1102049 2.757384 0.15380143 11895 1.3194038 up 9.97553 9.575644 0.171553 0.112398 0.399886 1.041761
1617359_aVvi.1172 Transcr ibed locus, weakly similar to NP_193591.2 proline-rich family protein [Arabidopsis tha 7.408862 7.816138 7.18219 7.235591 16 2.889252 2.966456 2.844424 2.855111 0.1829914 2.00377 0.23349646 13010 1.0556172 up 2.927854 2.849767 0.054591 0.007557 0.0780868 1.027401
1617360_aVvi.3046 Transcr ibed locus, moderately similar to NP_177063.1 DNA-directed RNA polymerase, mitoc 10.87988 11.14934 12.12128 11.08022 16 3.443591 3.478886 3.599471 3.469915 0.3881087 1.094069 0.44365904 14522 1.0522333 down 3.461238 3.534693 0.024957 0.09161 -0.0734547 0.979219
1617361_aVvi.10819 Transcr ibed locus, strongly similar to NP_195288.1 phosphoserine aminotransferase, chloro 3418.777 3575.869 5733.252 5550.343 16 11.73926 11.80408 12.48514 12.43836 0.0033373 17.26693 0.02783547 1979 1.6133716 down 11.77167 12.46175 0.045831 0.033075 -0.690079 0.944624
1617362_aVvi.15420 Transcr ibed locus 116.4811 71.58616 9.453669 6.436997 16 6.863951 6.161609 3.240875 2.686388 0.0155231 7.932468 0.03952657 6519 11.705779 up 6.51278 2.963631 0.496631 0.392081 3.5491488 2.197568
1617363_at 24.62327 24.80992 23.98388 24.12067 16 4.621951 4.632845 4.583993 4.592198 0.0288111 5.763346 0.05573316 8580 1.0276167 up 4.627398 4.588096 0.007704 0.005802 0.0393023 1.008566
1617364_at 3.296279 3.311787 3.202606 3.225791 16 1.720838 1.72761 1.679246 1.689653 0.0235041 6.407168 0.04925704 7921 1.0279531 up 1.724224 1.68445 0.004788 0.007359 0.0397745 1.023613
1617365_at 3.815533 3.823021 3.681748 3.704843 16 1.931885 1.934713 1.880391 1.889413 0.0094065 10.23776 0.03329499 4687 1.0341154 up 1.933299 1.884902 0.002 0.006379 0.0483973 1.025676
1617366_at 5.061208 5.140915 4.820353 4.792244 16 2.339482 2.362025 2.269139 2.260701 0.0190995 7.131779 0.04394257 7215 1.0613008 up 2.350754 2.26492 0.015941 0.005966 0.0858335 1.037897
1617367_x_at 8.069637 8.777391 6.845944 7.612512 16 3.012504 3.133792 2.77525 2.928373 0.1516407 2.266177 0.19983642 12597 1.1658136 up 3.073148 2.851811 0.085764 0.108274 0.221337 1.077613
1617368_aVvi.11836 Transcr ibed locus, weakly similar to NP_200470.1 glycosyl hydrolase family 17 protein [Arabid  30.29441 27.26853 70.62813 60.37915 16 4.92098 4.769165 6.142171 5.915978 0.0129773 8.692583 0.03688561 5840 2.2720623 down 4.845072 6.029075 0.107349 0.159943 -1.1840024 0.803618
1617369_aVvi.14974 Transcr ibed locus 6.186252 6.218722 6.232905 5.915011 16 2.629066 2.636618 2.639905 2.564381 0.5034885 0.808927 0.5544886 15074 1.0215069 up 2.632842 2.602143 0.005341 0.053403 0.030699 1.011798
1617370_aVvi.9515 Transcr ibed locus 13.34641 13.07036 12.58428 12.40889 16 3.738379 3.708227 3.65355 3.633303 0.0479957 4.39858 0.08000242 9959 1.0569278 up 3.723303 3.643426 0.021321 0.014317 0.0798769 1.021924
1617371_at 63.72341 56.25986 22.58809 18.92962 16 5.993752 5.814034 4.49749 4.242574 0.0101795 9.835629 0.03407246 4959 2.8955958 up 5.903893 4.370032 0.127079 0.180253 1.5338602 1.350995
1617372_x_at 3.456411 3.728627 3.558098 3.60604 16 1.789275 1.898645 1.831106 1.850416 0.9592995 0.057607 0.9651712 16500 1.0022198 up 1.84396 1.840761 0.077336 0.013654 0.003199 1.001738
1617373_sVvi.12805 Transcr ibed locus, weakly similar to NP_197747.1 XS domain-containing protein / XS zinc fin  15.14006 19.35835 28.5132 39.62915 16 3.920298 4.274884 4.833558 5.30849 0.0815107 3.284748 0.12029878 11248 1.9635067 down 4.097591 5.071024 0.25073 0.335828 -0.9734326 0.80804
1617374_aVvi.15386 Transcr ibed locus 6.119313 6.150866 5.901691 5.859762 16 2.61337 2.62079 2.561128 2.550842 0.0106033 9.633945 0.03470742 5071 1.043257 up 2.61708 2.555985 0.005247 0.007274 0.0610945 1.023903
1617375_aVvi.14730 Transcr ibed locus 6.990641 6.982947 6.568088 6.589974 16 2.805425 2.803836 2.715473 2.720273 8.48E-04 34.32084 0.0221369 634 1.0619805 up 2.80463 2.717873 0.001123 0.003394 0.0867573 1.031921
1617376_aVvi.1789 Transcr ibed locus, moderately similar to XP_464306.1 putative cytochrome P450 [Oryza sativa 241.1218 211.4417 220.4035 205.4135 16 7.913619 7.724116 7.784004 7.682387 0.5091074 0.796845 0.5594149 15108 1.0611821 up 7.818868 7.733195 0.133998 0.071854 0.0856724 1.011079
1617377_aVvi.10074 Transcr ibed locus 6.192814 6.209507 5.88281 6.033546 16 2.630595 2.634479 2.556505 2.593006 0.0878073 3.14826 0.1276735 11417 1.0408638 up 2.632537 2.574756 0.002746 0.02581 0.0577813 1.022441
1617378_aVvi.3014 Transcr ibed locus, moderately similar to NP_196882.1 GCN5-related N-acetyltransferase, pu  1417.088 1403.502 1150.067 1308.577 16 10.46871 10.45482 10.1675 10.35378 0.1641428 2.153361 0.21339844 12769 1.1495916 up 10.46176 10.26064 0.009828 0.13172 0.201121 1.019601
1617379_aVvi.15793 Transcr ibed locus 459.8734 526.4037 1157.102 1196.053 16 8.845093 9.040026 10.1763 10.22407 0.0063068 12.53239 0.03037211 3446 2.3910158 down 8.942559 10.20018 0.137838 0.033775 -1.257624 0.876706
1617380_at 1.913096 1.92011 1.864026 1.876207 16 0.935909 0.941189 0.898422 0.907819 0.0223669 6.573782 0.04783396 7762 1.0248612 up 0.938549 0.903121 0.003733 0.006645 0.03542852 1.039229
1617381_aVvi.11175 Transcr ibed locus 4.371615 4.435058 4.222467 4.24263 16 2.128166 2.148953 2.078086 2.084959 0.0349161 5.210465 0.06358529 9114 1.0403272 up 2.13856 2.081523 0.014698 0.00486 0.0570373 1.027402
1617382_sVvi.206 Transcr ibed locus, strongly similar to NP_176968.1 glycerate dehydrogenase / NADH-depen 1319.245 1330.743 283.3129 248.0826 16 10.3655 10.37802 8.146253 7.954676 0.0017057 24.182 0.02493529 1130 4.9977956 up 10.37176 8.050465 0.008853 0.135465 2.321292 1.288343
1617383_at 3.274096 3.288344 3.176738 3.197182 16 1.711097 1.717362 1.667546 1.676801 0.0171995 7.526321 0.04163794 6855 1.0295799 up 1.714229 1.672173 0.00443 0.006544 0.0420558 1.02515
1617384_aVvi.5547 Transcr ibed locus, weakly similar to NP_563968.1 expressed protein [Arabidopsis thaliana] 3.390678 3.406323 3.298056 3.304683 16 1.761574 1.768215 1.721616 1.724512 0.0074169 11.54678 0.03118161 3948 1.0294193 up 1.764895 1.723064 0.004696 0.002048 0.0418307 1.024277
1617385_aVvi.1689 Transcr ibed locus, strongly similar to NP_180270.1 20S proteasome alpha subunit G (PAG1) 4476.362 4580.221 4300.304 4401.096 16 12.12811 12.1612 12.07022 12.10365 0.1335416 2.454399 0.1797955 12330 1.0408204 up 12.14466 12.08694 0.023399 0.023635 0.057721 1.004775
1617386_aVvi.5022 Transcr ibed locus, moderately similar to NP_186907.1 delta 7-sterol-C5-desaturase (STE1) 873.4748 884.4818 449.2755 432.9002 16 9.770622 9.788689 8.811457 8.757891 8.06E-04 35.20153 0.0221369 599 1.9930553 up 9.779655 8.784674 0.012775 0.037877 0.994981 1.113263
1617387_aVvi.7360 Transcr ibed locus, moderately similar to NP_192590.1 mitogen-activated protein kinase kinas 188.5077 188.8007 243.2029 243.8045 16 7.55848 7.56072 7.926016 7.929581 3.27E-05 174.894 0.01326001 39 1.2907404 down 7.5596 7.927799 0.001584 0.002521 -0.3681987 0.953556
1617388_aVvi.9874 Transcr ibed locus, moderately similar to NP_191112.1 zinc finger (C3HC4-type RING finger    74.77029 71.87627 61.22492 65.80949 16 6.224393 6.167444 5.936047 6.040223 0.0728194 3.500213 0.11027531 10962 1.1549122 up 6.195919 5.988135 0.040269 0.073664 0.2077833 1.034699
1617389_aVvi.4808 Transcr ibed locus 4.680341 4.712611 4.495662 4.482404 16 2.226614 2.236527 2.168534 2.164273 0.0067836 12.07954 0.03073394 3659 1.046206 up 2.23157 2.166403 0.007009 0.003013 0.0651669 1.030081
1617390_aVvi.8916 Transcr ibed locus, weakly similar to NP_566267.1 expressed protein [Arabidopsis thaliana] 202.3006 199.0134 403.7304 413.1719 16 7.660357 7.636722 8.657249 8.690599 3.97E-04 50.17038 0.01871624 347 2.035501 down 7.64854 8.673924 0.016713 0.023582 -1.025384 0.881785
1617391_aVvi.9611 Transcr ibed locus, moderately similar to NP_171956.2 coenzyme F420 hydrogenase family / d 43.17311 53.68869 20.56807 13.4192 16 5.432061 5.746546 4.362334 3.746227 0.0472016 4.43822 0.07902768 9914 2.8979318 up 5.589304 4.05428 0.222375 0.435654 1.5350237 1.378618
1617392_aVvi.11973 Transcr ibed locus 8.279152 8.648766 8.263593 9.307281 16 3.049483 3.112494 3.046769 3.21836 0.6293893 0.564308 0.6706508 15579 1.0363966 down 3.080988 3.132565 0.044556 0.121333 -0.0515761 0.983536
1617393_s_at 478.364 432.0954 348.5314 359.0588 16 8.901965 8.755206 8.445145 8.488076 0.0418326 4.7345 0.07235175 9598 1.2851846 up 8.828586 8.46661 0.103774 0.030357 0.361976 1.042753
1617394_at 6.730305 6.797588 6.319195 6.329668 16 2.750672 2.765023 2.659741 2.66213 0.005587 13.3225 0.02974827 3117 1.0694817 up 2.757847 2.660935 0.010148 0.001689 0.0969119 1.03642
1617395_aVvi.12668 Transcr ibed locus 5.246442 5.296129 5.005623 5.038106 16 2.391339 2.404938 2.32355 2.332882 0.013625 8.479253 0.03753936 6022 1.0496608 up 2.398139 2.328216 0.009616 0.006599 0.0699232 1.030033
1617396_aVvi.7762 Transcr ibed locus, weakly similar to NP_195185.1 bZIP transcr iption factor family protein [Ara 10.22106 9.773258 9.976679 9.960729 16 3.353473 3.28884 3.31856 3.316251 0.9182541 0.115994 0.93069863 16379 1.0026034 up 3.321157 3.317406 0.045703 0.001632 0.003751 1.001131
1617397_x_at 574.8029 653.0443 485.7937 477.7456 16 9.166924 9.351037 8.9242 8.900099 0.0647721 3.735705 0.10066895 10681 1.2717634 up 9.25898 8.912149 0.130188 0.017042 0.346831 1.038917
1617398_sVvi.5497 Transcr ibed locus, moderately similar to NP_565170.1 methyltransferase-related [Arabidopsi  120.3064 112.5881 97.67333 89.83269 16 6.91057 6.814911 6.609893 6.489169 0.0554778 4.066877 0.08933487 10309 1.2424687 up 6.862741 6.549531 0.067641 0.085365 0.3132095 1.047822
1617399_aVvi.1565 Transcr ibed locus, moderately similar to NP_197281.1 zinc finger (Ran-binding) family prote 232.4885 242.0293 435.0296 451.6957 16 7.861016 7.919037 8.76497 8.819207 0.0019325 22.71506 0.02532748 1260 1.868735 down 7.890027 8.792089 0.041027 0.038352 -0.9020619 0.897401
1617400_aVvi.6741 Transcr ibed locus, weakly similar to NP_921514.1 Similar to sulfate transporter (ATST1) [Or 4.877374 4.985885 4.684872 4.752766 16 2.286105 2.31785 2.22801 2.248767 0.0786023 3.353018 0.11708888 11144 1.0450621 up 2.301977 2.238389 0.022447 0.014678 0.0635887 1.028408
1617401_aVvi.8866 Transcr ibed locus, weakly similar to NP_190639.1 zinc finger (C2H2 type) family protein [Ara 460.7092 439.4044 593.4623 551.6195 16 8.847713 8.779406 9.213013 9.10753 0.0313095 5.517895 0.05892088 8821 1.2716593 down 8.813559 9.160271 0.0483 0.074588 -0.346712 0.96215
1617402_aVvi.10723 Transcr ibed locus, moderately similar to NP_180876.1 expressed protein [Arabidopsis thalian 6.076794 6.138858 5.852075 5.872355 16 2.60331 2.61797 2.548948 2.553939 0.0166824 7.645109 0.04103233 6748 1.0418855 up 2.61064 2.551444 0.010366 0.003529 0.0591967 1.023201
1617403_at 7.160355 7.197938 6.91067 6.676232 16 2.840031 2.847584 2.788826 2.739034 0.0866533 3.172206 0.12627207 11392 1.0569282 up 2.843807 2.76393 0.00534 0.035208 0.0798774 1.0289
1617404_aVvi.197 Transcr ibed locus, weakly similar to NP_199679.2 sterile alpha motif (SAM) domain-containin 54.78401 71.49205 122.0403 105.1164 16 5.775683 6.159711 6.931214 6.715843 0.060251 3.887514 0.09513858 10513 1.8098011 down 5.967697 6.823528 0.271549 0.15229 -0.8558313 0.874576
1617405_aVvi.145 Transcr ibed locus 5.096976 5.08997 9.980508 8.294839 16 2.349641 2.347657 3.319113 3.052214 0.024491 6.271966 0.05057374 8038 1.7863493 down 2.348649 3.185664 0.001403 0.188726 -0.8370142 0.737256
1617406_sVvi.11627 Transcr ibed locus, moderately similar to NP_187378.1 transcr iptional activator, putative [Arab 548.4932 538.7835 565.7119 600.3254 16 9.09933 9.073562 9.143924 9.229601 0.1541528 2.242504 0.20248798 12638 1.0720083 down 9.086446 9.186762 0.018221 0.060583 -0.100316 0.98908
1617407_at 12.28948 12.689 11.42785 11.33102 16 3.619352 3.665507 3.514482 3.502206 0.0302836 5.61506 0.05770527 8711 1.0973971 up 3.642429 3.508344 0.032636 0.00868 0.1340857 1.038219
1617408_aVvi.14824 Transcr ibed locus 4.750211 4.727534 4.593943 4.612516 16 2.247992 2.241088 2.199733 2.205554 0.0114156 9.279148 0.03538483 5355 1.0294662 up 2.24454 2.202643 0.004882 0.004116 0.0418963 1.019021
1617409_aVvi.1772 Transcr ibed locus, weakly similar to NP_565107.1 isoflavone reductase, putative [Arabidopsis 5.95312 5.978679 5.713071 5.726791 16 2.573646 2.579827 2.514267 2.517727 0.0033829 17.1496 0.02783547 2011 1.0430005 up 2.576737 2.515997 0.00437 0.002447 0.0607398 1.024141
1617410_aVvi.3083 Transcr ibed locus, weakly similar to NP_915351.1 P0460C04.14 [Oryza sativa (japonica cultiv 1042.08 933.1104 769.4403 773.5876 16 10.02525 9.865904 9.587666 9.595421 0.0471997 4.438318 0.07902768 9913 1.2781298 up 9.945578 9.591543 0.112675 0.005484 0.354035 1.036911
1617411_aVvi.7115 Transcr ibed locus, moderately similar to NP_568850.1 basic helix-loop-helix (bHLH) family p 85.00042 96.33714 143.2894 214.7818 16 6.409398 6.59002 7.162788 7.746728 0.0889506 3.124975 0.12901106 11445 1.9386455 down 6.499709 7.454758 0.127719 0.412908 -0.955049 0.871887
1617412_aVvi.8836 Transcr ibed locus, weakly similar to NP_564677.1 expressed protein [Arabidopsis thaliana] 532.4258 439.697 459.8955 465.7346 16 9.056437 8.780366 8.845162 8.863364 0.6884701 0.463642 0.7248387 15768 1.0454603 up 8.918402 8.854263 0.195211 0.012871 0.064139 1.007244
1617413_at 4004.611 2837.688 4451.99 4081.181 16 11.96745 11.4705 12.12024 11.99477 0.3173892 1.320992 0.37317955 14119 1.2644671 down 11.71897 12.0575 0.351393 0.088717 -0.33853 0.971924
1617414_at 8.018882 7.822617 7.104525 7.063079 15 3.003401 2.967651 2.828738 2.820297 0.0127635 8.7665 0.03674353 5766 1.1180683 up 2.985526 2.824518 0.025279 0.005969 0.1610083 1.057004
1617415_aVvi.7159 Transcr ibed locus, moderately similar to NP_189306.1 glycosyl hydrolase family 38 protein [A 4.809438 4.824182 4.640154 4.640336 16 2.265868 2.270284 2.214173 2.214229 0.0016757 24.39812 0.02493529 1110 1.0380497 up 2.268076 2.214201 0.003123 4.00E-05 0.0538754 1.024332
1617416_sVvi.6939 Transcr ibed locus, moderately similar to XP_480477.1 putative microtubial binding protein [O 1068.147 962.3269 693.6429 809.152 16 10.06089 9.910383 9.438049 9.660267 0.0829357 3.252563 0.12193575 11291 1.3532989 up 9.985639 9.549158 0.106427 0.157132 0.436481 1.045709
1617417_sVvi.8407 Transcr ibed locus, moderately similar to NP_974708.1 protein phosphatase 2C family protein 802.3853 779.7113 730.7853 698.8533 16 9.648151 9.606796 9.513304 9.448846 0.0621074 3.823241 0.09738446 10587 1.106803 up 9.627474 9.481075 0.029242 0.045579 0.146399 1.015441
1617418_aVvi.15646 Transcr ibed locus 4.113439 4.149332 3.993124 4.013876 16 2.040345 2.052879 1.997518 2.004996 0.0249256 6.214957 0.0511072 8096 1.0319371 up 2.046612 2.001257 0.008863 0.005288 0.045355 1.022663
1617419_aVvi.14673 Transcr ibed locus 6.453932 6.499239 6.105086 6.027643 16 2.690178 2.700271 2.610012 2.591594 0.0121431 8.99192 0.03600627 5598 1.0676373 up 2.695225 2.600803 0.007136 0.013023 0.0944215 1.036305
1617420_x_at 1500.283 1498.28 1664.824 1776.635 16 10.55102 10.54909 10.70115 10.79493 0.0517904 4.221597 0.08484553 10133 1.147098 down 10.55006 10.74804 0.001363 0.066311 -0.197988 0.981579
1617421_at 4.999027 5.055686 4.75723 4.764677 16 2.321647 2.337907 2.250122 2.252379 0.0107486 9.567544 0.03483154 5120 1.0559393 up 2.329777 2.25125 0.011497 0.001596 0.0785269 1.034881
1617422_s_at 3.542918 3.558013 3.443743 3.459687 16 1.824938 1.831072 1.783977 1.790642 0.0121583 8.986177 0.03602742 5601 1.0286098 up 1.828005 1.787309 0.004337 0.004712 0.0406957 1.022769
1617423_aVvi.8065 Transcr ibed locus, moderately similar to NP_172507.1 glutathione S-transferase, putative [Ar  9057.759 8780.318 155.766 204.5775 16 13.14494 13.10006 7.283236 7.676503 0.0012279 28.5111 0.02331889 870 49.957443 up 13.1225 7.47987 0.031736 0.278082 5.642628 1.754375
1617424_aVvi.1187 Transcr ibed locus 5052.865 4940.398 5210.686 4818.423 16 12.30289 12.27041 12.34726 12.23434 0.9500818 0.070683 0.9577541 16467 1.0028822 down 12.28665 12.2908 0.022963 0.079842 -0.004152 0.999662
1617425_aVvi.6635 Transcr ibed locus, moderately similar to NP_680180.1 YGGT family protein [Arabidopsis thal 99.6579 98.69305 30.90953 32.28476 16 6.638912 6.624876 4.94998 5.012782 3.80E-04 51.297 0.01871624 333 3.139454 up 6.631894 4.981381 0.009925 0.044408 1.6505135 1.331337
1617426_aVvi.14362 Transcr ibed locus 3.496155 3.499644 3.388259 3.405247 16 1.805769 1.807208 1.760544 1.76776 0.0074664 11.50809 0.03124114 3966 1.0297804 up 1.806489 1.764152 0.001018 0.005102 0.0423367 1.023998
1617427_aVvi.8501 Transcr ibed locus 18.86541 18.3028 17.74403 16.14663 16 4.237671 4.193993 4.149262 4.013161 0.2003043 1.883627 0.2520237 13194 1.0978041 up 4.215832 4.081211 0.030886 0.096238 0.1346208 1.032986
1617428_aVvi.7054 Transcr ibed locus, strongly similar to NP_174996.1 glyceraldehyde-3-phosphate dehydrogen 2274.027 2332.403 263.3849 255.9053 16 11.15103 11.1876 8.041029 7.999466 7.73E-05 113.7679 0.0147934 85 8.870834 up 11.16932 8.020247 0.025857 0.02939 3.14907 1.39264
1617429_aVvi.9647 Transcr ibed locus, moderately similar to NP_849505.1 expressed protein [Arabidopsis thalian 599.3175 592.0779 530.6657 471.105 16 9.227177 9.209643 9.05166 8.879905 0.0996186 2.926517 0.14138032 11697 1.1913756 up 9.218411 8.965782 0.012398 0.121449 0.2526285 1.028177
1617430_sVvi.19 GO:000027Chitinase 17565.22 17901.96 17089.13 17153.47 16 14.10043 14.12783 14.06079 14.06621 0.068361 3.625729 0.1050083 10807 1.0357168 up 14.11413 14.0635 0.019372 0.003834 0.05063 1.0036
1617431_aVvi.7842 Transcr ibed locus, weakly similar to XP_481633.1 putative subtilisin-like serine protease AIR3 383.9435 367.0388 441.1906 445.9674 16 8.58475 8.519789 8.785258 8.800795 0.0187038 7.209 0.04348164 7139 1.1816125 down 8.552269 8.793026 0.045935 0.010986 -0.240757 0.97262
1617432_aVvi.14306 Transcr ibed locus 7.076009 7.179133 21.6414 29.51975 16 2.822936 2.84381 4.435722 4.883609 0.0147365 8.146308 0.03877884 6308 3.5462458 down 2.833373 4.659665 0.01476 0.316704 -1.8262924 0.608064
1617433_aVvi.405 Transcr ibed locus, weakly similar to NP_563698.1 acid phosphatase class B family protein [A  190.4458 206.7649 905.7759 1073.227 16 7.573237 7.691848 9.82301 10.06774 0.0034388 17.00879 0.02792081 2043 4.9685774 down 7.632543 9.945375 0.083871 0.17305 -2.3128324 0.767446
1617434_at 8.977031 8.809229 10.96824 9.259414 16 3.166239 3.139016 3.45526 3.210921 0.2798063 1.46807 0.33545238 13847 1.1332477 down 3.152627 3.33309 0.019249 0.172774 -0.1804633 0.945857
1617435_aVvi.5790 Transcr ibed locus, moderately similar to NP_188015.1 hydroxyproline-rich glycoprotein family 339.1774 346.4292 537.6471 536.7824 16 8.405896 8.436417 9.070516 9.068193 5.57E-04 42.35391 0.02017947 457 1.5672107 down 8.421156 9.069355 0.021581 0.001642 -0.648199 0.928529
1617436_aVvi.15041 Transcr ibed locus 5.300441 5.176177 5.152006 7.17438 16 2.406112 2.371887 2.365134 2.842854 0.4640465 0.897785 0.5168456 14905 1.1606996 down 2.389 2.603994 0.024201 0.337799 -0.2149947 0.917437
1617437_aVvi.12282 Transcr ibed locus 5.283667 5.356198 5.128666 5.153751 16 2.40154 2.421209 2.358584 2.365623 0.0421258 4.716903 0.07267721 9622 1.0347422 up 2.411375 2.362103 0.013909 0.004977 0.0492714 1.020859
1617438_aVvi.11215 Transcr ibed locus 3.201006 3.226732 3.126374 3.203551 16 1.678525 1.690074 1.64449 1.679672 0.3529784 1.20008 0.4089997 14327 1.0155199 up 1.6843 1.662081 0.008166 0.024877 0.0222185 1.013368
1617439_sVvi.8435 Transcr ibed locus, weakly similar to XP_474172.1 OSJNBb0022F16.13 [Oryza sativa (japonic 139.2537 132.5616 39.57626 18.37022 16 7.121572 7.050519 5.306563 4.199297 0.0521562 4.20554 0.08529624 10149 5.038922 up 7.086045 4.75293 0.050242 0.782956 2.3331153 1.490879
1617440_aVvi.11329 Transcr ibed locus, weakly similar to NP_568984.1 protease inhibitor/seed storage/lipid transf 76.0834 70.38091 780.0382 977.5834 16 6.24951 6.137112 9.607401 9.933076 0.0023113 20.7644 0.02616672 1462 11.933358 down 6.193311 9.770239 0.079477 0.230287 -3.5769283 0.633896
1617441_aVvi.6897 Transcr ibed locus, moderately similar to NP_190753.2 calcium-dependent protein kinase, put 439.4166 453.1267 638.2969 609.056 16 8.779446 8.823771 9.318084 9.250431 0.0069473 11.93494 0.03077344 3747 1.3973078 down 8.801608 9.284258 0.031342 0.047838 -0.48265 0.948014
1617442_at 6.393785 6.463618 6.032788 6.031421 16 2.67667 2.692342 2.592825 2.592498 0.0072037 11.71833 0.03103162 3853 1.0657319 up 2.684506 2.592661 0.011082 2.31E-04 0.0918446 1.035425
1617443_aVvi.14413 Transcr ibed locus 3.963813 3.991371 3.824884 3.849493 16 1.986889 1.996884 1.935416 1.944669 0.0168214 7.612641 0.04117028 6780 1.0365893 up 1.991887 1.940042 0.007068 0.006543 0.0518443 1.026723
1617444_sVvi.1059 Transcr ibed locus, moderately similar to NP_566875.1 lipoxygenase (LOX2) [Arabidopsis tha 267.2761 262.595 10.08886 10.33038 16 8.062187 8.036696 3.334691 3.368822 2.06E-05 220.5488 0.01288013 23 25.950407 up 8.049441 3.351756 0.018025 0.024134 4.697685 2.401559
1617445_sVvi.5198 Transcr ibed locus, weakly similar to NP_188415.2 tetratricoredoxin (TDX) [Arabidopsis thalia 191.2892 168.3624 193.2545 196.9468 16 7.579612 7.395426 7.594358 7.621662 0.3248816 1.294225 0.38088295 14160 1.0871052 down 7.487519 7.60801 0.130239 0.019307 -0.1204913 0.984163
1617446_aVvi.15777 Transcr ibed locus 4.819993 4.824354 6.208409 4.738146 16 2.269031 2.270336 2.634224 2.244323 0.4760675 0.869908 0.5283203 14959 1.1247388 down 2.269683 2.439273 9.23E-04 0.275702 -0.16959 0.930475
1617447_aVvi.3027 Transcr ibed locus, moderately similar to NP_195394.1 aminopeptidase P [Arabidopsis thalian 4.486414 4.514307 4.307813 4.319413 16 2.165563 2.174505 2.106956 2.110835 0.0062943 12.54492 0.0303503 3439 1.0432887 up 2.170034 2.108895 0.006323 0.002743 0.0611384 1.028991
1617448_aVvi.1249 Transcr ibed locus, weakly similar to NP_919059.1 putative  glyoxysomal malate dehydrogenas     1231.396 1197.076 708.4316 733.6667 16 10.26608 10.2253 9.468485 9.518981 0.0018575 23.17039 0.02525701 1219 1.6840756 up 10.24569 9.493732 0.028836 0.035706 0.751957 1.079206
1617449_aVvi.15575 Transcr ibed locus 6.643754 6.573163 6.293874 6.312625 16 2.731999 2.716588 2.653948 2.65824 0.0134781 8.526293 0.03738996 5982 1.0484072 up 2.724293 2.656094 0.010897 0.003035 0.0681992 1.025677
1617450_aVvi.7618 Transcr ibed locus, moderately similar to NP_180191.1 uricase / urate oxidase / nodulin 35, pu 423.0468 354.9713 434.5775 407.4291 16 8.724673 8.471559 8.76347 8.670405 0.4711596 0.8812 0.5235737 14939 1.085848 down 8.598116 8.716938 0.178979 0.065806 -0.118822 0.986369
1617451_aVvi.1938 Transcr ibed locus, moderately similar to NP_921904.1 putative ribosomal protein L11 [Oryza 954.3821 924.9774 1149.379 1031.162 16 9.898423 9.853274 10.16664 10.01006 0.120932 2.607928 0.16585818 12104 1.1586925 down 9.875849 10.08835 0.031925 0.110721 -0.2124975 0.978936
1617452_aVvi.15367 Transcr ibed locus 2.914946 2.930688 2.838502 2.850536 16 1.543469 1.551239 1.50513 1.511233 0.0155361 7.929074 0.03952951 6524 1.0275246 up 1.547354 1.508181 0.005494 0.004316 0.0391729 1.025974
1617453_at 455.3059 455.0065 363.1878 389.9389 16 8.830692 8.829743 8.504572 8.607104 0.0331855 5.351831 0.06139857 8972 1.209474 up 8.830217 8.555838 6.71E-04 0.072501 0.274379 1.032069
1617454_aVvi.360 Transcr ibed locus, moderately similar to NP_187681.2 GHMP kinase family protein [Arabidop 76.76946 77.83321 148.0803 144.2347 16 6.262461 6.282314 7.210236 7.172274 5.43E-04 42.89817 0.01989898 452 1.8906301 down 6.272388 7.191255 0.014038 0.026843 -0.9188671 0.872224
1617455_aVvi.8410 Transcr ibed locus, weakly similar to NP_188532.2 leucine-rich repeat family protein / extensin 355.0199 316.6687 160.943 187.9604 16 8.471756 8.30683 7.330406 7.554284 0.0208842 6.810905 0.04594132 7546 1.9277915 up 8.389294 7.442345 0.11662 0.158306 0.9469493 1.127238
1617456_aVvi.15100 Transcr ibed locus 3.634522 3.653205 3.539682 3.55015 16 1.861766 1.869163 1.82362 1.82788 0.011354 9.304709 0.03531146 5337 1.0279102 up 1.865464 1.82575 0.005231 0.003013 0.0397142 1.021752
1617457_aVvi.8784 Transcr ibed locus, moderately similar to NP_565250.1 expressed protein [Arabidopsis thalian 68.18854 69.00935 335.6098 310.983 16 6.091458 6.10872 8.390641 8.280692 6.19E-04 40.17358 0.02101682 488 4.709512 down 6.100089 8.335667 0.012206 0.077746 -2.235578 0.731806
1617458_at 4.775755 4.960574 4.647916 4.50742 16 2.255729 2.310507 2.216584 2.172302 0.1281206 2.517811 0.17390557 12230 1.0633932 up 2.283118 2.194443 0.038734 0.031312 0.0886753 1.040409
1617459_aVvi.3042 Transcr ibed locus, weakly similar to NP_568643.1 F-box family protein [Arabidopsis thaliana] 1245.754 1308.39 1177.559 1115.247 16 10.2828 10.35358 10.20158 10.12315 0.0982666 2.949956 0.13978422 11670 1.1140583 up 10.31819 10.16237 0.050044 0.055463 0.155825 1.015334
1617460_s_at 918.129 979.2676 988.5193 923.2023 16 9.842553 9.935559 9.949125 9.850503 0.8884694 0.158718 0.90454215 16306 1.007485 down 9.889056 9.899815 0.065765 0.069737 -0.010759 0.998913
1617461_aVvi.7498 GO:004687Putative metallothionein-like protein (grip24 gene) 367.7504 341.1377 269.49 263.1155 16 8.522583 8.41421 8.074088 8.039553 0.0185634 7.23699 0.04333992 7110 1.3301392 up 8.468397 8.05682 0.076631 0.02442 0.411577 1.051084
1617462_aVvi.4656 Transcr ibed locus 4.807334 4.870601 4.661666 4.671567 16 2.265237 2.2841 2.220846 2.223907 0.0318025 5.472852 0.05960553 8857 1.036911 up 2.274668 2.222376 0.013338 0.002164 0.0522922 1.02353
1617463_aVvi.6394 Transcr ibed locus, moderately similar to NP_188190.1 biotin carboxyl carrier protein of acetyl  475.8438 454.5198 395.1569 450.2567 16 8.894344 8.828199 8.626282 8.814604 0.2936705 1.41111 0.34922892 13959 1.1025386 up 8.861272 8.720443 0.046772 0.133164 0.140829 1.016149
1617464_aVvi.12775 Transcr ibed locus 52.45729 43.13298 11.5858 11.58519 16 5.713071 5.430719 3.534286 3.53421 0.004766 14.43339 0.02932456 2694 4.1057563 up 5.571896 3.534248 0.199653 5.36E-05 2.037648 1.576544
1617465_aVvi.1536 Transcr ibed locus, moderately similar to NP_194620.1 expressed protein [Arabidopsis thalian 824.2288 786.6033 915.5043 893.5247 16 9.686901 9.619493 9.838423 9.803364 0.0476806 4.414194 0.07962797 9940 1.123264 down 9.653196 9.820893 0.047665 0.02479 -0.167697 0.982924
1617466_aVvi.4005 Transcr ibed locus, moderately similar to NP_849615.1 L-allo-threonine aldolase-related [Ara 666.5818 692.994 205.5672 192.0996 16 9.380638 9.436699 7.683466 7.585711 0.0010072 31.48614 0.02259248 738 3.420198 up 9.408669 7.634589 0.039641 0.069124 1.7740798 1.232374
1617467_aVvi.2193 Transcr ibed locus, weakly similar to NP_198235.1 calcium-binding EF hand family protein [Ar 1052.64 1051.359 1010.866 1047.72 16 10.0398 10.03804 9.981377 10.03304 0.344664 1.226981 0.40082034 14275 1.0222242 up 10.03892 10.00721 0.001242 0.03653 0.0317115 1.003169
1617468_at 198.9965 144.1139 202.1303 185.8195 16 7.636599 7.171065 7.659142 7.537758 0.5034294 0.809055 0.5544603 15073 1.1444209 down 7.403832 7.59845 0.329182 0.085831 -0.1946177 0.974387
1617469_sVvi.5633 Transcr ibed locus, moderately similar to XP_468467.1 unknown protein [Oryza sativa (japonic 3927.81 3696.966 2654.242 2667.56 16 11.93951 11.85213 11.37408 11.38131 0.0070834 11.81848 0.03091369 3801 1.4320896 up 11.89582 11.3777 0.061789 0.005106 0.518122 1.045538
1617470_sVvi.6740 Transcr ibed locus, weakly similar to NP_173924.1 lysine and histidine specific transporter, pu 2283.755 2612.63 2820.102 2685.962 16 11.15719 11.35129 11.46153 11.39122 0.2373082 1.667706 0.29125383 13526 1.1267264 down 11.25424 11.42638 0.137246 0.049716 -0.172137 0.984935
1617471_at 347.5821 314.1789 527.2997 477.5404 16 8.44121 8.295443 9.04248 8.899479 0.0275226 5.902604 0.05406822 8450 1.5185069 down 8.368326 8.97098 0.103073 0.101117 -0.602654 0.932822
1617472_aVvi.5304 Transcr ibed locus, moderately similar to NP_567740.1 expressed protein [Arabidopsis thalian 502.3468 483.3401 461.5764 432.5544 16 8.97254 8.916895 8.850426 8.756738 0.1222828 2.59043 0.16744797 12123 1.1027732 up 8.944717 8.803581 0.039347 0.066247 0.141136 1.016032
1617473_sVvi.5909 Transcr ibed locus, weakly similar to NP_567475.2 expressed protein [Arabidopsis thaliana] 646.6813 734.3217 2117.954 2308.77 16 9.336911 9.520268 11.04846 11.17291 0.004311 15.18103 0.02909599 2458 3.2089286 down 9.42859 11.11068 0.129653 0.088002 -1.682092 0.848606
1617474_aVvi.12847 Transcr ibed locus, weakly similar to NP_564307.1 expressed protein [Arabidopsis thaliana] 235.1317 246.9255 321.2103 327.6898 16 7.877325 7.947932 8.327374 8.356187 0.0078019 11.25504 0.03143862 4119 1.3464423 down 7.912628 8.341781 0.049927 0.020373 -0.429153 0.948554
1617475_aVvi.12227 Transcr ibed locus, moderately similar to NP_908722.1 P0537A05.24 [Oryza sativa (japonica c 492.6584 538.1039 776.4109 748.821 16 8.944444 9.071741 9.600677 9.548477 0.0144285 8.234734 0.03839848 6237 1.4809105 down 9.008093 9.574577 0.090013 0.036911 -0.566484 0.940835
1617476_aVvi.935 Transcr ibed locus, moderately similar to NP_567059.1 tubulin-specific chaperone C-related [ 934.8211 912.0087 1111.014 934.7853 16 9.868547 9.832904 10.11766 9.868491 0.3754003 1.131088 0.43112865 14455 1.1037023 down 9.850725 9.993076 0.025203 0.17619 -0.142351 0.985755
1617477_aVvi.14771 Transcr ibed locus 3.935085 3.962085 3.832577 3.838168 16 1.976395 1.98626 1.938315 1.940418 0.0141412 8.319798 0.03813616 6155 1.0295122 up 1.981327 1.939366 0.006976 0.001487 0.041961 1.021636
1617478_at 5.0331 5.139537 4.806984 4.893615 16 2.331447 2.361638 2.265132 2.290901 0.0746125 3.452817 0.11243691 11016 1.0486451 up 2.346543 2.278016 0.021348 0.018221 0.0685265 1.030082
1617479_aVvi.15565 Transcr ibed locus 3.311982 3.322928 3.214567 3.229831 16 1.727695 1.732455 1.684624 1.691459 0.0096735 10.09346 0.03355114 4783 1.0295639 up 1.730075 1.688041 0.003366 0.004833 0.0420335 1.024901
1617480_aVvi.3981 Transcr ibed locus, weakly similar to NP_566676.1 zinc finger (GATA type) family protein [Ara 447.9879 483.9594 425.1946 382.7565 16 8.807316 8.918742 8.731979 8.580283 0.1589833 2.198442 0.20773181 12705 1.1542037 up 8.86303 8.656132 0.07879 0.107265 0.2068975 1.023902
1617481_aVvi.15710 Transcr ibed locus 3.410574 3.425106 3.309702 3.320028 16 1.770015 1.776149 1.726701 1.731195 0.0073405 11.60745 0.03111221 3916 1.0310638 up 1.773082 1.728948 0.004338 0.003178 0.0441336 1.025526
1617482_aVvi.6273 Transcr ibed locus, weakly similar to NP_172285.1 carbonic anhydrase family protein [Arabido 17.983 20.279 25.14277 31.14682 16 4.168562 4.341915 4.652072 4.961013 0.0895731 3.112477 0.12977502 11458 1.4654095 down 4.255239 4.806542 0.122579 0.218455 -0.5513039 0.885301
1617483_aVvi.8806 Transcr ibed locus 161.0432 217.6945 68.49241 60.11415 16 7.331304 7.766161 6.097872 5.909633 0.0227184 6.520963 0.04826906 7812 2.9180002 up 7.548732 6.003752 0.30749 0.133105 1.5449803 1.257336
1617484_s_at 4.620122 4.437508 4.504355 4.669142 16 2.207931 2.14975 2.17132 2.223157 0.6832814 0.472218 0.7201522 15751 1.0128345 down 2.17884 2.197239 0.04114 0.036654 -0.0183986 0.991626
1617485_aVvi.7689 Transcr ibed locus, weakly similar to NP_566566.1 protein phosphatase 2C family protein / PP 434.8706 445.1554 450.5836 448.4462 16 8.764442 8.798165 8.815651 8.808791 0.2142 1.796805 0.2668179 13327 1.0216621 down 8.781303 8.812222 0.023846 0.004851 -0.030919 0.996491
1617486_aVvi.6683 Transcr ibed locus, weakly similar to NP_194480.2 expressed protein [Arabidopsis thaliana] 2449.595 2347.361 2647.5 2384.342 16 11.25833 11.19682 11.37042 11.21938 0.4958395 0.825593 0.547372 15038 1.0477684 down 11.22758 11.2949 0.043489 0.106801 -0.06732 0.99404
1617487_aVvi.15244 Transcr ibed locus 4.354226 4.325483 4.203559 4.22059 16 2.122417 2.112861 2.071611 2.077445 0.0164433 7.7019 0.04070245 6706 1.0303333 up 2.117639 2.074528 0.006756 0.004125 0.043111 1.020781
1617488_aVvi.9563 Transcr ibed locus, weakly similar to NP_565017.1 tubulin folding cofactor E / Pfifferling (PFI) 296.15 305.3761 310.819 365.1287 16 8.210184 8.254443 8.279931 8.512261 0.3003099 1.385004 0.35576883 14013 1.1202208 down 8.232313 8.396096 0.031296 0.164282 -0.163783 0.980493
1617489_aVvi.15954 Transcr ibed locus 5.060955 5.02785 4.832827 4.851341 16 2.33941 2.329942 2.272867 2.278384 0.0084991 10.77782 0.03209319 4394 1.0417796 up 2.334676 2.275626 0.006695 0.0039 0.0590501 1.025949
1617490_aVvi.15370 Transcr ibed locus 4.60601 4.631723 4.440943 4.416452 16 2.203517 2.211549 2.150866 2.142888 0.0085962 10.716 0.03220978 4426 1.0429401 up 2.207533 2.146877 0.005679 0.005642 0.0606563 1.028253
1617491_at 4.645868 4.592204 4.371496 4.386257 16 2.215948 2.199187 2.128127 2.13299 0.0125983 8.824909 0.03657357 5717 1.0548286 up 2.207568 2.130559 0.011852 0.003439 0.0770088 1.036145
1617492_aVvi.3953 Transcr ibed locus 4.223216 4.242086 4.104027 4.079499 16 2.078342 2.084774 2.03704 2.028392 0.011955 9.063656 0.03583663 5537 1.0344341 up 2.081558 2.032716 0.004548 0.006115 0.0488418 1.024028
1617493_aVvi.11365 Transcr ibed locus, moderately similar to XP_482974.1 putative ZF-HD homeobox protein [Ory    139.1356 129.4761 336.0614 321.4206 16 7.120348 7.016542 8.392581 8.328319 0.0022249 21.16525 0.02589414 1424 2.448682 down 7.068444 8.36045 0.073402 0.04544 -1.2920057 0.845462
1617494_aVvi.15379 Transcr ibed locus 8.066996 7.759256 7.243635 6.160023 16 3.012032 2.955919 2.856714 2.622936 0.1793431 2.031048 0.2295824 12968 1.1843948 up 2.983975 2.739825 0.039678 0.165306 0.2441502 1.089112
1617495_aVvi.5713 Transcr ibed locus, weakly similar to NP_198698.1 amino acid transporter family protein [Arab 105.4934 99.56071 217.5518 214.5534 16 6.721009 6.637505 7.765215 7.745194 0.0015886 25.05952 0.02483053 1060 2.108106 down 6.679257 7.755204 0.059047 0.014157 -1.075947 0.861261
1617496_sVvi.7015 Transcr ibed locus, moderately similar to NP_565864.1 expressed protein [Arabidopsis thalian 637.6812 625.5186 619.4595 620.898 16 9.316691 9.288909 9.274866 9.278213 0.2013379 1.876898 0.2530939 13206 1.0183697 up 9.3028 9.276539 0.019645 0.002366 0.026261 1.002831
1617497_at 807.2682 824.4555 771.8672 811.0991 16 9.656904 9.687298 9.592209 9.663734 0.3738619 1.135667 0.42945096 14452 1.0310608 up 9.672101 9.627972 0.021492 0.050576 0.044129 1.004583
1617498_sVvi.12880 Transcr ibed locus 310.913 312.6752 301.2683 314.1158 16 8.280367 8.288521 8.234905 8.295153 0.5884103 0.638683 0.6324237 15445 1.0135484 up 8.284444 8.265029 0.005766 0.042601 0.019415 1.002349
1617499_aVvi.15002 Transcr ibed locus 4.175472 4.203188 4.044313 4.045 16 2.061939 2.071484 2.015895 2.01614 0.0087513 10.61938 0.03240157 4483 1.0357634 up 2.066711 2.016017 0.006749 1.73E-04 0.0506944 1.025146
1617500_aVvi.3782 Transcr ibed locus, weakly similar to NP_172731.1 F-box family protein / SKP1 interacting par 5.639145 5.857363 5.478707 5.490161 16 2.495477 2.550251 2.453836 2.456849 0.1329002 2.461713 0.17914982 12315 1.0479151 up 2.522864 2.455342 0.038732 0.002131 0.0675219 1.0275
1617501_aVvi.8929 Transcr ibed locus, weakly similar to XP_469855.1 putative protein of gibberellin-stimulated tra 6.90514 6.967491 6.507304 6.511464 16 2.787671 2.800639 2.70206 2.702982 0.004995 14.09615 0.02943507 2811 1.0655764 up 2.794155 2.702521 0.00917 6.52E-04 0.0916342 1.033907
1617502_sVvi.8091 Transcr ibed locus, moderately similar to XP_453843.1 unnamed protein product [Kluyveromyc 6.650941 9.365724 11.28473 8.943244 16 2.733558 3.22739 3.4963 3.160798 0.3638387 1.166043 0.4197089 14391 1.272861 down 2.980475 3.328549 0.349192 0.237236 -0.3480749 0.895427
1617503_aVvi.1196 Transcr ibed locus, weakly similar to NP_683304.1 expressed protein [Arabidopsis thaliana] 5708.421 5795.457 4116.262 4857.52 16 12.47888 12.50071 12.00712 12.246 0.0939256 3.028427 0.13477546 11569 1.2863023 up 12.48979 12.12656 0.015435 0.168917 0.36323 1.029953
1617504_s_at 4801.807 4672.508 4525.98 4386.844 16 12.22936 12.18998 12.14401 12.09897 0.0984053 2.947529 0.13992164 11675 1.0630287 up 12.20967 12.12149 0.027846 0.031854 0.0881805 1.007275
1617505_aVvi.11937 Transcr ibed locus 144.2983 117.1915 155.9554 158.2051 16 7.172911 6.872724 7.28499 7.305653 0.2117969 1.811277 0.26434013 13301 1.2079023 down 7.022818 7.295322 0.212264 0.014611 -0.2725039 0.962647
1617506_at 3.016422 3.028972 2.92951 2.945334 13 1.592838 1.598828 1.550659 1.558431 0.0138279 8.415514 0.03769345 6089 1.029032 up 1.595833 1.554545 0.004236 0.005496 0.0412879 1.026559
1617507_s_at 12.44726 33.01692 71.47723 58.40361 13 3.637756 5.045134 6.159412 5.867985 0.1454349 2.327045 0.19274446 12526 3.1871207 down 4.341445 6.013699 0.995166 0.20607 -1.6722536 0.721926
1617508_aVvi.10869 Transcr ibed locus, moderately similar to NP_191713.1 peptidase family protein [Arabidopsis t 502.676 469.1906 631.6228 583.226 16 8.973485 8.87403 9.302919 9.187911 0.0515771 4.231038 0.08453839 10126 1.2497653 down 8.923758 9.245415 0.070325 0.081323 -0.321657 0.965209
1617509_aVvi.5806 Transcr ibed locus 6.921749 8.245145 7.612839 6.689409 16 2.791137 3.043545 2.928435 2.741879 0.6527423 0.523686 0.6923163 15652 1.0586195 up 2.917341 2.835157 0.17848 0.131915 0.0821841 1.028987
1617510_sVvi.15218 Transcr ibed locus 15290.14 15243.9 13079.69 13229.12 16 13.90031 13.89595 13.67504 13.69143 0.0015537 25.34054 0.02480849 1037 1.1606189 up 13.89813 13.68324 0.00309 0.011588 0.214894 1.015705
1617511_aVvi.15415 Transcr ibed locus 7.305034 7.398109 7.028942 7.010703 16 2.868891 2.887156 2.813308 2.809559 0.0190432 7.142619 0.0438843 7200 1.0472387 up 2.878024 2.811433 0.012915 0.002651 0.0665903 1.023686
1617512_aVvi.520 Transcr ibed locus 209.7044 193.6555 254.3274 254.235 16 7.712213 7.597349 7.990543 7.990019 0.0280762 5.841612 0.05481204 8503 1.2618148 down 7.654781 7.990281 0.081221 3.71E-04 -0.3355 0.958011
1617513_at 717.1323 815.7778 1807.913 1979.358 12 9.486095 9.672032 10.82011 10.95082 0.0074821 11.49585 0.03124492 3973 2.4732366 down 9.579063 10.88546 0.131477 0.092424 -1.306401 0.879987
1617514_at 5.261016 5.311863 5.021883 5.103995 16 2.395341 2.409218 2.328228 2.351627 0.0444403 4.584043 0.07569236 9746 1.0441668 up 2.40228 2.339928 0.009812 0.016545 0.0623522 1.026647
1617515_aVvi.7193 Transcr ibed locus, moderately similar to NP_194958.2 peroxidase family protein [Arabidopsis 8.867698 8.949903 8.58748 8.246665 16 3.14856 3.161872 3.102235 3.043811 0.1111534 2.743356 0.15488464 11913 1.0586259 up 3.155216 3.073023 0.009413 0.041312 0.0821929 1.026747
1617516_aVvi.5825 Transcr ibed locus, weakly similar to NP_200260.1 calcium-binding EF-hand protein, putative 5.343383 5.531577 5.073147 5.024475 16 2.417754 2.467691 2.342881 2.328973 0.0541612 4.120354 0.08772531 10249 1.0768334 up 2.442722 2.335927 0.035311 0.009835 0.106795 1.045718
1617517_aVvi.1308 Transcr ibed locus, weakly similar to NP_567737.1 expressed protein [Arabidopsis thaliana] 100.6211 86.58614 48.53083 51.50104 16 6.65279 6.436064 5.60083 5.68653 0.0163271 7.72993 0.04056618 6681 1.8670329 up 6.544427 5.64368 0.153248 0.060599 0.9007474 1.159603
1617518_aVvi.15025 Transcr ibed locus 103.3137 124.827 47.8292 46.98776 16 6.690888 6.963786 5.57982 5.554213 0.011619 9.19615 0.03549833 5433 2.395489 up 6.827337 5.567017 0.192969 0.018107 1.2603204 1.226391
1617519_aVvi.2877 Transcr ibed locus 5.66253 5.662167 5.485158 5.479957 16 2.501447 2.501354 2.455533 2.454165 2.17E-04 67.87716 0.01744732 203 1.0327934 up 2.501401 2.454849 6.54E-05 9.68E-04 0.0465517 1.018963
1617520_aVvi.12473 Transcr ibed locus 44.25892 42.64025 30.44694 32.86629 16 5.467897 5.414144 4.928226 5.038537 0.0175039 7.458849 0.04204287 6911 1.3732923 up 5.44102 4.983381 0.038009 0.078002 0.4576387 1.091833
1617521_aVvi.10154 Transcr ibed locus, weakly similar to XP_466885.1 unknown protein [Oryza sativa (japonica cu 324.7394 338.691 370.2511 344.5842 16 8.343139 8.403826 8.53236 8.428713 0.2165854 1.782649 0.2692035 13356 1.0770272 down 8.373482 8.480536 0.042912 0.07329 -0.107054 0.987377
1617522_aVvi.4812 Transcr ibed locus, moderately similar to NP_564566.1 thioredoxin x [Arabidopsis thaliana] 377.7562 418.0305 146.6714 163.9581 16 8.561312 8.707464 7.196444 7.357183 0.0063414 12.49779 0.03037211 3461 2.5625398 up 8.634388 7.276814 0.103345 0.11366 1.3575745 1.186562
1617523_aVvi.9475 Transcr ibed locus, weakly similar to NP_191416.1 DEAD box RNA helicase, putative [Arabido  13.57756 17.07025 62.81469 57.72038 16 3.763152 4.093412 5.973031 5.851009 0.0077833 11.26865 0.03142282 4111 3.9551644 down 3.928282 5.91202 0.233529 0.086282 -1.9837377 0.664457
1617524_aVvi.928 Transcr ibed locus, moderately similar to NP_564847.1 expressed protein [Arabidopsis thalian 1750.023 1736.114 2528.199 2419.413 16 10.77316 10.76165 11.30389 11.24044 0.0040558 15.65443 0.02864669 2342 1.4188918 down 10.7674 11.27217 0.00814 0.044868 -0.504764 0.95522
1617525_aVvi.9145 Transcr ibed locus, moderately similar to NP_194214.2 arginosucci nate synthase family [Arab 462.9959 494.3469 1054.19 1016.164 16 8.854856 8.94938 10.04192 9.988917 0.0023604 20.54633 0.02616672 1496 2.1634 down 8.902118 10.01542 0.066839 0.037478 -1.1133 0.888841
1617526_s_at 4.887276 4.905213 4.46001 5.043603 16 2.28903 2.294316 2.157047 2.334455 0.6563722 0.517474 0.69518924 15674 1.0323429 up 2.291673 2.245751 0.003737 0.125446 0.0459222 1.020448
1617527_aVvi.13343 Transcr ibed locus, weakly similar to NP_849578.2 glycosyl hydrolase family 1 protein [Arabido 176.4692 146.4673 209.1781 164.9034 16 7.463273 7.194435 7.708588 7.365477 0.4402861 0.955193 0.49456227 14779 1.1552287 down 7.328854 7.537032 0.190097 0.242616 -0.2081784 0.972379
1617528_at 91.45686 106.1795 257.4803 97.61343 10 6.515019 6.730361 8.008318 6.609008 0.4347533 0.969037 0.48944017 14746 1.6087863 down 6.62269 7.308663 0.152269 0.989462 -0.685973 0.906142
1617529_aVvi.3855 Transcr ibed locus, moderately similar to NP_916932.1 B1144G04.32 [Oryza sativa (japonica 662.3367 596.0359 40.22051 62.22422 16 9.371421 9.219255 5.329859 5.959405 0.007777 11.27329 0.03141436 4109 12.559488 up 9.295338 5.644632 0.107597 0.445156 3.650706 1.646757
1617530_sVvi.7817 Transcr ibed locus, moderately similar to XP_506504.1 PREDICTED P0524G08.101 gene pro 2355.467 2534.252 2444.705 2396.647 16 11.2018 11.30734 11.25545 11.2268 0.8286752 0.245926 0.8516569 16153 1.0093648 up 11.25457 11.24112 0.074633 0.020253 0.013448 1.001196
1617531_aVvi.11523 Transcr ibed locus 16.44984 15.25409 81.96259 81.40691 16 4.040002 3.931124 6.356894 6.34708 5.33E-04 43.29371 0.0198392 444 5.1566143 down 3.985563 6.351987 0.076988 0.006939 -2.3664242 0.627451
1617532_aVvi.11667 Transcr ibed locus, moderately similar to NP_922688.1 putative transcr iption regulatory protei 333.4661 305.7224 365.8115 329.731 16 8.381396 8.256079 8.514956 8.365146 0.340052 1.242238 0.396401 14241 1.0877252 down 8.318737 8.440051 0.088613 0.105932 -0.121314 0.985626
1617533_aVvi.2984 Transcr ibed locus, weakly similar to NP_181645.1 expressed protein [Arabidopsis thaliana] 7.0966 6.526958 6.302968 6.156278 16 2.827128 2.706411 2.656031 2.622058 0.1785649 2.036964 0.22874495 12959 1.0925692 up 2.766769 2.639045 0.08536 0.024023 0.1277246 1.048398
1617534_aVvi.11257 Transcr ibed locus 5.573386 5.623559 5.331705 5.376543 16 2.478554 2.491483 2.414597 2.426679 0.0183685 7.276384 0.04313951 7068 1.0456359 up 2.485019 2.420638 0.009142 0.008543 0.0643807 1.026597
1617535_s_at 3.069156 3.074712 2.973139 2.984157 16 1.617842 1.620451 1.571987 1.577323 0.0044262 14.98089 0.02922683 2509 1.0313197 up 1.619147 1.574655 0.001845 0.003773 0.0444916 1.028255
1617536_aVvi.5956 Transcr ibed locus, weakly similar to XP_478628.1 unknown protein [Oryza sativa (japonica cu 355.9003 392.5567 487.0069 404.3148 16 8.475329 8.616757 8.927798 8.659335 0.2443752 1.631461 0.29844907 13593 1.1871673 down 8.546043 8.793567 0.100005 0.189832 -0.247524 0.971852
1617537_aVvi.6358 Transcr ibed locus, moderately similar to NP_172461.1 pentatricopeptide (PPR) repeat-conta 441.9922 442.3467 544.4841 513.6957 16 8.787877 8.789034 9.088746 9.00477 0.0254249 6.151253 0.05172851 8159 1.1960707 down 8.788456 9.046759 8.18E-04 0.05938 -0.258303 0.971448
1617538_aVvi.745 Transcr ibed locus, moderately similar to NP_197221.1 expressed protein [Arabidopsis thalian 2686.803 2690.687 4259.938 4173.589 16 11.39168 11.39376 12.05662 12.02707 5.20E-04 43.83442 0.01967435 437 1.56822 down 11.39272 12.04185 0.001473 0.020891 -0.649128 0.946094
1617539_aVvi.2404 Transcr ibed locus 6.463594 6.306254 5.985344 6.03702 16 2.692337 2.656783 2.581434 2.593837 0.0438496 4.616972 0.07494246 9713 1.0621039 up 2.67456 2.587635 0.02514 0.00877 0.0869247 1.033592
1617540_aVvi.9603 Transcr ibed locus 4.954383 4.990623 4.773052 4.794425 16 2.308705 2.31922 2.254912 2.261358 0.0119816 9.053428 0.03585323 5547 1.0394552 up 2.313963 2.258135 0.007435 0.004558 0.0558277 1.024723
1617541_sVvi.3887 Transcr ibed locus, moderately similar to NP_200070.1 beta-carotene hydroxylase, putative [Ar 283.0565 246.7999 7.228751 10.66779 16 8.144946 7.947198 2.853746 3.415189 0.0036518 16.50268 0.02819871 2149 30.09818 up 8.046072 3.134468 0.139829 0.397 4.9116044 2.566966
1617542_aVvi.15620 Transcr ibed locus 3.458889 3.472221 3.353936 3.3647 16 1.790309 1.795859 1.745855 1.750478 0.0064033 12.43672 0.03040815 3495 1.031624 up 1.793084 1.748167 0.003925 0.003269 0.0449171 1.025694
1617543_aVvi.2161 Transcr ibed locus, weakly similar to NP_566802.1 expressed protein [Arabidopsis thaliana] 285.3328 288.4067 280.3864 289.8503 16 8.156502 8.171961 8.131272 8.179164 0.754468 0.3582 0.7855552 15944 1.0062671 up 8.164231 8.155218 0.010931 0.033864 0.009013 1.001105
1617544_aVvi.5402 Transcr ibed locus, moderately similar to NP_565111.1 nodulin MtN21 family protein [Arabido 5.669169 5.677316 5.534646 5.622296 16 2.503137 2.505209 2.468491 2.491159 0.1658039 2.139256 0.2150697 12798 1.0170199 up 2.504173 2.479825 0.001465 0.016029 0.0243477 1.009818
1617545_at 3.259346 3.275519 3.16422 3.184777 16 1.704583 1.711724 1.66185 1.671192 0.0193683 7.080653 0.04433984 7251 1.0292774 up 1.708153 1.666521 0.00505 0.006606 0.0416319 1.024981
1617546_aVvi.14567 Transcr ibed locus 68.28478 67.09544 67.07739 65.29034 16 6.093492 6.068143 6.067755 6.028798 0.2964032 1.400277 0.35201678 13978 1.0228122 up 6.080817 6.048276 0.017925 0.027547 0.032541 1.00538
1617547_at 4.851419 4.839016 4.585315 4.646505 16 2.278407 2.274714 2.197021 2.216146 0.0188255 7.185007 0.04366306 7157 1.0496997 up 2.27656 2.206584 0.002611 0.013524 0.0699765 1.031713
1617548_aVvi.10848 Transcr ibed locus, weakly similar to NP_176181.1 DNAJ heat shock protein, putative [Arabido  233.1838 236.1858 277.7732 311.6939 16 7.865324 7.883778 8.117764 8.283986 0.0598334 3.902371 0.09462313 10497 1.2538141 down 7.874551 8.200874 0.013049 0.117537 -0.326323 0.960209
1617549_at 14.86974 15.20513 14.34628 14.21689 13 3.894308 3.926486 3.842605 3.829534 0.0504896 4.280072 0.08312457 10083 1.0528705 up 3.910397 3.836069 0.022754 0.009242 0.074328 1.019376
1617550_s_at 8345.678 8128.537 8627.952 10552.4 8 13.02681 12.98878 13.0748 13.36528 0.2843619 1.448972 0.33997327 13885 1.1584903 down 13.0078 13.22004 0.026893 0.205401 -0.212246 0.983945
1617551_aVvi.5640 Transcr ibed locus, moderately similar to XP_482618.1 glyceraldehyde-3-phosphate dehydrog 434.8634 423.8832 505.3851 486.492 16 8.764419 8.727523 8.981239 8.926272 0.0244506 6.277339 0.05055096 8028 1.1549141 down 8.745971 8.953756 0.026089 0.038867 -0.207785 0.976794
1617552_at 695.9899 632.9586 311.9109 310.1034 16 9.442923 9.305967 8.28499 8.276606 0.0039121 15.94102 0.02847866 2278 2.1341283 up 9.374445 8.280798 0.096842 0.005929 1.093647 1.13207
1617553_aVvi.333 Transcr ibed locus 266.8286 248.7051 420.2989 404.4388 16 8.05977 7.958292 8.715272 8.659778 0.0071865 11.73252 0.03103162 3842 1.6004677 down 8.009031 8.687525 0.071756 0.03924 -0.678494 0.9219
1617554_aVvi.765 Transcr ibed locus, moderately similar to NP_171963.1 potassi um channel protein, putative [A 4.54207 4.566926 4.39075 4.417724 16 2.18335 2.191223 2.134468 2.143303 0.0146196 8.179563 0.03865814 6276 1.0341182 up 2.187287 2.138886 0.005567 0.006248 0.0484011 1.022629
1617555_aVvi.4393 Transcr ibed locus 5.066165 5.148296 4.869998 4.884612 16 2.340894 2.364095 2.283921 2.288244 0.0301507 5.627996 0.05758227 8692 1.0471089 up 2.352494 2.286083 0.016406 0.003057 0.0664115 1.02905
1617556_sVvi.8067 GO:004573Putative proline-rich cell wall protein (grip3 gene) 22839.47 23729.22 32923.55 27372.61 16 14.47924 14.53438 15.00683 14.74044 0.1143759 2.696929 0.15847681 11981 1.2895154 down 14.50681 14.87364 0.038988 0.188365 -0.366829 0.975337
1617557_aVvi.6571 Transcr ibed locus, moderately similar to XP_478924.1 hypothetical protein [Oryza sativa (japo 1611.311 1724.563 1767.941 1715.683 16 10.65402 10.75202 10.78785 10.74457 0.3594207 1.179744 0.4153339 14366 1.0447757 down 10.70302 10.76621 0.069293 0.030609 -0.063194 0.99413
1617558_aVvi.15219 Transcr ibed locus 5.064074 5.097842 4.880925 4.801398 16 2.340298 2.349887 2.287154 2.263454 0.031952 5.459401 0.05980778 8868 1.0495625 up 2.345092 2.275304 0.00678 0.016758 0.069788 1.030672
1617559_aVvi.2462 Transcr ibed locus, strongly similar to XP_464252.1 putative TIP120 protein [Oryza sativa (jap 1065.119 1040.723 1325.47 1316.096 16 10.0568 10.02337 10.37229 10.36205 0.0028442 18.71086 0.0270467 1741 1.2544749 down 10.04009 10.36717 0.023638 0.00724 -0.327083 0.96845
1617560_s_at 15.96825 16.26325 12.81714 11.98361 16 3.997134 4.023543 3.680003 3.582991 0.0171566 7.535983 0.04158758 6848 1.3002974 up 4.010339 3.631497 0.018674 0.068598 0.3788419 1.104321
1617561_aVvi.16026 Transcr ibed locus 32.55524 36.16489 9.786273 9.721661 16 5.024818 5.176518 3.290759 3.281203 0.0017494 23.87734 0.02497189 1159 3.517833 up 5.100668 3.285981 0.107268 0.006758 1.814687 1.552251
1617562_aVvi.8097 Submergence induced protein 2-like (SIP) 5372.115 5391.123 4291.538 4070.506 16 12.39127 12.39637 12.06728 11.99099 0.0108101 9.539872 0.03488153 5143 1.287603 up 12.39382 12.02914 0.003604 0.053942 0.364688 1.030317
1617563_sVvi.11591 Transcr ibed locus 5.541316 5.56106 5.272956 5.378448 16 2.470229 2.47536 2.398612 2.42719 0.0540339 4.125624 0.08757803 10242 1.0423887 up 2.472794 2.412901 0.003628 0.020208 0.0598933 1.024822
1617564_aVvi.4397 Transcr ibed locus, moderately similar to NP_176347.1 chlorophyll A-B binding protein / LHC 7.150481 7.03238 6.696551 6.673347 16 2.83804 2.814013 2.743418 2.738411 0.0201624 6.935588 0.04519432 7405 1.0607704 up 2.826027 2.740914 0.01699 0.003541 0.0851124 1.031053
1617565_aVvi.15334 Transcr ibed locus 4.873147 4.886153 4.661099 4.655742 16 2.284854 2.288699 2.22067 2.219011 9.77E-04 31.96703 0.02255868 714 1.0474895 up 2.286776 2.219841 0.002719 0.001173 0.0669358 1.030153
1617566_aVvi.5552 Transcr ibed locus, weakly similar to XP_468575.1 Putative DNA cytosine methyltransferase Z 309.2052 295.7108 430.9182 495.0745 16 8.272421 8.208043 8.75127 8.951502 0.0283558 5.811484 0.05518263 8530 1.5274801 down 8.240232 8.851386 0.045522 0.141585 -0.611154 0.930954
1617567_aVvi.6935 Transcr ibed locus 4.782756 4.81775 4.646514 4.582667 16 2.257842 2.268359 2.216149 2.196188 0.037092 5.046727 0.06633725 9281 1.0402517 up 2.263101 2.206168 0.007437 0.014115 0.0569327 1.025806
1617568_aVvi.11735 Transcr ibed locus, weakly similar to NP_196707.1 senescence-associated protein-related [Ar  276.4947 226.1692 684.908 726.4798 16 8.111108 7.821259 9.419766 9.504779 0.0100376 9.905937 0.033945 4908 2.8207707 down 7.966183 9.462273 0.204954 0.060113 -1.49609 0.841889
1617569_sVvi.13115 Transcr ibed locus, moderately similar to NP_198122.1 40S ribosomal protein S21 (RPS21C) 13520.16 13399.44 14643.19 14195.81 16 13.72282 13.70989 13.83794 13.79318 0.0509733 4.258073 0.08372999 10106 1.0711831 down 13.71635 13.81556 0.00915 0.031653 -0.099205 0.992819
1617570_aVvi.6328 Transcr ibed locus, moderately similar to NP_180251.1 choline/ethanolamine kinase family pro 67.68758 71.115 84.95438 105.9168 16 6.08082 6.152082 6.408617 6.726789 0.109498 2.76795 0.15295629 11884 1.3672258 down 6.116451 6.567702 0.05039 0.224982 -0.4512513 0.931292
1617571_aVvi.8700 Transcr ibed locus, weakly similar to NP_181904.1 molybdopterin biosynthesis MoaE family pr 40.30052 31.67204 27.85352 19.83341 16 5.332727 4.985138 4.799788 4.309861 0.18197 2.011332 0.23253283 12991 1.5200385 up 5.158932 4.554824 0.245782 0.34643 0.6041076 1.13263
1617572_aVvi.14502 Transcr ibed locus 18.44531 23.43038 22.77361 22.7022 16 4.205182 4.550308 4.509291 4.50476 0.5319108 0.749114 0.58085793 15202 1.0937481 down 4.377745 4.507026 0.244041 0.003204 -0.1292807 0.971316
1617573_aVvi.7571 Transcr ibed locus, moderately similar to NP_567797.1 expressed protein [Arabidopsis thalian 66.94227 64.28039 1078.466 994.0958 16 6.064846 6.006307 10.07476 9.957241 2.72E-04 60.6332 0.01827131 244 15.784387 down 6.035576 10.016 0.041393 0.083101 -3.9804267 0.602593
1617574_aVvi.10370 Transcr ibed locus 29.67557 39.7719 14.35049 11.9503 16 4.891204 5.313678 3.843028 3.578975 0.0305871 5.585811 0.05807491 8743 2.6234026 up 5.102441 3.711002 0.298734 0.186714 1.3914394 1.37495
1617575_sVvi.7272 Transcr ibed locus, weakly similar to NP_198811.1 thioredoxin H-type 2 (TRX-H-2) (Gif2) [Ar 4.208469 4.223664 4.077804 4.052837 16 2.073296 2.078495 2.027793 2.018932 0.0094258 10.22714 0.03329499 4698 1.0370843 up 2.075895 2.023362 0.003677 0.006265 0.0525331 1.025963
1617576_aVvi.11690 Transcr ibed locus, weakly similar to NP_180242.1 epoxide hydrolase, soluble (sEH) [Arabido 258.076 276.1372 278.5059 246.9236 16 8.011652 8.109242 8.121564 7.947921 0.8204663 0.258092 0.8444227 16130 1.0179766 up 8.060447 8.034742 0.069006 0.122784 0.025705 1.003199
1617577_aVvi.595 Transcr ibed locus, moderately similar to NP_198035.2 threonyl-tRNA synthetase / threonine- 1046.575 1164.191 1568.961 1372.041 16 10.03146 10.18511 10.61559 10.42211 0.0798452 3.323407 0.11847254 11188 1.3292058 down 10.10829 10.51885 0.108649 0.136815 -0.410564 0.960969
1617578_aVvi.2278 Transcr ibed locus, weakly similar to NP_564635.1 mitogen-activated protein kinase kinase  kin     2012.9 2065.51 1808.301 1710.981 16 10.97506 11.01228 10.82042 10.74061 0.0401213 4.840934 0.07018904 9489 1.1592226 up 10.99367 10.78051 0.026321 0.056435 0.213157 1.019772
1617579_aVvi.14482 Transcr ibed locus 7.773116 7.837146 8.225221 8.63868 16 2.958493 2.970328 3.040054 3.110811 0.0904466 3.095147 0.13065292 11492 1.079993 down 2.964411 3.075433 0.008369 0.050032 -0.111022 0.9639
1617580_aVvi.2394 Transcr ibed locus, moderately similar to NP_197800.1 RNA polymerase sigma subunit SigE 5314.18 4919.32 73.39978 87.5729 16 12.37563 12.26424 6.197704 6.452413 5.37E-04 43.12878 0.0198392 447 63.773216 up 12.31994 6.325058 0.078762 0.180106 5.994879 1.947798
1617581_aVvi.12304 Transcr ibed locus, moderately similar to NP_200791.2 expressed protein [Arabidopsis thalian 381.9334 357.079 343.8004 344.8351 16 8.577177 8.4801 8.425427 8.429763 0.1730853 2.079632 0.22291222 12890 1.0725491 up 8.528639 8.427595 0.068644 0.003066 0.101044 1.01199
1617582_at 4.970428 4.976036 4.834428 4.87741 16 2.31337 2.314997 2.273345 2.286115 0.0331763 5.352612 0.06139701 8970 1.0241685 up 2.314184 2.27973 0.00115 0.00903 0.0344532 1.015113
1617583_aVvi.6710 Transcr ibed locus, weakly similar to NP_909937.1 histone-like protein [Oryza sativa (japonica 1240.946 1203.913 1594.487 1831.812 16 10.27723 10.23352 10.63888 10.83906 0.0420669 4.720421 0.07260582 9618 1.3982253 down 10.25537 10.73897 0.030907 0.141548 -0.483597 0.954968
1617584_sVvi.9213 Transcr ibed locus, weakly similar to NP_176221.1 glycosyl transferase family 20 protein / treh 544.5474 563.9067 359.2634 326.7605 16 9.088914 9.139313 8.488898 8.35209 0.0108659 9.514905 0.03490222 5165 1.6173353 up 9.114113 8.420494 0.035637 0.096738 0.693619 1.082373
1617585_aVvi.13749 Transcr ibed locus, moderately similar to NP_917745.1 putative uroporphyrinogen decarboxyla 5.81844 5.900497 5.580749 5.588656 16 2.540633 2.560836 2.480459 2.482501 0.0208255 6.820805 0.04587906 7535 1.0491743 up 2.550735 2.48148 0.014286 0.001444 0.0692544 1.027909
1617586_at 9.045601 9.503435 8.436008 8.459712 16 3.177217 3.248449 3.076561 3.080609 0.0639171 3.763214 0.09961056 10652 1.0975208 up 3.212833 3.078585 0.050369 0.002862 0.1342483 1.043607
1617587_aVvi.10956 Transcr ibed locus 4.07456 4.736288 3.456282 3.448795 16 2.026644 2.243757 1.789221 1.786092 0.0852859 3.201177 0.12462962 11360 1.2723926 up 2.135201 1.787657 0.153522 0.002212 0.347544 1.194413
1617588_aVvi.8442 Transcr ibed locus, moderately similar to NP_565383.1 expressed protein [Arabidopsis thalian 696.9273 755.4226 524.2631 413.9957 16 9.444864 9.56114 9.034147 8.693472 0.0709538 3.551347 0.10809095 10897 1.5574573 up 9.503002 8.86381 0.082219 0.240894 0.639192 1.072113
1617589_aVvi.9795 Transcr ibed locus, weakly similar to NP_564193.1 kelch repeat-containing F-box family protei 239.5949 308.7986 248.1749 182.4713 16 7.904453 8.270522 7.955214 7.511526 0.3433608 1.231268 0.39944473 14270 1.2782042 up 8.087488 7.73337 0.25885 0.313734 0.354118 1.045791
1617590_sVvi.3413 Transcr ibed locus, moderately similar to NP_199783.1 endo-1,4-beta-glucanase KORRIGAN 1529.46 1409.799 1229.829 1447.404 16 10.57881 10.46127 10.26424 10.49925 0.4029271 1.052608 0.45839757 14592 1.1006023 up 10.52004 10.38175 0.083109 0.166177 0.1382935 1.013321
1617591_aVvi.15766 Transcr ibed locus 3.286143 3.302017 3.193896 3.208758 16 1.716395 1.723348 1.675317 1.682015 0.0134463 8.536586 0.03735154 5975 1.0289731 up 1.719871 1.678666 0.004916 0.004736 0.0412053 1.024546
1617592_aVvi.14352 Transcr ibed locus 3.225843 3.242118 3.164606 3.178581 16 1.689676 1.696937 1.662026 1.668383 0.0282357 5.824373 0.05501984 8519 1.0196698 up 1.693306 1.665204 0.005134 0.004495 0.028102 1.016876
1617593_aVvi.7131 Transcr ibed locus, strongly similar to XP_464194.1 polyubiquitin 6 [Oryza sativa (japonica cu 16268.33 16565.3 18789.01 18339.18 16 13.98978 14.01588 14.1976 14.16264 0.014802 8.127857 0.03877961 6335 1.1307615 down 14.00283 14.18012 0.018454 0.02472 -0.177294 0.987497
1617594_sVvi.14914 Transcr ibed locus 126.5976 126.6212 142.2342 120.9541 16 6.984107 6.984376 7.152125 6.918315 0.7053424 0.436069 0.74025506 15818 1.0359675 down 6.984242 7.03522 1.91E-04 0.165329 -0.0509785 0.992754
1617595_aVvi.8424 Transcr ibed locus, moderately similar to NP_191473.2 ABC transporter family protein [Arabid 5.806433 5.831814 5.720624 5.653711 16 2.537652 2.543945 2.516173 2.499198 0.0672705 3.658247 0.10369768 10769 1.0232178 up 2.540799 2.507685 0.00445 0.012003 0.0331133 1.013205
1617596_at 143.0662 146.2749 47.65619 58.85915 16 7.160539 7.192538 5.574592 5.879195 0.0109763 9.466168 0.03497012 5209 2.7314084 up 7.176539 5.726893 0.022626 0.215387 1.4496451 1.253129
1617597_aVvi.9713 Transcr ibed locus 349.2805 345.5137 495.0235 560.288 16 8.448242 8.432599 8.951353 9.130025 0.0215987 6.693622 0.04686775 7647 1.5159996 down 8.44042 9.040689 0.011061 0.12634 -0.600269 0.933604
1617598_at 15.0532 13.81136 12.72045 12.00662 14 3.911998 3.787783 3.669078 3.585758 0.0968607 2.974819 0.13813794 11638 1.1667316 up 3.849891 3.627418 0.087833 0.058916 0.2224727 1.061331
1617599_aVvi.1991 GO:000681Cultivar Pinot Noir plasma membrane aquaporin (PIP1a) 9.986119 9.743662 10.75607 10.66398 16 3.319924 3.284464 3.427079 3.414675 0.0241448 6.318453 0.05017127 7988 1.0857428 down 3.302194 3.420877 0.025074 0.008771 -0.1186825 0.965306
1617600_aVvi.12636 Transcr ibed locus, weakly similar to NP_176957.1 phototropic-responsive NPH3 family protei 61.47681 65.85557 67.35735 54.05007 16 5.94197 6.041233 6.073763 5.756225 0.6903588 0.460532 0.7266428 15772 1.0545355 up 5.991602 5.914994 0.070189 0.224534 0.0766078 1.012951
1617601_aVvi.9395 Transcr ibed locus, weakly similar to NP_566946.1 expressed protein [Arabidopsis thaliana] 115.2428 109.9414 119.0196 102.4854 16 6.848533 6.780591 6.895055 6.679275 0.8311892 0.242211 0.8538706 16160 1.0191717 up 6.814562 6.787165 0.048042 0.15258 0.0273973 1.004037
1617602_at 489.2798 498.5656 549.4095 528.5054 16 8.934516 8.961639 9.101738 9.045774 0.0561123 4.04176 0.09017299 10330 1.0910203 down 8.948078 9.073756 0.019179 0.039572 -0.125678 0.986149
1617603_aVvi.1097 Transcr ibed locus, weakly similar to NP_568947.1 signal recognition particle-related / SRP-r  684.0596 634.6793 1022.588 930.9958 16 9.417978 9.309884 9.99801 9.862631 0.0225987 6.538813 0.04813746 7793 1.4808125 down 9.363932 9.930321 0.076434 0.095727 -0.566389 0.942964
1617604_aVvi.1538 Transcr ibed locus, moderately similar to NP_175717.1 WD-40 repeat family protein / phytochr 281.3477 203.8114 28.03406 28.66655 16 8.13621 7.671091 4.809109 4.841296 0.0056855 13.20564 0.02982877 3163 8.447051 up 7.90365 4.825203 0.328889 0.02276 3.0784478 1.637993
1617605_aVvi.12948 Transcr ibed locus, strongly similar to NP_051084.1 photosystem II 47 kDa protein [Arabidops 48.6271 45.53515 22.14387 20.15138 16 5.603689 5.508909 4.468835 4.332807 0.0051075 13.93889 0.02943507 2873 2.2275805 up 5.556299 4.400821 0.06702 0.096187 1.1554777 1.26256
1617606_aVvi.3376 Transcr ibed locus, strongly similar to XP_480473.1 putative Aconitate hydratase [Oryza sativa 1843.726 1729.867 1481.098 1348.454 16 10.84841 10.75645 10.53245 10.39709 0.0540087 4.12667 0.0875552 10240 1.2637018 up 10.80243 10.46477 0.065028 0.095714 0.337656 1.032266
1617607_aVvi.14500 Transcr ibed locus 4.231109 4.20152 4.081062 4.101237 16 2.081036 2.070911 2.028945 2.036059 0.0196614 7.026089 0.0446538 7309 1.0305908 up 2.075974 2.032502 0.007159 0.005031 0.0434715 1.021388
1617608_aVvi.14700 Transcr ibed locus 5.385831 5.405922 5.195853 5.220441 16 2.429169 2.434541 2.377361 2.384172 0.0071305 11.77897 0.03096541 3822 1.0360464 up 2.431855 2.380766 0.003798 0.004816 0.0510885 1.021459
1617609_aVvi.7971 Transcr ibed locus, moderately similar to NP_200167.1 transporter, putative [Arabidopsis thali 941.7106 979.1996 1256.436 1128.465 16 9.87914 9.935459 10.29512 10.14015 0.0638895 3.76411 0.09958626 10650 1.2399957 down 9.907299 10.21763 0.039824 0.109584 -0.310335 0.969628
1617610_aVvi.15735 Transcr ibed locus 5.507059 5.567974 5.427039 5.349233 16 2.461282 2.477152 2.440165 2.419332 0.0947006 3.014042 0.13564132 11590 1.0277351 up 2.469217 2.429749 0.011222 0.014731 0.0394685 1.016244
1617611_aVvi.832 Transcr ibed locus 4.491934 4.529458 4.349724 4.372387 16 2.167337 2.179339 2.120924 2.128421 0.0204913 6.877966 0.04550574 7473 1.0343074 up 2.173338 2.124672 0.008487 0.005301 0.0486651 1.022905
1617612_aVvi.15893 Transcr ibed locus 4.976653 4.895226 4.677948 4.70162 16 2.315176 2.291375 2.225876 2.233158 0.0273063 5.926929 0.05384719 8418 1.0524552 up 2.303276 2.229517 0.016829 0.005149 0.0737589 1.033083
1617613_aVvi.6759 Transcr ibed locus, moderately similar to NP_563900.1 transaldolase, putative [Arabidopsis th 536.8651 600.6854 652.4536 642.0725 16 9.068416 9.230466 9.349731 9.326592 0.1475623 2.305781 0.1950967 12556 1.1397526 down 9.149441 9.338161 0.114587 0.016362 -0.18872 0.97979
1617614_at 4822.161 4749.447 3569.025 3449.461 16 12.23546 12.21354 11.80131 11.75216 0.003593 16.63799 0.02809704 2115 1.3639278 up 12.2245 11.77674 0.0155 0.034761 0.447768 1.038021
1617615_s_at 7.997583 8.022417 7.836762 7.978113 16 2.999564 3.004037 2.970258 2.996048 0.2902401 1.424886 0.34588802 13930 1.0130097 up 3.001801 2.983153 0.003163 0.018236 0.0186479 1.006251
1617616_aVvi.4325 Transcr ibed locus, moderately similar to NP_195251.1 vestitone reductase-related [Arabidops 5.418673 5.518677 5.123726 5.122646 16 2.43794 2.464322 2.357193 2.356889 0.0190972 7.132216 0.04394257 7214 1.0673915 up 2.451131 2.357041 0.018655 2.15E-04 0.0940895 1.039918
1617617_aVvi.12067 Transcr ibed locus, moderately similar to NP_195311.1 Ras-related GTP-binding protein, put 7.271297 8.201932 5.639579 5.643405 16 2.862213 3.035964 2.495588 2.496566 0.034866 5.214411 0.06353961 9109 1.3688947 up 2.949088 2.496077 0.12286 6.92E-04 0.4530114 1.181489
1617618_aVvi.9036 Transcr ibed locus 112.2371 107.5251 213.6905 215.1102 16 6.810406 6.74853 7.739379 7.748932 0.0010514 30.81627 0.02259248 768 1.9516418 down 6.779468 7.744156 0.043753 0.006755 -0.9646884 0.87543
1617619_aVvi.15640 Transcr ibed locus 7.057894 7.111832 6.890872 6.7974 16 2.819238 2.830221 2.784687 2.764983 0.0474912 4.423654 0.07936066 9934 1.0351894 up 2.824729 2.774835 0.007766 0.013933 0.0498948 1.017981
1617620_aVvi.15498 Transcr ibed locus 11.44867 15.36512 381.6562 384.4443 16 3.517108 3.941587 8.57613 8.586631 0.0019091 22.85413 0.02532748 1248 28.880676 down 3.729348 8.581381 0.300152 0.007425 -4.852033 0.434586
1617621_at 5.727491 5.748845 5.485685 5.481027 16 2.517903 2.523272 2.455672 2.454446 0.0017609 23.79918 0.0250077 1168 1.0464683 up 2.520588 2.455059 0.003796 8.67E-04 0.0655287 1.026691
1617622_at 74.45142 71.69771 44.68371 46.64261 16 6.218227 6.163855 5.481677 5.543577 0.0036669 16.46853 0.02821112 2156 1.6003798 up 6.191041 5.512627 0.038447 0.04377 0.6784144 1.123066
1617623_aVvi.12593 Transcr ibed locus 4.165227 4.184762 4.024622 4.09516 16 2.058395 2.065146 2.008853 2.03392 0.089633 3.11128 0.12982789 11461 1.0283872 up 2.06177 2.021387 0.004773 0.017725 0.0403836 1.019978
1617624_aVvi.7677 Transcr ibed locus, moderately similar to NP_188026.1 oligouridylate-binding protein, putative 670.9926 638.3644 619.7679 631.4337 16 9.390153 9.318236 9.275584 9.302487 0.2317521 1.6972 0.2854225 13479 1.0462002 up 9.354195 9.289036 0.050853 0.019023 0.065159 1.007015
1617625_aVvi.14410 Transcr ibed locus 133.3028 135.878 203.9159 155.5832 16 7.058564 7.086168 7.67183 7.281542 0.174716 2.066745 0.22459427 12914 1.3234656 down 7.072366 7.476687 0.019519 0.275975 -0.4043207 0.945922
1617626_at 29.5418 34.42457 79.84293 87.73752 16 4.884686 5.105367 6.319092 6.455122 0.0085586 10.73981 0.0321689 4416 2.6245687 down 4.995027 6.387107 0.156045 0.096188 -1.3920804 0.782048
1617627_at 4.517656 4.539369 4.353287 4.384437 16 2.175575 2.182492 2.122105 2.132392 0.0140241 8.355204 0.03800401 6125 1.0365466 up 2.179033 2.127248 0.004891 0.007274 0.051785 1.024344
1617628_aVvi.2872 Transcr ibed locus, weakly similar to NP_172157.1 expressed protein [Arabidopsis thaliana] 89.26669 94.90642 127.6735 115.8287 16 6.480051 6.568434 6.996315 6.855849 0.0400946 4.842651 0.07014962 9488 1.3211912 down 6.524242 6.926082 0.062496 0.099324 -0.4018393 0.941982
1617629_aVvi.11276 Transcr ibed locus, weakly similar to NP_915900.1 putative NBS-LRR type resistance protein 12.70371 14.58596 16.81619 13.98417 16 3.667178 3.866508 4.071779 3.805723 0.4097065 1.034208 0.4652495 14619 1.1265471 down 3.766843 3.938751 0.140947 0.188131 -0.1719077 0.956355
1617630_aVvi.9681 Transcr ibed locus, moderately similar to NP_190843.1 chloroplast division protein, putative [A 223.3798 224.382 402.4477 317.4731 16 7.803355 7.809814 8.652658 8.310491 0.0586669 3.94468 0.09321348 10448 1.5965854 down 7.806584 8.481574 0.004567 0.241949 -0.6749896 0.920417
1617631_aVvi.7471 Transcr ibed locus, moderately similar to NP_565968.1 mitochondrial import inner membrane 1548.508 1542.721 1550.703 1588.332 16 10.59666 10.59126 10.59871 10.6333 0.3350599 1.259033 0.3912961 14215 1.0153939 down 10.59396 10.616 0.00382 0.024459 -0.022039 0.997924
1617632_aVvi.5478 Transcr ibed locus, weakly similar to XP_477999.1 putative o-methyltransferase [Oryza sativa ( 18.44201 19.23708 17.64629 17.72189 16 4.204924 4.265818 4.141293 4.147461 0.0969392 2.973418 0.13821578 11643 1.0651037 up 4.235371 4.144377 0.043058 0.004361 0.0909938 1.021956
1617633_aVvi.11724 Transcr ibed locus, moderately similar to NP_190075.1 50S ribosomal protein L9, chloroplast  5.946606 6.000994 5.590361 5.671814 16 2.572067 2.585202 2.482941 2.50381 0.020278 6.915169 0.04531645 7428 1.0608777 up 2.578634 2.493376 0.009288 0.014756 0.0852582 1.034194
1617634_at 9.103458 6.122407 5.892991 5.118719 16 3.186415 2.614099 2.559 2.355783 0.2820977 1.458416 0.33785787 13861 1.3593016 up 2.900257 2.457391 0.404688 0.143696 0.4428656 1.180218
1617635_aVvi.5593 Transcr ibed locus, weakly similar to XP_474299.1 OSJNBa0043A12.36 [Oryza sativa (japonic 272.7316 282.1031 285.2934 267.5816 16 8.091338 8.140079 8.156302 8.063835 0.9239193 0.107906 0.9355275 16395 1.0039164 up 8.115708 8.110069 0.034465 0.065384 0.005639 1.000695
1617636_aVvi.11908 Transcr ibed locus, weakly similar to NP_565734.1 integral membrane transporter family prote 6.538562 6.54456 6.603497 6.247218 16 2.708973 2.710296 2.72323 2.643214 0.5770465 0.660096 0.62188417 15404 1.0184767 up 2.709635 2.683222 9.35E-04 0.05658 0.026413 1.009844
1617637_aVvi.5824 Transcr ibed locus 17.11641 18.49771 19.30103 17.64263 16 4.097308 4.209275 4.270606 4.140994 0.6022226 0.613137 0.64553845 15487 1.0370661 down 4.153292 4.2058 0.079172 0.09165 -0.0525079 0.987515
1617638_aVvi.4308 Transcr ibed locus 4.59376 4.61705 4.4555 4.490958 16 2.199676 2.206971 2.155587 2.167023 0.0250793 6.195146 0.05131464 8113 1.0295529 up 2.203323 2.161305 0.005159 0.008086 0.042018 1.019441
1617639_aVvi.4372 Transcr ibed locus 2.997036 3.011262 2.913733 2.930025 16 1.583536 1.590368 1.542869 1.550913 0.0169116 7.591786 0.04127707 6801 1.0281574 up 1.586952 1.546891 0.004831 0.005688 0.0400611 1.025898
1617640_aVvi.14563 Transcr ibed locus 4.54828 4.565426 4.387783 4.439164 16 2.185321 2.190749 2.133492 2.150288 0.0346867 5.228603 0.06332408 9093 1.0325024 up 2.188035 2.14189 0.003838 0.011876 0.0461452 1.021544
1617641_aVvi.12768 Transcr ibed locus, strongly similar to NP_189360.1 cytochrome c1, putative [Arabidopsis thal 3385.421 3403.592 1475.72 1236.787 16 11.72512 11.73284 10.5272 10.27238 0.0090719 10.42748 0.03283784 4584 2.5126145 up 11.72898 10.39979 0.005461 0.180187 1.329189 1.127809
1617642_at 6.456319 6.521896 6.030928 6.02409 16 2.690712 2.705292 2.59238 2.590743 0.004716 14.51015 0.02932456 2667 1.0765685 up 2.698002 2.591562 0.010309 0.001157 0.1064401 1.041072
1617643_aVvi.1939 Transcr ibed locus 55.99556 55.52008 56.14834 59.34324 16 5.807241 5.794938 5.811172 5.891012 0.3413392 1.237955 0.3976223 14251 1.0352664 down 5.801089 5.851091 0.008699 0.056456 -0.0500021 0.991454
1617644_at 53.99554 37.30693 13.3881 13.10921 16 5.754768 5.221372 3.74288 3.712509 0.0222609 6.589951 0.04767663 7750 3.387864 up 5.48807 3.727694 0.377168 0.021476 1.760376 1.472243
1617645_sVvi.6624 Transcr ibed locus, strongly similar to NP_851138.1 phosphate/triose-phosphate translocator 1330.436 1461.099 137.5635 96.39511 16 10.37768 10.51284 7.103955 6.590889 0.0053928 13.56218 0.02956287 3024 12.107586 up 10.44526 6.847422 0.095569 0.362793 3.5978394 1.52543
1617646_aVvi.3284 Transcr ibed locus, moderately similar to NP_914795.1 putative thioredoxin [Oryza sativa (japo 1004.907 1007.288 626.7479 611.2938 16 9.972846 9.97626 9.291741 9.255722 6.66E-04 38.73999 0.02179512 505 1.6254305 up 9.974553 9.273731 0.002414 0.02547 0.700822 1.075571
1617647_aVvi.628 Transcr ibed locus 70.71764 69.17598 66.55047 67.37596 16 6.143998 6.112199 6.056377 6.074163 0.0747659 3.448841 0.11261685 11021 1.0445119 up 6.128099 6.06527 0.022485 0.012577 0.062829 1.010359
1617648_aVvi.14672 Transcr ibed locus 3.380792 3.386593 3.268432 3.284898 16 1.757361 1.759835 1.708599 1.715849 0.0067524 12.10771 0.0307196 3648 1.0326662 up 1.758598 1.712224 0.001749 0.005126 0.0463741 1.027084
1617649_x_at 1013.845 981.1823 863.3583 987.7955 16 9.985621 9.938377 9.753816 9.948069 0.3822217 1.111042 0.43784204 14492 1.0800195 up 9.962 9.850943 0.033407 0.137358 0.111057 1.011274
1617650_at 8.141496 8.451993 7.668104 7.53582 16 3.025294 3.079292 2.93887 2.913765 0.0515775 4.231021 0.08453839 10128 1.0912454 up 3.052293 2.926317 0.038182 0.017752 0.1259756 1.043049
1617651_at 6.600414 6.666851 6.239669 6.167563 16 2.722557 2.737006 2.64147 2.624701 0.0128486 8.736854 0.03678627 5797 1.0693219 up 2.729781 2.633085 0.010217 0.011857 0.0966962 1.036724
1617652_s_at 7655.596 8027.2 6451.007 7189.811 16 12.9023 12.97068 12.65531 12.81174 0.140529 2.377763 0.18733434 12453 1.1510644 up 12.93649 12.73352 0.048353 0.110612 0.202969 1.01594
1617653_aVvi.7294 Transcr ibed locus, moderately similar to NP_195639.2 phenylalanyl-tRNA synthetase, putative     460.9989 466.5718 677.7134 669.3096 16 8.848619 8.865955 9.404532 9.38653 5.39E-04 43.07362 0.0198392 449 1.4522032 down 8.857287 9.395531 0.012258 0.012729 -0.538244 0.942713
1617654_aVvi.11618 Transcr ibed locus, moderately similar to NP_566937.1 expressed protein [Arabidopsis thalian 3.693588 3.70709 3.58666 3.599971 16 1.885023 1.890287 1.842641 1.847985 0.0077557 11.28893 0.03137725 4101 1.0297838 up 1.887655 1.845313 0.003722 0.003779 0.0423415 1.022945
1617655_aVvi.3339 Transcr ibed locus, moderately similar to NP_179255.1 chloroplast outer membrane protein, p 1945.173 1745.897 2436.648 2335.82 16 10.92568 10.76975 11.25068 11.18971 0.0469794 4.449487 0.07875924 9902 1.2945766 down 10.84772 11.2202 0.11026 0.043111 -0.372481 0.966803
1617656_aVvi.8521 Transcr ibed locus, weakly similar to NP_180456.1 mitochondrial import inner membrane trans 4.283804 4.306745 4.134348 4.540507 16 2.098892 2.106598 2.04766 2.182854 0.870434 0.184792 0.8884142 16265 1.0087101 down 2.102745 2.115257 0.005449 0.095596 -0.0125118 0.994085
1617657_aVvi.6044 Transcr ibed locus, strongly similar to NP_565985.1 serine/threonine protein phosphatase, pu 830.9325 756.0775 1299.953 1271.605 16 9.698587 9.56239 10.34424 10.31244 0.0098931 9.979115 0.03382366 4854 1.6220859 down 9.630489 10.32834 0.096306 0.022492 -0.697851 0.932433
1617658_aVvi.4107 Transcr ibed locus 3.53041 3.545943 3.419535 3.442222 16 1.819836 1.826169 1.7738 1.78334 0.0162026 7.760321 0.04037759 6661 1.0312774 up 1.823003 1.77857 0.004479 0.006746 0.0444324 1.024982
1617659_aVvi.1809 Transcr ibed locus 96.02354 92.09401 122.3506 129.0042 16 6.585316 6.525035 6.934878 7.011274 0.013287 8.588645 0.03719008 5930 1.3359816 down 6.555176 6.973076 0.042625 0.05402 -0.4179 0.940069
1617660_aVvi.14990 Transcr ibed locus 7.736369 7.546521 7.191382 6.726354 16 2.951656 2.915812 2.846269 2.749825 0.1186944 2.637527 0.16346443 12054 1.0986159 up 2.933734 2.798047 0.025346 0.068196 0.1356872 1.048494
1617661_aVvi.11720 Transcr ibed locus 205.5545 208.8503 253.9546 239.7085 16 7.683377 7.706325 7.988427 7.905138 0.0281627 5.832245 0.05493405 8510 1.1908004 down 7.694851 7.946783 0.016227 0.058894 -0.2519316 0.968298
1617662_aVvi.7541 Transcr ibed locus, moderately similar to NP_172333.1 thioredoxin family protein [Arabidopsis 333.4879 311.0963 531.1771 417.9724 16 8.381491 8.281218 9.053049 8.707264 0.0928516 3.048643 0.13352713 11543 1.4628708 down 8.331354 8.880157 0.070904 0.244507 -0.5488025 0.938199
1617663_at 43.37441 40.983 61.01481 62.59898 16 5.438772 5.356954 5.931087 5.968067 0.0065563 12.28932 0.03054478 3561 1.4658265 down 5.397863 5.949577 0.057854 0.026149 -0.5517143 0.907268
1617664_aVvi.13200 Transcr ibed locus, moderately similar to NP_192594.2 expressed protein [Arabidopsis thalian 266.2976 246.8199 225.6754 215.6078 16 8.056895 7.947315 7.818105 7.752265 0.0769417 3.393651 0.11517721 11089 1.1622496 up 8.002105 7.785185 0.077485 0.046556 0.21692 1.027863
1617665_at 5.487948 5.531163 5.213527 5.24602 8 2.456267 2.467583 2.38226 2.391223 0.0090917 10.41597 0.03284026 4594 1.0534949 up 2.461925 2.386742 0.008002 0.006338 0.0751834 1.0315
1617666_aVvi.12464 Transcr ibed locus, weakly similar to NP_191422.2 expressed protein [Arabidopsis thaliana] 283.3026 276.928 324.0928 327.8796 16 8.1462 8.113367 8.340263 8.357022 0.0070178 11.87422 0.03087309 3767 1.1638125 down 8.129784 8.348642 0.023217 0.01185 -0.218858 0.973785
1617667_aVvi.10211 Transcr ibed locus 7.535227 7.256081 33.75202 20.39631 16 2.913651 2.859191 5.076902 4.350236 0.0375396 5.014789 0.06684312 9322 3.5483491 down 2.886421 4.713569 0.038509 0.51383 -1.827148 0.612364
1617668_at 28.56395 36.24537 332.2142 322.3756 16 4.836124 5.179725 8.37597 8.332599 0.002667 19.32482 0.02679435 1650 10.170793 down 5.007924 8.354284 0.242963 0.030668 -3.34636 0.599444
1617669_aVvi.407 Transcr ibed locus, strongly similar to NP_567980.1 protein kinase family protein [Arabidopsis 2200.151 2052.964 1230.348 1159.173 16 11.10339 11.00349 10.26485 10.17888 0.0062211 12.61922 0.03025465 3409 1.7796276 up 11.05344 10.22187 0.070636 0.060791 0.831575 1.081353
1617670_aVvi.6915 Transcr ibed locus, moderately similar to NP_179713.1 triosephosphate isomerase, chloropla 2544.492 2287.912 2208.642 2224.436 16 11.31316 11.15982 11.10894 11.11922 0.2521992 1.59288 0.30685315 13644 1.0885473 up 11.23649 11.11408 0.108432 0.007269 0.122404 1.011013
1617671_s_at 371.4653 465.9298 109.884 158.504 16 8.537084 8.863969 6.779838 7.308375 0.0334351 5.330781 0.06171768 8993 3.1523325 up 8.700526 7.044107 0.231143 0.373733 1.6564195 1.23515
1617672_x_at 7.807909 7.962436 7.380783 7.243945 16 2.964936 2.99321 2.883774 2.856776 0.0307946 5.566058 0.05834219 8762 1.0783298 up 2.979073 2.870275 0.019992 0.019091 0.1087985 1.037905
1617673_aVvi.14983 Transcr ibed locus 3.788318 3.809563 3.682184 3.703861 16 1.921557 1.929625 1.880562 1.88903 0.0199375 6.975803 0.04492427 7367 1.0286809 up 1.925591 1.884796 0.005705 0.005988 0.0407955 1.021645
1617674_aVvi.9427 Transcr ibed locus, weakly similar to NP_197131.2 Rad21/Rec8-like family protein [Arabidops 194.2365 184.82 168.682 163.8675 16 7.601671 7.529977 7.398162 7.356386 0.0451636 4.544589 0.07656547 9792 1.1396182 up 7.565824 7.377274 0.050696 0.02954 0.1885504 1.025558
1617675_aVvi.10755 Transcr ibed locus, strongly similar to NP_197790.1 septum site-determining protein (MIND) 138.1735 143.5799 312.3283 311.2163 16 7.110336 7.16571 8.28692 8.281774 5.88E-04 41.22592 0.0205901 473 2.2134912 down 7.138023 8.284347 0.039155 0.003639 -1.146324 0.861628
1617676_aVvi.10704 Transcr ibed locus, weakly similar to NP_915353.1 putative carboxypeptidase D [Oryza sativa ( 1037.01 1126.903 2054.158 1928.684 16 10.01821 10.13815 11.00433 10.9134 0.0072225 11.70291 0.03105226 3859 1.8412503 down 10.07818 10.95887 0.084806 0.064298 -0.880686 0.919637
1617677_aVvi.1930 Transcr ibed locus, moderately similar to NP_196528.1 malate dehydrogenase, glyoxysomal [A 1760.152 1583.876 1650.705 1663.66 16 10.78149 10.62924 10.68887 10.70015 0.8999122 0.14226 0.9148455 16330 1.007555 up 10.70536 10.69451 0.10765 0.007975 0.010858 1.001015
1617678_aVvi.9189 Transcr ibed locus, weakly similar to NP_567232.2 U3 ribonucleoprotein (Utp) family protein [A  150.7159 178.3675 265.2292 254.2831 16 7.235688 7.47871 8.051096 7.990291 0.0338404 5.297083 0.062232 9026 1.5839151 down 7.357199 8.020694 0.171842 0.042996 -0.6634953 0.917277
1617679_aVvi.14269 Transcr ibed locus 98.63483 98.95441 167.1468 174.383 16 6.624025 6.628692 7.384972 7.446116 0.001506 25.73937 0.02465859 1012 1.7280974 down 6.626359 7.415544 0.0033 0.043235 -0.7891846 0.893577
1617680_at 2.842465 2.85709 2.772525 2.779715 16 1.507143 1.514546 1.471201 1.474937 0.0118351 9.11028 0.0357054 5502 1.02653 up 1.510845 1.473069 0.005235 0.002642 0.0377758 1.025644
1617681_aVvi.1085 Transcr ibed locus, moderately similar to XP_466196.1 putative purine nucleotide binding prot 458.9835 404.3723 504.3495 487.9049 16 8.842299 8.65954 8.97828 8.930456 0.1640797 2.1539 0.21334983 12767 1.151448 down 8.750919 8.954369 0.12923 0.033817 -0.20345 0.977279
1617682_aVvi.15051 Transcr ibed locus 3.677526 3.692355 3.564593 3.581217 16 1.878736 1.884541 1.833737 1.84045 0.0097784 10.03838 0.03367025 4820 1.0313576 up 1.881638 1.837094 0.004105 0.004746 0.0445447 1.024247
1617683_aVvi.6931 Transcr ibed locus, moderately similar to NP_200588.2 CER1 protein, putative (WAX2) [Arabi  3.296019 3.320244 3.200146 3.213797 16 1.720725 1.731289 1.678138 1.684279 0.018098 7.332066 0.0427949 7019 1.0315392 up 1.726007 1.681208 0.00747 0.004342 0.0447986 1.026647
1617684_aVvi.4060 Transcr ibed locus, weakly similar to NP_566330.1 expressed protein [Arabidopsis thaliana] 4.566562 4.54167 4.389473 4.407213 16 2.191109 2.183223 2.134048 2.139867 0.0093906 10.24656 0.03329118 4682 1.0354146 up 2.187166 2.136957 0.005576 0.004115 0.0502085 1.023495
1617685_aVvi.12751 Transcr ibed locus, moderately similar to NP_199768.1 transg lutaminase-like family protein [A 6.31486 6.405543 6.047167 6.052782 16 2.658751 2.679321 2.596259 2.597598 0.0198261 6.995974 0.04481296 7344 1.0512508 up 2.669036 2.596929 0.014545 9.47E-04 0.0721069 1.027766
1617686_aVvi.11475 Transcr ibed locus 5.02286 5.04332 5.060171 4.864666 16 2.328509 2.334374 2.339186 2.282341 0.5444633 0.723673 0.59253883 15254 1.0144361 up 2.331441 2.310763 0.004147 0.040196 0.020678 1.008949
1617687_aVvi.6436 Transcr ibed locus, weakly similar to NP_179627.2 exostosin family protein [Arabidopsis thalia 153.6245 150.8864 196.049 230.1932 16 7.263264 7.237319 7.61507 7.846701 0.0540762 4.123874 0.08761319 10246 1.3953178 down 7.250292 7.730886 0.018346 0.163787 -0.4805935 0.937835
1617688_at 5.367377 5.399522 5.167589 5.19223 16 2.424217 2.432832 2.369491 2.376354 0.0096677 10.0965 0.03355114 4777 1.0392923 up 2.428525 2.372923 0.006091 0.004853 0.0556015 1.023432
1617689_aVvi.10393 Transcr ibed locus, weakly similar to NP_193317.2 wound-responsive protein-related [Arabido 73.1973 73.44405 69.97717 69.45273 16 6.193718 6.198574 6.128812 6.11796 0.0066093 12.23941 0.03059962 3583 1.0517269 up 6.196146 6.123386 0.003433 0.007674 0.07276 1.011882
1617690_aVvi.2468 Transcr ibed locus, weakly similar to NP_196324.1 CBL-interacting protein kinase 2 (CIPK2) 241.606 297.0218 384.8913 405.2599 16 7.916513 8.214425 8.588307 8.662704 0.0676207 3.647722 0.10409258 10784 1.4743067 down 8.065469 8.625505 0.210656 0.052606 -0.560036 0.935072
1617691_aVvi.12047 Transcr ibed locus 18.72344 15.97197 15.10281 14.05518 16 4.226774 3.99747 3.916745 3.813031 0.1883837 1.964767 0.23929189 13069 1.1869296 up 4.112122 3.864888 0.162142 0.073337 0.2472343 1.063969
1617692_aVvi.8756 Transcr ibed locus, moderately similar to XP_469608.1 hypothetical protein [Oryza sativa (japo 665.4257 575.4747 435.6109 411.292 16 9.378134 9.168609 8.766896 8.684019 0.0397731 4.863412 0.06969737 9473 1.4619689 up 9.273371 8.725458 0.148157 0.058603 0.547913 1.062795
1617693_aVvi.4891 Transcr ibed locus, moderately similar to NP_187819.1 omega-6 fatty acid desaturase, endopl       4.909607 4.919586 4.724768 4.735536 16 2.295607 2.298537 2.240243 2.243528 0.0015862 25.07891 0.02483053 1059 1.0389934 up 2.297072 2.241886 0.002072 0.002322 0.0551865 1.024616
1617694_aVvi.6864 Transcr ibed locus, weakly similar to NP_565476.1 golden2-like transcr iption factor (GLK1) [A 3.718789 3.711361 3.578212 3.595903 16 1.894833 1.891948 1.839239 1.846354 0.0057082 13.17902 0.02987559 3170 1.0356914 up 1.89339 1.842796 0.00204 0.005031 0.0505941 1.027455
1617695_aVvi.11948 Transcr ibed locus 3.857348 3.878224 3.740588 3.749594 16 1.947609 1.955396 1.903265 1.906735 0.008297 10.90995 0.03181234 4329 1.0327586 up 1.951503 1.905 0.005506 0.002453 0.0465031 1.024411
1617696_aVvi.5835 Transcr ibed locus 6.209952 6.383929 5.732627 5.809465 16 2.634582 2.674445 2.519197 2.538405 0.0296055 5.68199 0.05681547 8650 1.0910463 up 2.654513 2.528801 0.028187 0.013583 0.1257124 1.049712
1617697_aVvi.15692 Transcr ibed locus 3.87149 3.882273 3.752371 3.742115 16 1.952889 1.956902 1.907803 1.903854 0.0032749 17.4314 0.02783547 1940 1.0345957 up 1.954895 1.905828 0.002837 0.002792 0.0490672 1.025746
1617698_aVvi.7251 Transcr ibed locus, moderately similar to NP_199285.1 molybdenum cofactor sulfurase family  1491.56 1398.758 1226.829 1142.195 16 10.54261 10.44993 10.26072 10.15759 0.0536509 4.141594 0.08708566 10227 1.2201962 up 10.49627 10.20916 0.065531 0.07292 0.287113 1.028123
1617699_aVvi.15090 Transcr ibed locus 17.37303 15.76267 6.546626 6.82619 16 4.118777 3.97844 2.710752 2.771081 0.003394 17.1214 0.02783547 2018 2.4754534 up 4.048609 2.740916 0.099234 0.042659 1.307693 1.477101
1617700_at 12.52774 12.60148 12.13893 11.5833 16 3.647054 3.655521 3.60157 3.533974 0.1337652 2.451861 0.18000892 12336 1.059597 up 3.651288 3.567772 0.005987 0.047798 0.0835156 1.023408
1617701_sVvi.1555 Transcr ibed locus, weakly similar to NP_193614.1 NRAMP metal ion transporter 5, putative ( 561.47 568.0799 395.6287 362.1138 16 9.133065 9.14995 8.628003 8.500299 0.0122171 8.964111 0.03608414 5620 1.4921125 up 9.141508 8.564152 0.011939 0.0903 0.577356 1.067415
1617702_aVvi.15110 Transcr ibed locus 4.899273 4.909971 4.644113 4.655483 16 2.292568 2.295715 2.215403 2.218931 9.42E-04 32.56487 0.02248719 693 1.0548034 up 2.294141 2.217167 0.002225 0.002494 0.076974 1.034717
1617703_at 18.00086 18.04273 19.1087 17.54482 13 4.169994 4.173346 4.256158 4.132973 0.7458723 0.37159 0.7774342 15927 1.0159968 down 4.17167 4.194566 0.00237 0.087105 -0.022896 0.994542
1617704_aVvi.29 Transcr ibed locus, weakly similar to NP_566932.2 hydrolase, alpha/beta fold family protein [Ar 397.5637 375.2356 643.9423 664.9205 16 8.635042 8.551653 9.330788 9.377038 0.0039068 15.95204 0.02847866 2276 1.6941538 down 8.593348 9.353912 0.058965 0.032704 -0.760564 0.91869
1617705_aVvi.12406 Transcr ibed locus 2.952404 2.964836 2.86899 2.880721 16 1.56189 1.567952 1.520543 1.52643 0.0102391 9.806511 0.03419616 4970 1.029137 up 1.564921 1.523486 0.004287 0.004163 0.041435 1.027197
1617706_at 4.133987 4.156446 4.021948 4.038031 16 2.047534 2.05535 2.007895 2.013652 0.0139492 8.378078 0.03789808 6109 1.0285904 up 2.051442 2.010773 0.005527 0.004071 0.0406688 1.020225
1617707_at 883.0896 805.1971 838.5799 836.1466 16 9.786416 9.653198 9.711804 9.707612 0.8934548 0.15154 0.90900457 16317 1.0070243 up 9.719807 9.709708 0.094199 0.002964 0.010099 1.00104
1617708_aVvi.12738 Transcr ibed locus 494.6614 508.4441 780.0913 667.9028 16 8.950297 8.989945 9.607499 9.383494 0.0438143 4.618959 0.0748976 9711 1.439308 down 8.970121 9.495497 0.028035 0.158395 -0.525376 0.944671
1617709_at 3.391027 3.400179 3.278201 3.314651 16 1.761722 1.765611 1.712904 1.728857 0.0349022 5.211564 0.06357756 9113 1.0301012 up 1.763667 1.720881 0.00275 0.01128 0.0427861 1.024863
1617710_s_at 68.7868 67.78687 119.6353 119.7464 16 6.10406 6.082934 6.902499 6.903838 1.71E-04 76.50052 0.0168302 166 1.7528121 down 6.093497 6.903169 0.014938 9.47E-04 -0.8096714 0.88271
1617711_sVvi.1168 Transcr ibed locus, moderately similar to NP_181559.1 ferritin, putative [Arabidopsis thaliana] 4561.096 4729.872 2456.379 2291.217 16 12.15516 12.20759 11.26232 11.1619 0.0033973 17.11299 0.02783547 2023 1.9578441 up 12.18138 11.21211 0.037068 0.071007 0.969266 1.086448
1617712_at 3.757824 3.781069 3.653516 3.683254 16 1.909898 1.918794 1.869285 1.880981 0.0333605 5.337048 0.06161927 8987 1.027553 up 1.914346 1.875133 0.006291 0.00827 0.0392127 1.020912
1617713_at 6.426517 6.483781 6.081572 6.047288 16 2.684037 2.696835 2.604444 2.596288 0.0070229 11.86986 0.03087309 3771 1.0644219 up 2.690436 2.600366 0.00905 0.005767 0.0900701 1.034637
1617714_aVvi.6788 Transcr ibed locus, weakly similar to NP_199759.1 sodium-inducible calcium-binding protein 10188.27 9893.122 3443.977 3210.889 16 13.31462 13.27221 11.74986 11.64876 0.0011805 29.07929 0.02320216 843 3.0190792 up 13.29342 11.69931 0.029989 0.071491 1.594109 1.136257
1617715_aVvi.12891 Transcr ibed locus 4.777741 4.79898 4.582243 4.594748 16 2.256329 2.262728 2.196054 2.199986 0.0037065 16.37971 0.02823081 2176 1.0435561 up 2.259528 2.19802 0.004525 0.00278 0.0615082 1.027983
1617716_aVvi.15285 Transcr ibed locus 3.779215 3.798678 3.673524 3.692226 16 1.918087 1.925497 1.877165 1.884491 0.0157965 7.861869 0.03984414 6581 1.0288012 up 1.921792 1.880828 0.00524 0.005181 0.0409642 1.02178
1617717_at 5.918244 5.965873 5.632979 5.568688 16 2.565169 2.576733 2.493898 2.477338 0.0137194 8.449427 0.03761549 6053 1.0609329 up 2.570951 2.485618 0.008177 0.01171 0.0853333 1.034331
1617718_aVvi.6315 Transcr ibed locus, moderately similar to XP_480154.1 putative DNA topoisomerase I [Oryza s   124.531 126.3583 171.3286 164.3971 16 6.960362 6.981376 7.420622 7.361041 0.0056103 13.29454 0.02977697 3127 1.3378927 down 6.970869 7.390832 0.01486 0.04213 -0.4199625 0.943178
1617719_aVvi.5932 Transcr ibed locus, moderately similar to XP_479089.1 putative reversibly glycosylated polypep 137.3935 139.8852 235.8187 328.4195 16 7.10217 7.128099 7.881534 8.359396 0.0522502 4.201439 0.08540496 10156 2.007404 down 7.115134 8.120465 0.018335 0.337899 -1.0053308 0.876198
1617720_aVvi.1778 Transcr ibed locus, moderately similar to XP_475889.1 unknown protein [Oryza sativa (japonic 442.6457 380.1947 336.9541 272.047 16 8.790009 8.570595 8.396408 8.087712 0.1467073 2.314276 0.19415183 12544 1.3549522 up 8.680302 8.24206 0.155149 0.218281 0.438242 1.053171
1617721_at 5.121017 5.240361 5.404566 5.129956 16 2.35643 2.389666 2.434179 2.358947 0.6251558 0.571801 0.6665919 15569 1.0164324 down 2.373048 2.396563 0.023501 0.053197 -0.0235143 0.990188
1617722_aVvi.2591 Transcr ibed locus 20.42629 23.12515 19.6029 21.41611 16 4.352355 4.531391 4.292996 4.420625 0.520018 0.773753 0.5698197 15150 1.0607337 up 4.441873 4.35681 0.126597 0.090248 0.0850626 1.019524
1617723_sVvi.6948 Transcr ibed locus, moderately similar to NP_175314.1 40S ribosomal protein S7 (RPS7A) [A  8420.771 8423.912 9552.834 9969.459 16 13.03974 13.04028 13.22171 13.2833 0.0203622 6.900418 0.0453946 7444 1.1586947 down 13.04001 13.25251 3.80E-04 0.043549 -0.2125 0.983965
1617724_aVvi.10578 Transcr ibed locus 5.760716 5.741692 5.382877 5.389306 16 2.526248 2.521476 2.428377 2.4301 7.18E-04 37.30019 0.02180507 542 1.0677868 up 2.523862 2.429238 0.003375 0.001218 0.0946237 1.038952
1617725_at 8.325432 8.417786 7.766145 7.621869 14 3.057525 3.073441 2.957199 2.930145 0.0161974 7.761604 0.04037063 6660 1.0881002 up 3.065483 2.943672 0.011254 0.01913 0.1218113 1.041381
1617726_aVvi.4449 Transcr ibed locus, weakly similar to XP_480562.1 putative photosystem II 10K protein [Oryza s 4.919527 4.959862 4.712093 4.72019 16 2.29852 2.3103 2.236368 2.238845 0.0080203 11.09889 0.03158401 4211 1.0473932 up 2.30441 2.237607 0.00833 0.001751 0.0668032 1.029855
1617727_aVvi.5719 Transcr ibed locus 8.355099 8.41182 7.878544 7.8083 16 3.062657 3.072418 2.977929 2.965009 0.0070285 11.86506 0.03087309 3776 1.0688566 up 3.067537 2.971469 0.006902 0.009136 0.0960683 1.03233
1617728_aVvi.715 Transcr ibed locus, moderately similar to XP_477619.1 putative RNA helicase [Oryza sativa (j  3761.905 3844.011 3909.47 3961.753 16 11.87725 11.9084 11.93276 11.95192 0.1136003 2.707934 0.15762101 11964 1.0349195 down 11.89282 11.94234 0.022025 0.013552 -0.049519 0.995853
1617729_sVvi.4177 Transcr ibed locus 523.7158 498.9015 497.4243 459.9673 16 9.03264 8.962611 8.958333 8.845387 0.2862341 1.441234 0.34182554 13901 1.068632 up 8.997625 8.90186 0.049518 0.079865 0.095765 1.010758
1617730_aVvi.15430 Transcr ibed locus 321.1252 343.9179 405.0352 343.2588 16 8.326992 8.425921 8.661903 8.423153 0.3274522 1.285212 0.38368 14168 1.1219994 down 8.376456 8.542528 0.069953 0.168822 -0.166072 0.980559
1617731_aVvi.8994 Transcr ibed locus, moderately similar to NP_193702.1 zinc finger (C3HC4-type RING finger 373.5277 371.3875 428.2084 447.4679 16 8.545072 8.536781 8.742169 8.80564 0.0183535 7.279439 0.04312871 7064 1.1752591 down 8.540926 8.773905 0.005862 0.044881 -0.232979 0.973446
1617732_aVvi.9171 Transcr ibed locus, moderately similar to XP_527011.1 PREDICTED: similar to protein phosp 650.1898 797.3449 540.2403 500.3964 16 9.344717 9.63906 9.077457 8.966928 0.0961394 2.987778 0.13734704 11619 1.3848177 up 9.491888 9.022192 0.208132 0.078156 0.469696 1.05206
1617733_aVvi.5078 Transcr ibed locus, weakly similar to XP_479765.1 unknown protein [Oryza sativa (japonica cu 4.531403 4.382975 4.217062 4.143614 16 2.179958 2.13191 2.076238 2.05089 0.0766581 3.400714 0.11486413 11078 1.0661201 up 2.155934 2.063564 0.033975 0.017924 0.0923701 1.044762
1617734_aVvi.1967 Transcr ibed locus, moderately similar to NP_186887.1 zinc finger protein CONSTANS-LIKE 3.364405 3.354762 3.248751 3.252226 16 1.750351 1.74621 1.699885 1.701427 0.0021453 21.55546 0.02580234 1375 1.0335617 up 1.748281 1.700656 0.002928 0.00109 0.0476245 1.028004
1617735_aVvi.14292 Transcr ibed locus 3.432663 3.444945 3.317564 3.335299 16 1.779328 1.784481 1.730124 1.737816 0.0091979 10.35484 0.03299562 4627 1.0337838 up 1.781905 1.73397 0.003644 0.005439 0.0479345 1.027644
1617736_aVvi.7485 Transcr ibed locus, weakly similar to NP_187201.1 rubber elongation factor (REF) family prot 431.9877 461.122 367.2106 385.1639 16 8.754847 8.849005 8.520464 8.589329 0.0514823 4.235253 0.08445741 10119 1.1867609 up 8.801926 8.554896 0.06658 0.048695 0.24703 1.028876
1617737_at 59.15505 58.03009 21.05558 13.83113 16 5.886429 5.858729 4.396131 3.789847 0.0278677 5.864371 0.05454731 8480 3.4332874 up 5.87258 4.092989 0.019587 0.428707 1.7795906 1.43479
1617738_at 7.995197 7.799124 7.29447 7.258884 10 2.999134 2.963312 2.866803 2.859748 0.0231265 6.46113 0.04877332 7870 1.0851898 up 2.981223 2.863275 0.02533 0.004989 0.1179473 1.041193
1617739_aVvi.2154 GO:000597Xyloglucan endotransg lycosylase XET2 8.233274 9.044343 233.7338 273.1219 16 3.041466 3.177016 7.868722 8.093401 7.24E-04 37.13269 0.02180507 550 29.279549 down 3.109241 7.981062 0.095848 0.158872 -4.8718212 0.389577
1617740_aVvi.3395 GO:000611Putative ripening-related P-450 enzyme (gfh2 gene) 1050.085 1016.353 973.744 1156.082 16 10.03629 9.989186 9.927399 10.17503 0.7889991 0.305273 0.81603307 16051 1.0270276 down 10.01274 10.05121 0.033307 0.1751 -0.038475 0.996172
1617741_aVvi.701 Transcr ibed locus, moderately similar to NP_190336.1 malate dehydrogenase [NAD], chlorop 400.2166 367.5176 604.4895 632.8858 16 8.644637 8.521669 9.239574 9.305801 0.0101019 9.873892 0.03399048 4927 1.6127638 down 8.583153 9.272688 0.086951 0.04683 -0.689535 0.925638
1617742_aVvi.6621 Transcr ibed locus, moderately similar to NP_922512.1 putative homeodomain protein [Oryza s 1271.862 1172.998 1132.606 1095.639 16 10.31273 10.19599 10.14543 10.09756 0.1698159 2.105974 0.2193653 12851 1.0964661 up 10.25436 10.12149 0.082548 0.033852 0.132861 1.013127
1617743_at 10.8194 10.97782 9.827244 9.746809 16 3.435549 3.456519 3.296787 3.28493 0.0059713 12.88292 0.03011482 3288 1.1135572 up 3.446034 3.290858 0.014828 0.008384 0.1551757 1.047154
1617744_x_at 4.942249 5.005904 4.789233 4.790193 16 2.305168 2.323631 2.259795 2.260084 0.0275577 5.898681 0.05410519 8455 1.0384704 up 2.314399 2.259939 0.013055 2.04E-04 0.05446 1.024098
1617745_aVvi.10284 Transcr ibed locus 3.569079 3.595666 3.456427 3.496779 16 1.835552 1.846259 1.789282 1.806027 0.0489496 4.352211 0.08116055 10012 1.0304335 up 1.840905 1.797654 0.007571 0.011841 0.0432514 1.02406
1617746_aVvi.7956 Transcr ibed locus, strongly similar to NP_197294.1 5-methyltetrahydropteroyltriglutamate--ho 7800.624 7965.33 17338.89 17293.5 16 12.92937 12.95952 14.08173 14.07794 1.79E-04 74.74317 0.0168302 174 2.1967754 down 12.94445 14.07983 0.021316 0.002674 -1.135387 0.919361
1617747_aVvi.6807 Transcr ibed locus 5.967265 6.150318 5.753796 5.76329 16 2.57707 2.620661 2.524514 2.526893 0.0786552 3.351745 0.11712556 11148 1.05202 up 2.598866 2.525703 0.030824 0.001682 0.0731621 1.028967
1617748_aVvi.1274 Transcr ibed locus, moderately similar to NP_567103.1 transketolase, putative [Arabidopsis th 8.152012 8.164159 8.742966 7.734734 16 3.027156 3.029304 3.128123 2.951352 0.9083353 0.130182 0.9223354 16349 1.008008 down 3.02823 3.039737 0.001519 0.124996 -0.011507 0.996214
1617749_aVvi.11344 Transcr ibed locus, moderately similar to NP_196875.1 sterol 24-C-methyltransferase, putativ 235.4895 254.5723 585.9887 626.4476 16 7.87952 7.991932 9.194729 9.29105 0.003191 17.66022 0.02774722 1908 2.4745457 down 7.935726 9.242889 0.079488 0.068109 -1.3071633 0.858576
1617750_aVvi.1046 Transcr ibed locus, moderately similar to XP_482599.1 unknown protein [Oryza sativa (japonic 3.891126 3.893143 3.764362 3.788032 16 1.960188 1.960935 1.912405 1.921449 0.0106395 9.617268 0.03473012 5085 1.0307071 up 1.960561 1.916927 5.29E-04 0.006395 0.0436344 1.022763
1617751_s_at 83.37116 95.72333 11.3156 13.78336 16 6.381476 6.580799 3.500241 3.784856 0.0037251 16.33863 0.02823139 2184 7.1531997 up 6.481137 3.642549 0.140942 0.201253 2.8385887 1.779286
1617752_aVvi.9307 Transcr ibed locus, weakly similar to NP_171821.1 extracellular dermal glycoprotein, putative 212.9722 221.0334 179.0955 162.5489 16 7.734521 7.78812 7.484585 7.344729 0.0436344 4.629129 0.07465625 9702 1.2716163 up 7.761321 7.414658 0.0379 0.098893 0.3466634 1.046754
1617753_aVvi.6721 Transcr ibed locus, weakly similar to NP_973695.1 transcr iption regulatory protein SNF2, puta  349.2091 382.7624 355.5199 308.0045 16 8.447948 8.580305 8.473786 8.266808 0.3622762 1.170867 0.41819704 14381 1.1048338 up 8.514126 8.370297 0.093591 0.146356 0.1438295 1.017183
1617754_aVvi.5703 Transcr ibed locus, moderately similar to NP_569014.1 basic helix-loop-helix (bHLH) family p 41.53465 56.01605 130.463 144.5492 16 5.376244 5.807768 7.027497 7.175417 0.0220795 6.617885 0.04750089 7716 2.8470166 down 5.592006 7.101457 0.305134 0.104595 -1.5094509 0.787445
1617755_aVvi.10206 Transcr ibed locus, strongly similar to NP_174064.1 exostosin family protein [Arabidopsis thal 167.4246 129.7161 212.0395 229.4271 16 7.387368 7.019214 7.728189 7.841892 0.0943987 3.019625 0.13525563 11586 1.4966636 down 7.203291 7.785041 0.260324 0.0804 -0.58175 0.925273
1617756_aVvi.1772 Transcr ibed locus, weakly similar to NP_565107.1 isoflavone reductase, putative [Arabidopsis 7.947488 7.766529 7.2401 7.277886 16 2.990499 2.95727 2.85601 2.863519 0.0215607 6.699706 0.04684001 7641 1.0823147 up 2.973885 2.859765 0.023497 0.00531 0.11412 1.039905
1617757_aVvi.2708 Transcr ibed locus 1254.207 1475.434 1075.685 928.5956 16 10.29256 10.52692 10.07104 9.858907 0.1064918 2.813986 0.14953706 11822 1.361096 up 10.40974 9.964973 0.165721 0.150001 0.444769 1.044633
1617758_at 5.164439 5.194037 4.907051 4.940578 16 2.368612 2.376856 2.294856 2.30468 0.0076348 11.37895 0.03135112 4038 1.051877 up 2.372734 2.299768 0.00583 0.006946 0.072966 1.031728
1617759_aVvi.10829 Transcr ibed locus, weakly similar to XP_475395.1 unknown protein [Oryza sativa (japonica cu 10.1802 10.17389 9.379756 9.723434 16 3.347694 3.3468 3.22955 3.281466 0.0715925 3.533625 0.10882428 10921 1.0656539 up 3.347247 3.255508 6.32E-04 0.03671 0.0917389 1.02818
1617760_aVvi.2847 Transcr ibed locus 3.489386 3.495768 3.365619 3.392374 16 1.802973 1.805609 1.750872 1.762295 0.0147632 8.138783 0.03877961 6316 1.0336211 up 1.804291 1.756584 0.001864 0.008077 0.0477074 1.027159
1617761_aVvi.14565 Transcr ibed locus 5.289424 5.319641 5.327851 5.058446 16 2.403111 2.411329 2.413554 2.338694 0.4957394 0.825813 0.54729784 15037 1.0217879 up 2.40722 2.376124 0.005811 0.052934 0.0310956 1.013087
1617762_aVvi.834 Transcr ibed locus 891.3231 876.1847 927.2934 1069.848 16 9.799805 9.775091 9.856882 10.06319 0.2385505 1.661234 0.29260552 13534 1.1270788 down 9.787448 9.960036 0.017475 0.145882 -0.172588 0.982672
1617763_aVvi.6521 Transcr ibed locus 7.048916 7.450738 6.703226 6.708565 16 2.817401 2.897384 2.744856 2.746004 0.1074312 2.799404 0.15066509 11837 1.0806972 up 2.857392 2.74543 0.056556 8.12E-04 0.1119623 1.040781
1617764_aVvi.9835 Transcr ibed locus, weakly similar to NP_195179.2 basic helix-loop-helix (bHLH) family protei 18.21738 13.26259 63.56936 47.72482 16 4.187244 3.72929 5.99026 5.576668 0.0274062 5.915657 0.05392891 8436 3.5435534 down 3.958267 5.783464 0.323822 0.292454 -1.8251968 0.684411
1617765_aVvi.2888 Transcr ibed locus, strongly similar to NP_197024.1 40S ribosomal protein S9 (RPS9B) [Arab 3617.284 3768.24 4192.204 4676.259 16 11.82069 11.87968 12.03349 12.19114 0.0894619 3.1147 0.12965924 11454 1.1992502 down 11.85018 12.11232 0.041709 0.111473 -0.2621325 0.978358
1617766_aVvi.15151 Transcr ibed locus 4.53693 4.550515 4.348718 4.361249 16 2.181716 2.18603 2.12059 2.124741 0.0023828 20.44917 0.02619858 1509 1.0433385 up 2.183873 2.122666 0.00305 0.002935 0.0612072 1.028835



1617767_sVvi.8028 Transcr ibed locus, moderately similar to NP_199900.1 ubiquitin-conjugating enzyme, putative 630.4323 593.4965 575.8294 593.4321 16 9.300198 9.213096 9.169498 9.212939 0.3110076 1.344405 0.366715 14079 1.0463959 up 9.256647 9.191218 0.06159 0.030718 0.065429 1.007119
1617768_aVvi.1075 Transcr ibed locus, weakly similar to XP_475377.1 unknown protein [Oryza sativa (japonica cu 7.05051 6.978079 23.67451 40.3794 16 2.817728 2.80283 4.565263 5.335547 0.0309046 5.555677 0.05847702 8773 4.408006 down 2.810279 4.950405 0.010534 0.544674 -2.140126 0.567687
1617769_aVvi.9572 Transcr ibed locus 6.411324 6.167951 5.96712 5.806467 16 2.680622 2.624791 2.577035 2.537661 0.1079384 2.791607 0.15127406 11845 1.0683312 up 2.652707 2.557348 0.039478 0.027842 0.0953591 1.037288
1617770_aVvi.8024 Transcr ibed locus, moderately similar to NP_567979.1 cyclase family protein [Arabidopsis tha 7935.075 7939.886 8235.301 7940.8 16 12.95403 12.9549 13.00761 12.95507 0.4139516 1.022858 0.46942788 14639 1.0187999 down 12.95447 12.98134 6.18E-04 0.037148 -0.026871 0.99793
1617771_aVvi.78 Transcr ibed locus, moderately similar to NP_179616.1 photosystem I reaction center subunit 1098.701 967.0426 22.71908 18.58423 16 10.10158 9.917436 4.505833 4.216007 9.23E-04 32.90002 0.02245858 681 50.164333 up 10.00951 4.36092 0.130212 0.204938 5.64859 2.295275
1617772_at 4.103588 4.125397 3.952396 3.96006 16 2.036886 2.044533 1.982728 1.985522 0.0051359 13.89995 0.02943507 2891 1.0400008 up 2.04071 1.984125 0.005407 0.001976 0.0565846 1.028519
1617773_aVvi.6268 Transcr ibed locus, moderately similar to NP_565319.1 scr amblase-related [Arabidopsis thali 158.0575 162.0291 158.0488 171.4371 16 7.304306 7.340109 7.304225 7.421536 0.575402 0.663225 0.6203536 15398 1.0285938 down 7.322208 7.362881 0.025317 0.082951 -0.0406732 0.994476
1617774_at 5.706936 5.797751 5.34753 5.342431 16 2.512716 2.535493 2.418873 2.417496 0.0114046 9.283681 0.03537069 5352 1.0761808 up 2.524105 2.418184 0.016106 9.73E-04 0.1059205 1.043802
1617775_at 3.704482 3.683967 3.542591 3.559681 16 1.889272 1.88126 1.824805 1.831748 0.0085402 10.75156 0.03213413 4411 1.0402929 up 1.885266 1.828276 0.005665 0.004909 0.0569897 1.031171
1617776_aVvi.12626 Transcr ibed locus, weakly similar to XP_473970.1 OSJNBb0060E08.12 [Oryza sativa (japonic 11.23795 11.1845 11.01525 10.68198 16 3.490307 3.483429 3.46143 3.417107 0.167815 2.122437 0.21731137 12819 1.0335437 up 3.486868 3.439269 0.004864 0.031341 0.0475994 1.01384
1617777_at 4.881169 4.902247 4.736599 4.746196 16 2.287227 2.293443 2.243851 2.246772 0.0057673 13.1108 0.02994013 3197 1.0316997 up 2.290335 2.245312 0.004396 0.002065 0.045023 1.020052
1617778_aVvi.10396 Transcr ibed locus, weakly similar to NP_680196.1 RNA cyclase family protein [Arabidopsis th 907.3646 884.8485 1283.747 1414.964 16 9.825539 9.789287 10.32615 10.46655 0.0148203 8.122721 0.03880871 6339 1.5041349 down 9.807413 10.39635 0.025634 0.099281 -0.588934 0.943352
1617779_aVvi.10823 Transcr ibed locus, strongly similar to NP_195526.1 histone deacetylase (RPD3A) [Arabidops  736.7484 754.6604 783.1992 782.2084 16 9.525028 9.559684 9.613235 9.611409 0.0563562 4.032216 0.09043686 10344 1.0496914 down 9.542357 9.612322 0.024505 0.001291 -0.0699655 0.992721
1617780_aVvi.9698 Transcr ibed locus, strongly similar to NP_191790.1 RNA helicase, putative [Arabidopsis thal 352.004 316.437 385.6587 451.5801 16 8.459448 8.305775 8.591181 8.818838 0.1434247 2.347536 0.19055197 12495 1.2504073 down 8.382611 8.705009 0.108663 0.160978 -0.322398 0.962964
1617781_aVvi.12762 Transcr ibed locus, weakly similar to NP_196577.1 expressed protein [Arabidopsis thaliana] 5.815567 5.855275 6.334482 5.916361 16 2.53992 2.549737 2.663227 2.56471 0.2973113 1.396705 0.35299733 13982 1.0490911 down 2.544828 2.613968 0.006942 0.069662 -0.06914 0.97355
1617782_aVvi.422 Transcr ibed locus 13.73371 10.08196 8.826519 9.744576 16 3.779649 3.333704 3.141845 3.2846 0.2800564 1.467012 0.33570367 13849 1.2687913 up 3.556677 3.213222 0.315331 0.100943 0.3434549 1.106888
1617783_aVvi.3133 Transcr ibed locus, weakly similar to NP_176081.1 expressed protein [Arabidopsis thaliana] 576.7684 622.6946 649.9379 674.22 16 9.171848 9.282381 9.344158 9.397076 0.1439643 2.341996 0.19119237 12500 1.1045833 down 9.227115 9.370617 0.078158 0.037418 -0.143502 0.984686
1617784_aVvi.3720 Transcr ibed locus, moderately similar to NP_567133.1 complex 1 family protein / LVR family p  160.862 120.0937 154.2313 178.5133 16 7.32968 6.908016 7.268952 7.479888 0.3916062 1.084124 0.4468655 14548 1.1938093 down 7.118848 7.37442 0.298161 0.149154 -0.255572 0.965343
1617785_aVvi.9162 Transcr ibed locus, weakly similar to NP_201042.2 invertase/pectin methylesterase inhibitor fa 6.132848 6.443346 1671.797 1810.088 16 2.616557 2.68781 10.70718 10.82184 6.92E-05 120.1862 0.0147337 77 276.72906 down 2.652184 10.76451 0.050383 0.081077 -8.1123305 0.246382
1617786_aVvi.5653 Transcr ibed locus, weakly similar to NP_915291.1 P0031D02.33 [Oryza sativa (japonica cultiv 4.788439 4.838282 4.59052 4.587234 16 2.259555 2.274495 2.198658 2.197625 0.01161 9.199742 0.03549833 5426 1.0489049 up 2.267025 2.198141 0.010564 7.30E-04 0.068884 1.031337
1617787_at 7.403069 7.680311 6.964857 6.769989 16 2.888124 2.941165 2.800094 2.759153 0.0564066 4.030252 0.09048822 10348 1.0981086 up 2.914644 2.779624 0.037506 0.028949 0.1350207 1.048575
1617788_aVvi.9643 Transcr ibed locus, weakly similar to NP_912587.1 Unknown protein [Oryza sativa (japonica cu 632.2878 543.7921 372.3922 343.8934 16 9.304438 9.086911 8.540679 8.425818 0.0285357 5.792327 0.05542115 8547 1.6385585 up 9.195675 8.483248 0.153814 0.081219 0.712427 1.08398
1617789_aVvi.370 Transcr ibed locus, weakly similar to NP_563635.1 short-chain dehydrogenase/reductase (SD    821.7894 745.1907 1026.087 1090.027 16 9.682625 9.541466 10.00294 10.09015 0.0345784 5.237229 0.06319583 9083 1.3514403 down 9.612045 10.04654 0.099815 0.061667 -0.434498 0.956751
1617790_aVvi.6996 Transcr ibed locus, weakly similar to NP_191916.3 basic helix-loop-helix (bHLH) family protei 4.344358 4.353369 4.234837 4.253187 16 2.119143 2.122132 2.082306 2.088544 0.0095102 10.18101 0.03339758 4725 1.0247076 up 2.120638 2.085425 0.002114 0.004411 0.0352123 1.016885
1617791_sVvi.3017 Transcr ibed locus, weakly similar to NP_181674.1 dehydration-induced protein (ERD15) [Ara 454.1714 434.4839 381.2152 409.9945 16 8.827093 8.763159 8.574462 8.679461 0.1116625 2.735896 0.15544358 11925 1.1236286 up 8.795126 8.626961 0.045208 0.074245 0.168165 1.019493
1617792_aVvi.4827 Transcr ibed locus, weakly similar to NP_191806.1 pentatricopeptide (PPR) repeat-containing 204.5395 272.1958 434.5428 380.1953 16 7.676236 8.088501 8.763354 8.570597 0.0747965 3.448047 0.11264262 11023 1.7226229 down 7.882368 8.666975 0.291516 0.1363 -0.784607 0.909472
1617793_aVvi.2751 Transcr ibed locus 6.812311 6.830701 6.318299 6.31514 16 2.768144 2.772034 2.659536 2.658815 3.18E-04 56.0783 0.01827131 283 1.079912 up 2.770089 2.659175 0.00275 5.10E-04 0.1109137 1.04171
1617794_x_at 19.69948 17.05329 14.9584 16.95969 16 4.300086 4.091978 3.902884 4.084038 0.2797302 1.468393 0.33542523 13844 1.1507472 up 4.196032 3.993461 0.147154 0.128095 0.2025709 1.050726
1617795_aVvi.15688 Transcr ibed locus 5.005695 5.078141 4.804874 4.782255 16 2.323571 2.344301 2.264499 2.257691 0.0217043 6.676781 0.04697967 7669 1.0517856 up 2.333936 2.261095 0.014658 0.004814 0.0728407 1.032215
1617796_aVvi.6466 Transcr ibed locus, weakly similar to NP_172701.2 cornichon family protein [Arabidopsis thalia 4.861426 4.697458 4.557024 4.611463 16 2.28138 2.23188 2.188092 2.205225 0.1491844 2.289851 0.19703731 12569 1.0424454 up 2.25663 2.196658 0.035001 0.012115 0.0599719 1.027301
1617797_sVvi.8891 Transcr ibed locus, moderately similar to NP_851228.1 actin-depolymerizing factor 4 (ADF4) 9703.833 9565.137 6408.208 6611.507 16 13.24434 13.22357 12.64571 12.69076 0.0019173 22.80478 0.02532748 1252 1.4801255 up 13.23395 12.66823 0.014685 0.031861 0.565719 1.044657
1617798_aVvi.2475 Transcr ibed locus, moderately similar to NP_565946.1 bZIP transcr iption factor family protein 740.8919 784.7415 539.6556 542.251 16 9.533119 9.616074 9.075895 9.082817 0.0069892 11.89871 0.03086858 3758 1.4095554 up 9.574596 9.079356 0.058658 0.004894 0.49524 1.054546
1617799_aVvi.12256 Transcr ibed locus, weakly similar to XP_471380.1 OSJNBa0042D13.12 [Oryza sativa (japonic  11.83093 11.89156 10.07249 10.24401 16 3.564491 3.571866 3.332349 3.356709 0.0032223 17.57385 0.02783547 1918 1.1676838 up 3.568179 3.344529 0.005215 0.017226 0.2236497 1.06687
1617800_aVvi.15331 Transcr ibed locus 3.436736 3.454331 3.332447 3.357422 16 1.781039 1.788407 1.736582 1.747354 0.0225097 6.552167 0.04800961 7783 1.0300789 up 1.784723 1.741968 0.00521 0.007617 0.0427548 1.024544
1617801_aVvi.1225 Transcr ibed locus 214.4451 210.9776 307.5482 317.1442 16 7.744465 7.720946 8.264668 8.308995 0.0020438 22.08566 0.02553182 1328 1.4682796 down 7.732705 8.286832 0.01663 0.031344 -0.554127 0.933132
1617802_aVvi.2099 Transcr ibed locus, moderately similar to NP_187886.2 short-chain dehydrogenase/reductase 213.6232 205.8916 281.6957 251.2019 16 7.738925 7.685741 8.137994 7.972704 0.0584962 3.950975 0.09303124 10438 1.2684052 down 7.712333 8.055348 0.037607 0.116878 -0.3430153 0.957418
1617803_sVvi.206 Transcr ibed locus, strongly similar to NP_176968.1 glycerate dehydrogenase / NADH-depen 18.40798 23.54104 11.8056 7.685852 16 4.202259 4.557106 3.5614 2.942205 0.0871998 3.160808 0.12699045 11399 2.1853738 up 4.379683 3.251802 0.250915 0.437837 1.1278801 1.346848
1617804_at 9.352326 9.312311 9.039387 9.024423 16 3.225325 3.219139 3.176225 3.173835 0.0048981 14.23591 0.02943507 2757 1.0332595 up 3.222232 3.17503 0.004374 0.00169 0.0472025 1.014867
1617805_aVvi.15550 Transcr ibed locus 322.9158 297.2522 386.8122 340.2605 16 8.335014 8.215544 8.59549 8.410496 0.1745467 2.068075 0.2244461 12910 1.1709777 down 8.275279 8.502993 0.084478 0.13081 -0.227714 0.97322
1617806_aVvi.1047 Transcr ibed locus, moderately similar to NP_181528.1 eukaryotic translation initiation factor 3 2398.318 2301.159 2911.522 3280.912 16 11.22781 11.16815 11.50756 11.67988 0.0491998 4.340265 0.08147779 10024 1.3156204 down 11.19798 11.59372 0.042187 0.121851 -0.3957435 0.965866
1617807_at 4.359858 4.378818 4.236342 4.257989 16 2.124281 2.130541 2.082819 2.090172 0.0136428 8.473609 0.03754943 6031 1.0287663 up 2.127411 2.086496 0.004427 0.005199 0.0409152 1.01961
1617808_at 4.028234 4.051472 3.914286 3.937005 16 2.010147 2.018446 1.968749 1.977099 0.0196462 7.02889 0.0446437 7305 1.0290928 up 2.014297 1.972924 0.005868 0.005904 0.041373 1.02097
1617809_aVvi.6554 Transcr ibed locus, moderately similar to NP_199626.1 phytochrome A signal transduction 1 (  1167.912 1258.836 1344.649 1343.074 16 10.18972 10.29787 10.39301 10.39132 0.1111583 2.743283 0.15488464 11914 1.1083186 down 10.2438 10.39217 0.07648 0.001196 -0.148373 0.985723
1617810_aVvi.7213 Transcr ibed locus, weakly similar to NP_194930.1 expressed protein [Arabidopsis thaliana] 2958.705 3017.223 943.5718 963.5656 16 11.53075 11.55901 9.881989 9.912239 1.58E-04 79.61236 0.0168302 151 3.1334765 up 11.54488 9.897114 0.01998 0.02139 1.647764 1.166489
1617811_sVvi.13137 Transcr ibed locus, moderately similar to XP_507363.1 PREDICTED OJ1047_A06.117 gene 4850.772 4907.543 5360.253 5372.261 16 12.244 12.26079 12.38809 12.39131 0.0038528 16.06392 0.02832987 2255 1.099851 down 12.25239 12.3897 0.011871 0.002283 -0.137308 0.988918
1617812_at 6.566141 6.691358 6.167491 6.1483 16 2.715046 2.742299 2.624684 2.620188 0.0164835 7.692253 0.04075956 6713 1.0764169 up 2.728673 2.622436 0.019271 0.003179 0.1062369 1.040511
1617813_aVvi.8385 Transcr ibed locus, weakly similar to NP_565640.1 transcr iption factor-related [Arabidopsis th 21.45051 23.11905 71.73025 70.80467 16 4.42294 4.53101 6.16451 6.145773 0.0010662 30.60038 0.02259248 779 3.2002084 down 4.476975 6.155141 0.076417 0.013249 -1.678166 0.727355
1617814_aVvi.14777 Transcr ibed locus 5.11129 5.098061 4.899548 4.963309 16 2.353687 2.349949 2.292649 2.311302 0.0345471 5.239728 0.06315255 9081 1.035152 up 2.351818 2.301976 0.002644 0.01319 0.0498425 1.021652
1617815_aVvi.598 Transcr ibed locus 13.47149 13.61475 71.15532 70.13135 16 3.751837 3.767098 6.152899 6.131988 2.95E-05 184.096 0.01323349 36 5.2161164 down 3.759468 6.142444 0.010791 0.014787 -2.3829761 0.612048
1617816_aVvi.14842 Transcr ibed locus 4.856569 4.883256 4.886975 4.692025 16 2.279938 2.287844 2.288942 2.230211 0.498124 0.820589 0.5493825 15052 1.0169961 up 2.283891 2.259576 0.00559 0.041529 0.0243142 1.010761
1617817_aVvi.6443 Transcr ibed locus, weakly similar to NP_568965.1 expressed protein [Arabidopsis thaliana] 534.1704 499.7306 467.6788 448.6452 16 9.061156 8.965007 8.869374 8.809431 0.0919588 3.065702 0.13249157 11522 1.1279306 up 9.013082 8.839403 0.067988 0.042386 0.173679 1.019648
1617818_aVvi.3045 Transcr ibed locus 4.800833 4.821187 4.650967 4.608735 16 2.263285 2.269388 2.217531 2.204371 0.0167213 7.635991 0.04106601 6759 1.0391368 up 2.266336 2.210951 0.004316 0.009306 0.0553855 1.025051
1617819_aVvi.15366 Transcr ibed locus 4.489584 4.514512 4.369112 4.377606 16 2.166582 2.17457 2.12734 2.130142 0.0100823 9.88363 0.03399048 4922 1.0294219 up 2.170576 2.128741 0.005649 0.001981 0.0418343 1.019652
1617820_aVvi.3491 Transcr ibed locus, weakly similar to XP_473268.1 OSJNBa0074L08.16 [Oryza sativa (japonic 692.4875 575.4595 639.1815 717.7161 16 9.435644 9.168571 9.320082 9.487269 0.5851978 0.644699 0.62928003 15438 1.0729392 down 9.302107 9.403675 0.18885 0.11822 -0.101568 0.989199
1617821_aVvi.580 Transcr ibed locus, strongly similar to NP_563834.1 protein kinase, putative [Arabidopsis thali 193.7069 160.8168 304.5421 292.0105 16 7.597732 7.329274 8.250498 8.189877 0.0315171 5.498804 0.05921086 8836 1.689603 down 7.463503 8.220187 0.189829 0.042866 -0.756684 0.907948
1617822_aVvi.8891 Transcr ibed locus, moderately similar to NP_851228.1 actin-depolymerizing factor 4 (ADF4) 7.20787 7.277064 6.952227 7.051359 16 2.849573 2.863357 2.797475 2.817901 0.0582842 3.958828 0.09275633 10431 1.0343875 up 2.856465 2.807688 0.009747 0.014444 0.0487767 1.017373
1617823_aVvi.7120 Transcr ibed locus, moderately similar to NP_196820.1 protein kinase family protein [Arabidop 559.661 554.375 556.1133 594.2487 16 9.128409 9.114718 9.119235 9.214923 0.4457384 0.941733 0.49943632 14816 1.0320516 down 9.121564 9.167079 0.009681 0.067662 -0.045515 0.995035
1617824_at 3.820227 3.861366 3.704206 3.705101 16 1.933658 1.949111 1.889164 1.889513 0.0213465 6.734343 0.04653912 7614 1.0367342 up 1.941385 1.889339 0.010927 2.46E-04 0.0520461 1.027547
1617825_s_at 117.2814 134.765 101.1281 121.6333 16 6.87383 7.074302 6.660039 6.926394 0.3913011 1.084987 0.44654807 14547 1.1335512 up 6.974066 6.793217 0.141755 0.188341 0.1808496 1.026622
1617826_sVvi.10150 Transcr ibed locus, moderately similar to NP_922593.1 putative zinc finger protein [Oryza sati 1355.648 1321.604 1198.101 1176.237 16 10.40477 10.36807 10.22653 10.19996 0.0166824 7.645115 0.04103233 6747 1.1275349 up 10.38642 10.21325 0.025946 0.018788 0.173172 1.016956
1617827_aVvi.1631 Transcr ibed locus, moderately similar to NP_172964.1 ubiquinol-cytochrome C reductase co 6798.766 7105.989 7440.511 7712.827 16 12.73106 12.79482 12.86119 12.91304 0.0942839 3.021755 0.13512616 11583 1.0898858 down 12.76294 12.88712 0.045087 0.036669 -0.124177 0.990364
1617828_aVvi.8566 Transcr ibed locus 6.168828 6.200047 6.362334 5.908405 16 2.624996 2.632279 2.669556 2.562769 0.837363 0.233107 0.8590965 16181 1.0086849 up 2.628638 2.616162 0.00515 0.07551 0.0124755 1.004769
1617829_aVvi.9209 Transcr ibed locus, weakly similar to NP_565855.1 heavy-metal-associated domain-containing  2252.346 2335.335 2611.868 2295.65 16 11.13721 11.18941 11.35087 11.16469 0.4315741 0.977078 0.48645478 14728 1.0676682 down 11.16331 11.25778 0.036912 0.131649 -0.094463 0.991609
1617830_aVvi.2023 Transcr ibed locus, weakly similar to XP_420519.1 PREDICTED: similar to lysosomal glycosy 293.3158 293.5759 373.2545 352.7302 16 8.196311 8.19759 8.544016 8.462421 0.0172896 7.506161 0.04173952 6876 1.2365047 down 8.196951 8.503219 9.04E-04 0.057696 -0.306268 0.963982
1617831_aVvi.14388 Transcr ibed locus 997.1944 1081.034 1264.37 1328.751 16 9.961731 10.0782 10.3042 10.37586 0.0427275 4.681349 0.07344817 9657 1.2483872 down 10.01996 10.34003 0.082353 0.050666 -0.320066 0.969046
1617832_sVvi.1483 Transcr ibed locus, weakly similar to NP_199542.1 expressed protein [Arabidopsis thaliana] 1649.592 1603.439 1095.153 1024.511 16 10.68789 10.64695 10.09692 10.00072 0.0070649 11.83416 0.03090239 3793 1.5353894 up 10.66742 10.04882 0.028949 0.068021 0.618604 1.06156
1617833_aVvi.3467 Transcr ibed locus, weakly similar to NP_566014.1 expressed protein [Arabidopsis thaliana] 28.42495 33.05236 30.10361 27.57963 16 4.829086 5.046681 4.911865 4.785531 0.5518708 0.708918 0.5992255 15289 1.0637696 up 4.937883 4.848698 0.153863 0.089331 0.0891857 1.018394
1617834_aVvi.10970 Transcr ibed locus, weakly similar to NP_564474.1 expressed protein [Arabidopsis thaliana] 8.898939 8.984828 8.422866 8.745968 16 3.153634 3.167491 3.074311 3.128618 0.1694622 2.108864 0.21897721 12846 1.0418137 up 3.160562 3.101465 0.009798 0.038401 0.0590973 1.019055
1617835_at 5.742209 5.79526 5.650134 5.84234 16 2.521606 2.534873 2.498285 2.546546 0.8376303 0.232714 0.8592646 16183 1.0040449 up 2.52824 2.522416 0.009382 0.034126 0.0058239 1.002309
1617836_aVvi.14813 Transcr ibed locus 7.312196 7.476863 6.703396 6.844952 16 2.870305 2.902433 2.744892 2.77504 0.0290556 5.737955 0.05606477 8603 1.0915685 up 2.886369 2.759966 0.022718 0.021318 0.1264026 1.045799
1617837_aVvi.5545 Transcr ibed locus, weakly similar to NP_190455.2 expressed protein [Arabidopsis thaliana] 257.9605 261.9213 333.7451 290.4604 16 8.011006 8.03299 8.382603 8.182198 0.1228422 2.583263 0.16800608 12138 1.197813 down 8.021997 8.2824 0.015544 0.141708 -0.260403 0.968559
1617838_aVvi.15461 Transcr ibed locus 4.058203 4.06113 3.902579 3.922564 16 2.020841 2.021881 1.964428 1.971797 0.0048477 14.31033 0.02937093 2739 1.0375986 up 2.021361 1.968113 7.36E-04 0.005211 0.0532484 1.027056
1617839_aVvi.6776 Transcr ibed locus, moderately similar to NP_189059.1 glutathione reductase, putative [Arabid  2840.595 2871.817 2905.109 2867.014 16 11.47198 11.48775 11.50438 11.48533 0.3490523 1.212688 0.4051857 14301 1.0104463 down 11.47986 11.49486 0.011152 0.013465 -0.014993 0.998696
1617840_aVvi.6792 Transcr ibed locus, moderately similar to NP_567210.1 expressed protein [Arabidopsis thalian 171.8017 167.5923 202.7317 194.8396 16 7.424601 7.388812 7.663428 7.606143 0.0212303 6.753364 0.04637697 7599 1.1712745 down 7.406706 7.634786 0.025306 0.040506 -0.2280794 0.970126
1617841_aVvi.15005 Transcr ibed locus 3.891508 3.904915 3.773397 3.788735 16 1.960329 1.965291 1.915864 1.921716 0.0075102 11.47408 0.03126878 3985 1.0309827 up 1.96281 1.91879 0.003509 0.004138 0.0440202 1.022942
1617842_aVvi.2606 Transcr ibed locus, moderately similar to NP_189208.1 serine/threonine protein phosphatase 222.547 225.8221 207.3822 232.9467 16 7.797966 7.819043 7.696148 7.863856 0.7680303 0.337254 0.79722637 15993 1.0199529 up 7.808505 7.780002 0.014904 0.118587 0.0285026 1.003664
1617843_aVvi.15246 Transcr ibed locus 2.845483 2.8606 2.769589 2.783267 16 1.508673 1.516318 1.469672 1.476779 0.0172074 7.524542 0.04163794 6860 1.0275937 up 1.512496 1.473226 0.005405 0.005026 0.03927 1.026656
1617844_aVvi.14414 Transcr ibed locus 4.83353 4.845859 4.645593 5.07097 16 2.273077 2.276753 2.215863 2.342262 0.9536647 0.065598 0.96060807 16481 1.002879 down 2.274915 2.279062 0.002599 0.089378 -0.0041476 0.99818
1617845_aVvi.226 Transcr ibed locus, moderately similar to NP_566994.1 expressed protein [Arabidopsis thalian 1110.027 1073.352 1117.944 1161.353 16 10.11638 10.06791 10.12663 10.18159 0.2328504 1.691297 0.28660896 13487 1.0438894 down 10.09214 10.15411 0.034274 0.038861 -0.061969 0.993897
1617846_aVvi.6899 Transcr ibed locus, strongly similar to NP_922522.1 putative ubiquitin-conjugating enzyme [O 6889.288 7156.68 5151.682 4993.175 16 12.75014 12.80507 12.33083 12.28574 0.0056835 13.20797 0.02982877 3159 1.3844589 up 12.77761 12.30829 0.038845 0.03188 0.469322 1.038131
1617847_aVvi.9700 Transcr ibed locus, weakly similar to NP_566273.1 heavy-metal-associated domain-containing 5.694239 5.722465 5.544855 5.788127 16 2.509503 2.516637 2.47115 2.533097 0.7590469 0.351104 0.78943163 15962 1.0076165 up 2.51307 2.502123 0.005044 0.043803 0.0109469 1.004375
1617848_aVvi.4581 Transcr ibed locus, weakly similar to NP_180416.1 cupin family protein [Arabidopsis thaliana] 3.318956 3.334375 3.220299 3.236386 16 1.73073 1.737417 1.687195 1.694384 0.0126206 8.816966 0.03658449 5726 1.0304565 up 1.734073 1.690789 0.004728 0.005083 0.0432837 1.0256
1617849_aVvi.6859 Transcr ibed locus, moderately similar to NP_182301.1 glutathione-conjugate transporter (MR  1124.169 1216.072 1277.047 1237.292 16 10.13464 10.24801 10.3186 10.27297 0.229486 1.709495 0.28316063 13454 1.0750881 down 10.19133 10.29578 0.080164 0.032262 -0.104455 0.989855
1617850_aVvi.12128 Transcr ibed locus 6.285127 6.323865 6.017924 5.944579 16 2.651942 2.660807 2.589266 2.571575 0.0165483 7.676795 0.04086503 6722 1.0540578 up 2.656374 2.58042 0.006268 0.01251 0.0759539 1.029435
1617851_sVvi.12966 Transcr ibed locus 140.5499 173.4991 367.7047 331.883 16 7.134938 7.438784 8.522404 8.374531 0.020508 6.875072 0.04550574 7481 2.237063 down 7.286861 8.448467 0.214851 0.104562 -1.1616056 0.862507
1617852_aVvi.9507 Transcr ibed locus, weakly similar to NP_193428.2 disease resistance protein (TIR-NBS-LRR 8.934349 9.15532 7.741447 8.694331 16 3.159363 3.19461 2.952603 3.120075 0.2419704 1.643641 0.29605663 13568 1.1023995 up 3.176987 3.036339 0.024924 0.118421 0.1406472 1.046321
1617853_aVvi.10427 Transcr ibed locus, weakly similar to NP_191035.2 expressed protein [Arabidopsis thaliana] 6.315908 8.898201 10.72013 22.00604 16 2.65899 3.153514 3.422251 4.459827 0.2135714 1.80057 0.266209 13318 2.0488114 down 2.906252 3.941039 0.349681 0.733678 -1.034787 0.737433
1617854_aVvi.11379 Transcr ibed locus, weakly similar to NP_563986.1 expressed protein [Arabidopsis thaliana] 3.641676 3.652933 3.527159 3.541482 16 1.864603 1.869055 1.818507 1.824353 0.0064867 12.35573 0.0304738 3532 1.0319687 up 1.866829 1.82143 0.003148 0.004134 0.0453992 1.024925
1617855_aVvi.8518 Transcr ibed locus 216.2117 244.0603 688.4809 696.5616 16 7.7563 7.931093 9.427273 9.444107 0.0030279 18.13188 0.02766159 1810 3.0146558 down 7.843697 9.43569 0.123597 0.011904 -1.5919934 0.83128
1617856_aVvi.6333 Transcr ibed locus 7.617729 8.487315 7.230828 7.42735 16 2.929361 3.085308 2.854161 2.892848 0.237662 1.665859 0.2915803 13531 1.097203 up 3.007335 2.873504 0.110272 0.027356 0.1338305 1.046574
1617857_at 1847.378 1566.793 1893.958 1839.163 16 10.85126 10.6136 10.88719 10.84483 0.3837277 1.106672 0.43941563 14497 1.0970119 down 10.73243 10.86601 0.168054 0.02995 -0.13358 0.987707
1617858_at 8.115957 8.6997 7.684864 7.536327 16 3.020762 3.120966 2.94202 2.913862 0.1109561 2.74626 0.15469372 11907 1.1041398 up 3.070864 2.927941 0.070855 0.019911 0.1429229 1.048813
1617859_at 2.886665 2.913949 2.796925 2.822206 12 1.529404 1.542975 1.483842 1.496823 0.0394675 4.883377 0.06929734 9454 1.0322963 up 1.53619 1.490333 0.009597 0.00918 0.0458571 1.03077
1617860_aVvi.7367 Transcr ibed locus, weakly similar to NP_568699.1 protease inhibitor/seed storage/lipid transf 111.7099 117.048 333.8801 330.0815 16 6.803613 6.870956 8.383186 8.366678 5.08E-04 44.35283 0.01952104 431 2.9032066 down 6.837285 8.374932 0.047619 0.011673 -1.537647 0.816399
1617861_aVvi.3673 Transcr ibed locus, moderately similar to NP_181287.1 RNA-binding protein, putative [Arabid 411.0759 411.1223 701.4178 772.4858 16 8.683261 8.683424 9.45413 9.593365 0.0067923 12.07178 0.03073394 3663 1.7905533 down 8.683342 9.523747 1.15E-04 0.098454 -0.840405 0.911757
1617862_at 5.738421 5.738955 5.422568 5.495954 16 2.520654 2.520788 2.438976 2.45837 0.0176372 7.429853 0.04221035 6936 1.0512077 up 2.520721 2.448673 9.47E-05 0.013713 0.0720478 1.029423
1617863_aVvi.2610 Transcr ibed locus, weakly similar to NP_568393.1 zinc knuckle (CCHC-type) family protein [A 49.20234 37.8163 26.14719 19.51235 16 5.620655 5.240936 4.708584 4.286315 0.081409 3.287077 0.12020204 11243 1.9096997 up 5.430796 4.49745 0.268502 0.298589 0.9333457 1.207528
1617864_aVvi.22 Transcr ibed locus, moderately similar to NP_566767.1 60S ribosomal protein L5 [Arabidopsis 8146.326 8059.986 9459.312 9958.058 16 12.99193 12.97656 13.20752 13.28165 0.0204937 6.877543 0.04550574 7474 1.1977583 down 12.98425 13.24458 0.01087 0.052417 -0.260337 0.980344
1617865_at 3.920905 3.941794 3.80527 3.825963 16 1.971187 1.978852 1.927999 1.935823 0.0157594 7.871342 0.03982425 6568 1.0303316 up 1.97502 1.931911 0.00542 0.005532 0.0431087 1.022314
1617866_aVvi.15642 Transcr ibed locus 3.034445 3.045246 2.946557 2.96015 16 1.601433 1.606559 1.55903 1.56567 0.0099911 9.929317 0.03390677 4889 1.0292872 up 1.603996 1.56235 0.003625 0.004695 0.0416456 1.026656
1617867_at 28.69688 29.24527 22.4714 41.87272 10 4.842822 4.870132 4.490018 5.387939 0.8712031 0.183676 0.88898057 16269 1.0588523 down 4.856477 4.938978 0.019311 0.634926 -0.082501 0.983296
1617868_aVvi.11197 Transcr ibed locus, weakly similar to NP_563927.1 expressed protein [Arabidopsis thaliana] 556.9204 520.0673 308.2285 350.3039 16 9.121327 9.022554 8.267857 8.452463 0.0209535 6.799274 0.04601445 7559 1.6378254 up 9.071941 8.36016 0.069843 0.130537 0.711781 1.08514
1617869_aVvi.5900 Transcr ibed locus 8.756033 8.816132 8.202833 8.312233 16 3.130278 3.140146 3.036122 3.055236 0.014126 8.32437 0.03812385 6149 1.0640256 up 3.135212 3.045679 0.006978 0.013515 0.089533 1.029397
1617870_aVvi.8591 Transcr ibed locus, weakly similar to NP_175801.1 GDSL-motif lipase/hydrolase family protein 6.82149 6.855578 6.661802 6.538423 16 2.770087 2.777278 2.735913 2.708943 0.0667974 3.672591 0.10311521 10753 1.0361658 up 2.773683 2.722428 0.005085 0.019071 0.051255 1.018827
1617871_aVvi.11250 Transcr ibed locus, weakly similar to NP_568750.1 ATP-dependent Clp protease ATP-binding 6.915711 7.018422 6.707535 6.655782 16 2.789878 2.811147 2.745783 2.734608 0.0374521 5.02099 0.06672166 9318 1.0426949 up 2.800512 2.740195 0.01504 0.007902 0.060317 1.022012
1617872_sVvi.11361 Transcr ibed locus, moderately similar to NP_187110.1 tRNA synthetase class I (W and Y) fam 1756.23 1741.602 1685.353 1730.731 16 10.77827 10.7662 10.71884 10.75717 0.2305495 1.703705 0.28424054 13465 1.024011 up 10.77223 10.738 0.008533 0.027104 0.034231 1.003188
1617873_at 4.544335 4.634884 4.414629 4.424253 16 2.184069 2.212533 2.142292 2.145434 0.0627406 3.801952 0.09818261 10608 1.0384545 up 2.198301 2.143863 0.020127 0.002221 0.0544381 1.025393
1617874_aVvi.15649 Transcr ibed locus 5.868948 5.914615 5.536983 5.551618 16 2.553102 2.564284 2.4691 2.472908 0.0045065 14.8459 0.02926091 2549 1.0626665 up 2.558693 2.471004 0.007907 0.002693 0.087689 1.035487
1617875_aVvi.7718 Transcr ibed locus, moderately similar to NP_915111.1 beta-N-acetylhexosaminidase -like pro 22.677 22.89881 38.06456 40.79988 16 4.503158 4.517201 5.250377 5.350493 0.0040665 15.63373 0.02864669 2350 1.7293807 down 4.51018 5.300435 0.009929 0.070793 -0.7902555 0.850907
1617876_aVvi.7616 Putative ripening-related protein (grip61 gene) 4.261119 4.299578 4.11009 4.131254 16 2.091232 2.104195 2.03917 2.04658 0.0180335 7.345541 0.04270794 7009 1.0387431 up 2.097714 2.042875 0.009166 0.00524 0.0548389 1.026844
1617877_aVvi.9736 Transcr ibed locus, weakly similar to NP_181519.1 LIM domain-containing protein [Arabidops 5.666493 5.703683 5.399796 5.418503 16 2.502456 2.511894 2.432905 2.437894 0.0054849 13.4469 0.02965942 3066 1.0510093 up 2.507175 2.4354 0.006673 0.003528 0.0717755 1.029472
1617878_aVvi.11398 Transcr ibed locus, strongly similar to NP_849299.1 polyubiquitin (UBQ10) (SEN3) [Arabidop 10781.36 11014.89 13111.04 14021.73 16 13.39625 13.42717 13.67849 13.77538 0.0250462 6.199402 0.05127842 8108 1.2442079 down 13.41171 13.72694 0.02186 0.068507 -0.315227 0.977036
1617879_at 5.868929 5.920636 5.532245 5.633552 11 2.553097 2.565752 2.467865 2.494045 0.0326567 5.397207 0.06078109 8919 1.0558975 up 2.559425 2.480955 0.008948 0.018512 0.0784696 1.031629
1617880_at 346.3481 343.8206 444.1073 406.1827 16 8.436079 8.425512 8.794765 8.665985 0.0434958 4.63701 0.07445268 9698 1.2307857 down 8.430796 8.730375 0.007472 0.091061 -0.299579 0.965685
1617881_aVvi.9387 Transcr ibed locus, weakly similar to NP_192699.1 gibberellin-regulated protein 2 (GASA2) / 4.085478 4.106307 67.33313 32.66742 16 2.030505 2.037842 6.073245 5.02978 0.0213027 6.741491 0.04646836 7609 11.450506 down 2.034173 5.551513 0.005188 0.737841 -3.5173394 0.366418
1617882_aVvi.3410 Transcr ibed locus, moderately similar to NP_173303.1 HNH endonuclease domain-containin 578.37 571.1211 395.8981 376.5072 16 9.175849 9.157653 8.628985 8.556534 0.0042077 15.36757 0.0288901 2416 1.4886358 up 9.166751 8.59276 0.012867 0.051231 0.573991 1.066799
1617883_aVvi.11562 Transcr ibed locus, weakly similar to NP_566112.1 tic20 protein-related [Arabidopsis thaliana] 50.20245 50.73785 131.2008 124.603 16 5.649686 5.66499 7.035633 6.961195 8.02E-04 35.29394 0.0221369 598 2.5334017 down 5.657338 6.998414 0.010822 0.052635 -1.341076 0.808374
1617884_aVvi.6065 Transcr ibed locus 5.521097 5.542279 5.381449 5.487586 16 2.464955 2.470479 2.427995 2.456172 0.2161 1.785513 0.268741 13349 1.0179269 up 2.467717 2.442083 0.003906 0.019924 0.0256341 1.010497
1617885_at 8.508052 7.452208 9.080198 10.34357 16 3.088829 2.897668 3.182724 3.370662 0.1687537 2.11468 0.218333 12831 1.2170972 down 2.993249 3.276693 0.135171 0.132892 -0.2834444 0.913497
1617886_aVvi.2485 Transcr ibed locus, moderately similar to NP_568005.1 aminotransferase class I and II family 2296.93 2275.42 2188.425 2080.283 16 11.16549 11.15192 11.09568 11.02256 0.1157046 2.67832 0.16013075 11995 1.0714649 up 11.15871 11.05912 0.009598 0.051699 0.099585 1.009005
1617887_aVvi.11306 Transcr ibed locus, strongly similar to NP_190184.1 histone H2B [Arabidopsis thaliana] 1446.803 1391.774 2710.547 2745.005 16 10.49865 10.44271 11.40437 11.42259 9.72E-04 32.04776 0.02255868 711 1.922256 down 10.47068 11.41348 0.039558 0.012887 -0.942801 0.917396
1617888_aVvi.5831 Transcr ibed locus, strongly similar to NP_911060.1 putative GTP binding protein [Oryza sativ 2664.005 2574.945 3528.757 3934.34 16 11.37938 11.33033 11.78495 11.94191 0.0251572 6.185179 0.05139962 8124 1.4226409 down 11.35485 11.86343 0.034687 0.110989 -0.508571 0.957131
1617889_aVvi.1867 Transcr ibed locus 20.93412 19.5164 51.73291 50.06348 16 4.387785 4.286615 5.69301 5.645687 0.0017528 23.85424 0.02497189 1163 2.5177743 down 4.3372 5.669349 0.071538 0.033463 -1.332149 0.765026
1617890_sVvi.2532 Transcr ibed locus, moderately similar to NP_175635.1 dynein light chain type 1 family protein 119.1743 98.75713 74.77425 68.97266 16 6.896929 6.625813 6.22447 6.107953 0.0563181 4.033703 0.09040323 10341 1.5106401 up 6.761371 6.166211 0.191708 0.08239 0.59516 1.09652
1617891_at 552.0591 570.2236 735.2431 785.9796 16 9.108679 9.155384 9.522078 9.618348 0.0145826 8.190163 0.0385939 6272 1.3548958 down 9.132031 9.570213 0.033026 0.068074 -0.438182 0.954214
1617892_aVvi.15322 Transcr ibed locus 6.788061 6.801024 6.397403 6.387234 16 2.763 2.765752 2.677486 2.675191 4.14E-04 49.13053 0.01871624 360 1.0629227 up 2.764376 2.676339 0.001946 0.001623 0.0880367 1.032894
1617893_aVvi.15216 Transcr ibed locus 4.033514 4.024518 3.87271 3.910475 16 2.012037 2.008816 1.953344 1.967344 0.0199564 6.972392 0.04494863 7370 1.0353245 up 2.010427 1.960344 0.002278 0.0099 0.0500829 1.025548
1617894_at 4.963201 4.996799 4.753373 4.759239 16 2.311271 2.321004 2.248952 2.250731 0.0055228 13.40028 0.02966364 3090 1.0470252 up 2.316137 2.249841 0.006883 0.001258 0.0662961 1.029467
1617895_aVvi.15693 Transcr ibed locus 9.297697 11.8969 10.94545 11.11717 16 3.216874 3.572515 3.45226 3.474718 0.7366203 0.386108 0.7686593 15909 1.0488399 down 3.394694 3.463489 0.251476 0.01588 -0.0687946 0.980137
1617896_aVvi.12532 Transcr ibed locus 7.858215 7.709055 7.274252 7.215833 16 2.974202 2.946554 2.862799 2.851166 0.0203985 6.894088 0.04541978 7455 1.0742987 up 2.960378 2.856983 0.01955 0.008226 0.1033952 1.03619
1617897_aVvi.7952 Transcr ibed locus, strongly similar to NP_198917.1 DNA-directed RNA polymerases I, II, an 2462.543 2222.501 2439.928 2420.659 16 11.26593 11.11797 11.25262 11.24118 0.5360947 0.740572 0.58473456 15220 1.038825 down 11.19195 11.2469 0.104627 0.008088 -0.054952 0.995114
1617898_at 118.8094 125.8586 92.91956 105.7552 16 6.892505 6.97566 6.53791 6.724585 0.0974822 2.963766 0.13883492 11656 1.2335665 up 6.934083 6.631248 0.0588 0.131999 0.3028355 1.045668
1617899_aVvi.10320 Transcr ibed locus, moderately similar to NP_922331.1 putative glycine decarboxylase subunit    546.3669 519.5264 1342.494 1536.014 16 9.093726 9.021053 10.3907 10.58498 0.0052155 13.7926 0.02950386 2931 2.6953032 down 9.05739 10.48784 0.051387 0.137373 -1.430448 0.863609
1617900_at 26.0531 28.74257 39.45254 46.49702 16 4.703383 4.845117 5.302046 5.539066 0.0427406 4.680583 0.07345551 9659 1.5651555 down 4.77425 5.420556 0.100221 0.167598 -0.646306 0.880768
1617901_sVvi.8780 Transcr ibed locus, weakly similar to NP_174525.1 glycine cleavage system H protein, mitoch 6.552092 6.92346 6.326631 6.215842 16 2.711956 2.791493 2.661438 2.63595 0.1324251 2.467163 0.17856738 12311 1.0740273 up 2.751724 2.648694 0.056242 0.018022 0.1030306 1.038899
1617902_aVvi.6037 Transcr ibed locus, moderately similar to NP_565275.1 expressed protein [Arabidopsis thalian 11.40645 12.24746 10.75572 9.995399 16 3.511778 3.614411 3.427032 3.321264 0.124355 2.564107 0.16973945 12162 1.139931 up 3.563095 3.374148 0.072572 0.074789 0.1889465 1.055998
1617903_at 2177.5 2110.855 2333.951 2217.754 16 11.08846 11.04361 11.18856 11.11488 0.1852944 1.986925 0.23592737 13038 1.0611928 down 11.06603 11.15172 0.031711 0.052096 -0.085687 0.992316
1617904_aVvi.15239 Transcr ibed locus 5.332306 5.3749 5.178466 5.221866 16 2.41476 2.426238 2.372525 2.384565 0.0371298 5.044008 0.06636681 9287 1.0295072 up 2.420499 2.378545 0.008116 0.008514 0.0419538 1.017638
1617905_aVvi.4156 Transcr ibed locus, moderately similar to NP_051092.1 ribosomal protein L36 [Arabidopsis tha 5.494497 5.533043 5.238825 5.240011 16 2.457987 2.468073 2.389243 2.38957 0.0046638 14.5918 0.02929417 2642 1.0523566 up 2.46303 2.389407 0.007132 2.31E-04 0.0736236 1.030813
1617906_aVvi.15241 Transcr ibed locus 4.610555 4.569871 4.389 4.399785 16 2.20494 2.192153 2.133892 2.137433 0.0109472 9.478932 0.03495294 5198 1.044552 up 2.198547 2.135663 0.009042 0.002504 0.0628844 1.029445
1617907_aVvi.3212 Transcr ibed locus, weakly similar to XP_473584.1 OSJNBa0019K04.18 [Oryza sativa (japonic 8.200948 6.29918 7.909077 8.317154 16 3.035791 2.655164 2.983509 3.05609 0.4632056 0.899763 0.51615137 14898 1.1284343 down 2.845477 3.0198 0.269144 0.051322 -0.1743224 0.942274
1617908_aVvi.5944 Transcr ibed locus, weakly similar to XP_471554.1 OSJNBa0019J05.15 [Oryza sativa (japonic 412.5282 406.7986 573.6982 567.8974 16 8.688349 8.668171 9.164148 9.149487 6.78E-04 38.37333 0.02179512 513 1.3933499 down 8.67826 9.156817 0.014268 0.010367 -0.478557 0.947738
1617909_aVvi.15021 Transcr ibed locus 89.52609 104.8081 53.87087 70.58376 16 6.484236 6.711606 5.751433 6.141264 0.1019236 2.887581 0.14408508 11743 1.5708786 up 6.597921 5.946349 0.160774 0.275652 0.651572 1.109575
1617910_aVvi.6057 Transcr ibed locus, moderately similar to NP_201073.1 ATPase, plasma membrane-type, puta 60.507 70.26564 72.68483 70.18696 16 5.91903 6.134748 6.183582 6.133131 0.3571501 1.186862 0.4130839 14353 1.0954076 down 6.026889 6.158357 0.152536 0.035674 -0.1314677 0.978652
1617911_aVvi.661 Transcr ibed locus, moderately similar to NP_178281.1 ribophorin I family protein [Arabidopsis 2847.632 2899.089 3576.441 3769.239 16 11.47555 11.50138 11.80431 11.88006 0.0125585 8.839147 0.03652062 5708 1.2778503 down 11.48847 11.84218 0.018269 0.053563 -0.353719 0.970131
1617912_aVvi.7809 Transcr ibed locus, moderately similar to NP_566991.2 universal stress protein (USP) family 475.3383 549.0548 1650.775 1660.693 16 8.892811 9.100806 10.68893 10.69757 0.0037435 16.29822 0.02823139 2199 3.2410016 down 8.996809 10.69325 0.147075 0.006111 -1.69644 0.841354
1617913_aVvi.10735 Transcr ibed locus, weakly similar to NP_564498.1 MFP1 attachment factor, putative [Arabidop 1126.442 1138.87 1870.719 1930.24 16 10.13756 10.15339 10.86938 10.91456 0.0010269 31.18233 0.02259248 751 1.6777166 down 10.14547 10.89197 0.011194 0.031952 -0.746499 0.931463
1617914_aVvi.4218 Transcr ibed locus, weakly similar to NP_918552.1 P0516D04.3 [Oryza sativa (japonica cultiva 691.9731 675.9721 549.6976 558.3466 16 9.434572 9.40082 9.102494 9.125017 0.0044263 14.98084 0.02922683 2510 1.2345111 up 9.417696 9.113756 0.023867 0.015926 0.30394 1.03335
1617915_aVvi.4398 Transcr ibed locus 4.326388 4.354334 4.188949 4.213834 16 2.113163 2.122452 2.066588 2.075134 0.0175946 7.439092 0.04217829 6924 1.0330764 up 2.117808 2.070861 0.006568 0.006042 0.046947 1.02267
1617916_aVvi.6914 Transcr ibed locus, weakly similar to NP_565045.1 myb family transcr iption factor [Arabidopsis 6.835864 6.906199 6.428885 6.426917 16 2.773124 2.787892 2.684568 2.684127 0.0058501 13.01685 0.03005582 3229 1.0689247 up 2.780508 2.684348 0.010443 3.12E-04 0.0961602 1.035823
1617917_aVvi.11145 Transcr ibed locus, weakly similar to NP_195823.1 homeodomain protein (BELLRINGER) [Ar 3.932006 3.914348 3.833521 3.864183 16 1.975266 1.968772 1.93867 1.950163 0.0527027 4.181852 0.08594152 10180 1.0193166 up 1.972019 1.944417 0.004592 0.008127 0.0276021 1.014196
1617918_at 4.910825 4.918078 4.720269 4.733903 16 2.295965 2.298095 2.238869 2.24303 0.0017324 23.99424 0.02497189 1150 1.0396373 up 2.29703 2.24095 0.001506 0.002943 0.0560804 1.025025
1617919_aVvi.15781 Transcr ibed locus 4.843835 7.262121 365.5748 337.519 16 2.27615 2.860391 8.514023 8.398825 0.0025472 19.77582 0.0266497 1582 59.22579 down 2.56827 8.456424 0.413121 0.081457 -5.8881538 0.303706
1617920_aVvi.3413 Transcr ibed locus, moderately similar to NP_199783.1 endo-1,4-beta-glucanase KORRIGAN 1169.665 1462.567 1822.874 1793.975 16 10.19188 10.51429 10.832 10.80894 0.1016596 2.891976 0.14378402 11737 1.3826041 down 10.35308 10.82047 0.227977 0.016302 -0.467388 0.956805
1617921_aVvi.3196 Transcr ibed locus, strongly similar to NP_919109.1 casein kinase II alpha subunit [Oryza sati 3431.49 3373.479 2572.383 2653.055 16 11.74462 11.72002 11.32889 11.37344 0.0044267 14.98008 0.02922683 2511 1.3023858 up 11.73232 11.35116 0.017393 0.031501 0.381157 1.033579
1617922_aVvi.11105 Transcr ibed locus, moderately similar to NP_177396.1 lipoxygenase, putative [Arabidopsis tha 145.6407 231.4845 53.6098 47.31309 16 7.18627 7.854772 5.744425 5.564168 0.032731 5.390767 0.06083068 8932 3.6457732 up 7.520521 5.654296 0.472702 0.127461 1.8662247 1.330054
1617923_aVvi.6347 Transcr ibed locus 48.369 51.29367 60.12683 51.97875 16 5.596011 5.680709 5.909937 5.69985 0.2792613 1.470382 0.33494404 13841 1.1223584 down 5.63836 5.804894 0.059891 0.148554 -0.1665335 0.971312
1617924_aVvi.833 Transcr ibed locus, moderately similar to NP_191890.1 expressed protein [Arabidopsis thalian 48.52263 56.66798 73.77165 69.96359 16 5.600586 5.824462 6.204994 6.128532 0.0616108 3.840159 0.09677708 10568 1.3700603 down 5.712524 6.166763 0.158304 0.054067 -0.4542393 0.926341
1617925_aVvi.11154 Transcr ibed locus, moderately similar to NP_850388.1 expressed protein [Arabidopsis thalian 659.2589 637.8726 597.2045 560.1818 16 9.364701 9.317124 9.222081 9.129751 0.0864215 3.17707 0.12603389 11383 1.1211631 up 9.340913 9.175917 0.033642 0.065287 0.164996 1.017981
1617926_at 5.68303 5.732194 5.336764 5.349847 16 2.50666 2.519088 2.415965 2.419498 0.0045783 14.72836 0.02926091 2588 1.0681708 up 2.512874 2.417732 0.008787 0.002498 0.0951425 1.039352
1617927_at 9.411353 9.613791 8.673029 8.868278 16 3.234402 3.265106 3.116536 3.148654 0.0341281 5.27352 0.06258649 9052 1.0845966 up 3.249754 3.132595 0.021711 0.022711 0.1171587 1.0374
1617928_aVvi.3710 Transcr ibed locus, moderately similar to NP_191850.2 peptide chain release factor, putative [A31.90358 28.50646 21.65999 20.02148 16 4.995647 4.833217 4.436961 4.323476 0.0327155 5.392108 0.06083068 8924 1.4481521 up 4.914432 4.380219 0.114855 0.080246 0.5342131 1.12196
1617929_aVvi.11271 Transcr ibed locus 897.1551 973.2195 1360.165 1258.93 16 9.809214 9.926621 10.40957 10.29798 0.0266783 5.999198 0.05311986 8337 1.4004166 down 9.867918 10.35377 0.08302 0.078902 -0.485856 0.953075
1617930_aVvi.7152 Transcr ibed locus, weakly similar to NP_197684.1 hypothetical protein [Arabidopsis thaliana] 12.84487 16.43571 53.33718 52.47687 16 3.68312 4.038762 5.73707 5.71361 0.0090131 10.46195 0.03277062 4565 3.6411622 down 3.860941 5.72534 0.251477 0.016589 -1.864399 0.67436
1617931_aVvi.8805 Transcr ibed locus, weakly similar to NP_191748.1 homeobox-leucine zipper protein 12 (HB-1 154.7512 139.4778 62.91599 68.68043 16 7.273807 7.123891 5.975355 6.101827 0.0070685 11.8311 0.03090239 3796 2.2349744 up 7.198849 6.03859 0.106006 0.089429 1.1602583 1.192141
1617932_aVvi.4871 Transcr ibed locus, weakly similar to XP_450602.1 putative hypersensitive-induced response p 346.1311 340.3871 310.8663 307.0714 16 8.435175 8.411033 8.28015 8.26243 0.0095887 10.13863 0.03347416 4752 1.1109651 up 8.423103 8.27129 0.017071 0.01253 0.151813 1.018354
1617933_aVvi.12662 Transcr ibed locus 47.1067 46.22015 45.0424 45.61512 16 5.55786 5.53045 5.493212 5.51144 0.1261832 2.541389 0.17171893 12198 1.0294181 up 5.544155 5.502326 0.019382 0.01289 0.041829 1.007602
1617934_aVvi.1484 Transcr ibed locus, strongly similar to NP_174304.1 pyruvate dehydrogenase E1 component b    5.893033 5.922452 5.736238 5.771251 16 2.55901 2.566194 2.520105 2.528884 0.0214436 6.718579 0.04668523 7624 1.0267662 up 2.562602 2.524495 0.00508 0.006208 0.0381077 1.015095
1617935_aVvi.5832 Transcr ibed locus, moderately similar to NP_051115.1 NADH dehydrogenase subunit 7 [Arab 603.8453 654.6517 604.8976 565.2831 16 9.238035 9.354584 9.240547 9.14283 0.3027077 1.375751 0.358226 14028 1.0752119 up 9.296309 9.191689 0.082412 0.069097 0.10462 1.011382
1617936_aVvi.1116 Transcr ibed locus, moderately similar to XP_470419.1 putative proteasome regulatory non-AT 2085.341 2099.641 2114.079 2067.796 16 11.02607 11.03593 11.04581 11.01388 0.951332 0.068909 0.9586655 16474 1.0007982 up 11.031 11.02985 0.006971 0.022582 0.001151 1.000104
1617937_aVvi.2936 Transcr ibed locus, moderately similar to NP_197286.1 chaperone protein dnaJ-related [Arabi 248.0655 232.9748 254.038 288.3709 16 7.954577 7.86403 7.9889 8.171782 0.2356788 1.676262 0.2895537 13512 1.125868 down 7.909304 8.080341 0.064026 0.129317 -0.1710373 0.978833
1617938_at 4.718764 4.766602 4.513125 4.496427 16 2.238409 2.252961 2.174127 2.168779 0.0107296 9.576164 0.03480513 5117 1.0528005 up 2.245685 2.171453 0.01029 0.003781 0.074232 1.034185
1617939_sVvi.805 Transcr ibed locus, moderately similar to NP_193677.2 pectinacetylesterase family protein [Ar  1721.195 1861.247 3571.414 3737.92 16 10.7492 10.86205 11.80228 11.86802 0.0039995 15.7649 0.02858611 2321 2.0413532 down 10.80562 11.83515 0.079803 0.046486 -1.029526 0.913011
1617940_aVvi.2349 Transcr ibed locus, moderately similar to NP_176996.1 bifunctional nuclease, putative [Arabid 628.1697 629.3418 846.7918 928.9548 16 9.295011 9.2977 9.725863 9.859465 0.0176449 7.428202 0.04221037 6939 1.4105994 down 9.296355 9.792664 0.001902 0.09447 -0.496309 0.949318
1617941_aVvi.7426 Transcr ibed locus 424.2667 403.6757 375.6749 362.383 16 8.728827 8.657053 8.553341 8.501371 0.0647249 3.737207 0.10060515 10680 1.1216197 up 8.69294 8.527356 0.050752 0.036748 0.165584 1.019418
1617942_aVvi.12657 Transcr ibed locus 347.5409 357.3756 775.9025 730.8128 16 8.441039 8.481298 9.599731 9.513358 0.0018868 22.98923 0.02530472 1235 2.136689 down 8.461168 9.556545 0.028467 0.061075 -1.095377 0.885379
1617943_aVvi.811 Transcr ibed locus, weakly similar to NP_564709.1 leucine-rich repeat family protein / protein 880.7466 825.7858 554.4241 537.4744 16 9.782583 9.689624 9.114846 9.070052 0.0063641 12.47526 0.03037423 3475 1.5622809 up 9.736103 9.092449 0.065732 0.031674 0.643654 1.07079
1617944_aVvi.9779 Transcr ibed locus 158.2957 158.0572 227.0007 283.0926 16 7.306478 7.304303 7.826553 8.14513 0.0506726 4.271712 0.08332417 10095 1.6026411 down 7.30539 7.985842 0.001538 0.225268 -0.6804514 0.914793
1617945_aVvi.10302 Transcr ibed locus, weakly similar to NP_196187.1 nuclear pore complex protein-related [Arab 114.4388 113.1333 159.7374 153.3561 16 6.838433 6.82188 7.319558 7.260742 0.004382 15.05687 0.02920871 2485 1.375536 down 6.830156 7.29015 0.011705 0.041589 -0.4599937 0.936902
1617946_aVvi.12777 Transcr ibed locus, weakly similar to NP_849735.1 toprim domain-containing protein [Arabido 27.14475 24.54143 24.50716 23.1821 16 4.762601 4.617147 4.615131 4.534939 0.3008763 1.38281 0.35636353 14016 1.0828546 up 4.689875 4.575035 0.102851 0.056704 0.1148396 1.025101
1617947_aVvi.10170 Transcr ibed locus 5.386079 5.439974 5.117519 5.135858 16 2.429236 2.4436 2.355445 2.360605 0.0093445 10.27216 0.03324924 4664 1.055841 up 2.436418 2.358025 0.010157 0.003649 0.0783926 1.033245
1617948_sVvi.14775 Transcr ibed locus 4.401287 4.412782 4.264926 4.292221 16 2.137925 2.141689 2.092521 2.101724 0.0132964 8.585566 0.03720021 5933 1.0300286 up 2.139807 2.097123 0.002661 0.006508 0.0426843 1.020354
1617949_aVvi.9200 Transcr ibed locus, moderately similar to NP_566353.1 DNA-binding S1FA family protein [Ara  356.2103 341.5926 230.0794 264.2567 16 8.476585 8.416133 7.845988 8.045796 0.0408498 4.794825 0.07118595 9526 1.4146717 up 8.44636 7.945892 0.042746 0.141286 0.5004677 1.062984
1617950_aVvi.15747 Transcr ibed locus 4.361604 4.388699 4.201669 4.220574 16 2.124859 2.133793 2.070963 2.077439 0.0098701 9.990922 0.03377236 4851 1.0389491 up 2.129326 2.074201 0.006318 0.00458 0.055125 1.026576
1617951_aVvi.9555 Transcr ibed locus, weakly similar to NP_198839.1 nodulin-related [Arabidopsis thaliana] 5.481484 5.839757 10.52048 5.815382 16 2.454567 2.545908 3.395129 2.539874 0.3907636 1.08651 0.44605732 14543 1.3824849 down 2.500238 2.967501 0.064588 0.604757 -0.4672637 0.84254
1617952_aVvi.2068 Transcr ibed locus 15.3675 15.46051 14.20036 15.06899 16 3.94181 3.950516 3.827855 3.913511 0.221632 1.753367 0.27459362 13398 1.0537114 up 3.946163 3.870683 0.006155 0.060568 0.0754798 1.0195
1617953_aVvi.14981 Transcr ibed locus 5.948923 6.004087 5.613985 5.593218 16 2.572629 2.585945 2.489025 2.483679 0.0059075 12.95293 0.03008822 3255 1.0665374 up 2.579287 2.486352 0.009416 0.003781 0.0929346 1.037378
1617954_at 3.129375 3.152781 3.137513 3.064644 16 1.645875 1.656625 1.649622 1.615719 0.4057928 1.044789 0.46134162 14602 1.0129616 up 1.65125 1.63267 0.007602 0.023972 0.0185795 1.01138
1617955_aVvi.2282 Transcr ibed locus, moderately similar to NP_196020.1 expressed protein [Arabidopsis thalian 491.3964 434.0458 326.1845 331.2916 16 8.940743 8.761704 8.349545 8.371958 0.0322091 5.436482 0.06017049 8886 1.4049042 up 8.851223 8.360751 0.1266 0.015849 0.490472 1.058664
1617956_at 36.43916 35.9733 31.07183 31.68662 16 5.187418 5.168855 4.957535 4.985802 0.0066399 12.21091 0.03064144 3594 1.15386 up 5.178136 4.971668 0.013126 0.019987 0.2064681 1.041529
1617957_aVvi.8019 Transcr ibed locus, moderately similar to NP_567281.2 vacuolar protein sorting-associated pr 570.7086 546.5338 401.7264 363.6632 16 9.156611 9.094167 8.650069 8.506459 0.0198721 6.987612 0.04483249 7357 1.4611708 up 9.125389 8.578264 0.044154 0.101548 0.547125 1.06378
1617958_aVvi.2853 Transcr ibed locus 5.852351 5.87898 5.695256 5.679635 16 2.549016 2.555566 2.509761 2.505798 0.0073127 11.62974 0.03107765 3903 1.0313339 up 2.552291 2.507779 0.004631 0.002802 0.0445116 1.017749
1617959_sVvi.2325 Transcr ibed locus, moderately similar to NP_187206.1 hypoxia-responsive family protein [Ara  945.2531 895.3363 842.9527 894.1912 16 9.884557 9.806286 9.719308 9.80444 0.2853453 1.444899 0.34098482 13892 1.0596205 up 9.845421 9.761873 0.055346 0.060197 0.083548 1.008559
1617960_aVvi.9159 Transcr ibed locus, moderately similar to NP_564845.1 eIF4-gamma/eIF5/eIF2-epsilon domai 10598.78 10569.54 9967.383 10060.3 16 13.37161 13.36763 13.283 13.29639 0.0075487 11.44444 0.03133116 3998 1.0569642 up 13.36962 13.28969 0.002819 0.009466 0.079926 1.006014
1617961_aVvi.13109 Transcr ibed locus, weakly similar to NP_563919.1 MutT/nudix family protein [Arabidopsis thal 1312.412 1308.733 1896.65 1662.156 16 10.35801 10.35396 10.88924 10.69884 0.0441439 4.600484 0.07529047 9733 1.3547802 down 10.35598 10.79404 0.002863 0.134631 -0.438059 0.959417
1617962_aVvi.4319 Transcr ibed locus, weakly similar to NP_564752.1 expressed protein [Arabidopsis thaliana] 18.10678 18.20183 18.63267 17.79165 16 4.178458 4.186012 4.219762 4.153129 0.91155 0.125579 0.9251469 16357 1.0029228 down 4.182235 4.186445 0.005342 0.047117 -0.00421 0.998994
1617963_aVvi.8718 Transcr ibed locus 10.05426 10.22209 10.17822 10.09261 16 3.329735 3.353618 3.347414 3.335228 0.9812218 0.02656 0.9842549 16549 1.0002469 up 3.341677 3.341321 0.016888 0.008617 0.0003562 1.000107
1617964_aVvi.12750 Transcr ibed locus, moderately similar to NP_565811.2 microtubule organization 1 protein (M  5.58135 5.559161 7.251898 6.041738 16 2.480614 2.474867 2.858359 2.594964 0.1993867 1.889642 0.25098318 13188 1.1883175 down 2.477741 2.726661 0.004064 0.186248 -0.2489204 0.908709
1617965_aVvi.890 Transcr ibed locus, moderately similar to NP_564750.1 expressed protein [Arabidopsis thalian 374.0929 430.9293 311.552 295.1554 16 8.547253 8.751308 8.283329 8.205331 0.0656685 3.70742 0.10175734 10713 1.324044 up 8.649281 8.244329 0.144289 0.055153 0.404952 1.049119
1617966_aVvi.12168 Transcr ibed locus 37.43345 39.45378 39.40406 34.06656 16 5.226256 5.302092 5.300273 5.090284 0.600024 0.617169 0.64343095 15481 1.0489132 up 5.264174 5.195278 0.053624 0.148484 0.0688955 1.013261
1617967_aVvi.804 Transcr ibed locus 342.6621 369.8225 559.0772 519.2147 16 8.420643 8.530689 9.126904 9.020187 0.0160401 7.800512 0.04015334 6631 1.5134903 down 8.475666 9.073545 0.077815 0.07546 -0.597879 0.934107
1617968_aVvi.4389 Transcr ibed locus, weakly similar to NP_914233.1 putative absci sic acid response protein [Or 7.371045 7.485935 6.881176 6.868477 16 2.881869 2.904183 2.782655 2.77999 0.0099671 9.941484 0.03389936 4879 1.0805032 up 2.893026 2.781323 0.015778 0.001884 0.1117034 1.040162
1617969_aVvi.4249 Transcr ibed locus, moderately similar to NP_567810.2 transducin family protein / WD-40 repe    327.9232 341.8876 565.381 557.7029 16 8.357214 8.417378 9.14308 9.123353 0.0017964 23.56185 0.02511424 1184 1.6770436 down 8.387297 9.133217 0.042543 0.013949 -0.74592 0.918329
1617970_aVvi.10703 Transcr ibed locus, weakly similar to NP_565540.1 glycosyltransferase family protein [Arabido 4.911177 4.87422 4.640241 4.696424 16 2.296069 2.285172 2.2142 2.231563 0.0221374 6.608939 0.04754523 7729 1.0480727 up 2.29062 2.222881 0.007705 0.012277 0.0677387 1.030473
1617971_aVvi.5577 Transcr ibed locus 9.161735 8.500267 7.246347 7.582099 16 3.195621 3.087508 2.857254 2.922597 0.0576127 3.983983 0.0919256 10404 1.1905588 up 3.141564 2.889926 0.076447 0.046205 0.2516389 1.087075
1617972_aVvi.3364 Transcr ibed locus, moderately similar to NP_567487.1 dihydrolipoamide dehydrogenase 2, pl 13.96966 14.37204 15.83265 21.12038 16 3.804225 3.845193 3.984831 4.400564 0.2201668 1.761778 0.2730489 13385 1.2905523 down 3.824709 4.192698 0.028969 0.293968 -0.3679885 0.912231
1617973_at 10.44455 10.56516 9.282784 8.925913 16 3.384679 3.401243 3.214557 3.158 0.0197266 7.014121 0.0447256 7320 1.1540314 up 3.392961 3.186279 0.011712 0.039992 0.2066824 1.064866
1617974_aVvi.15439 Transcr ibed locus 217.134 165.0316 177.6456 149.7405 16 7.762442 7.366598 7.472858 7.22632 0.4539549 0.921777 0.50740993 14852 1.160648 up 7.56452 7.349589 0.279904 0.174328 0.2149307 1.029244
1617975_aVvi.9767 Transcr ibed locus, moderately similar to NP_569034.1 expressed protein [Arabidopsis thalian 328.4803 318.4343 416.4 424.974 16 8.359663 8.314852 8.701826 8.731231 0.0049555 14.15259 0.02943507 2787 1.3006841 down 8.337257 8.716528 0.031686 0.020792 -0.379271 0.956488
1617976_at 5.023031 5.057439 4.762378 4.759436 16 2.328558 2.338407 2.251682 2.250791 0.003595 16.63336 0.02809704 2117 1.0586652 up 2.333483 2.251236 0.006964 6.30E-04 0.0822463 1.036534
1617977_aVvi.4399 Transcr ibed locus 4.102998 4.122529 3.971583 3.995952 16 2.036679 2.04353 1.989714 1.998539 0.0144426 8.230636 0.03840166 6242 1.0323824 up 2.040104 1.994127 0.004844 0.00624 0.0459774 1.023056
1617978_at 40.82875 39.93578 38.63181 32.42496 16 5.351513 5.31961 5.271718 5.019033 0.2738887 1.493471 0.32947618 13800 1.1409112 up 5.335562 5.145375 0.022559 0.178675 0.1901865 1.036963
1617979_aVvi.11291 Transcr ibed locus, weakly similar to NP_194258.2 adenylate kinase family protein [Arabidopsi  275.9938 280.2398 294.2346 314.0062 16 8.108492 8.130518 8.200823 8.294649 0.1169587 2.661031 0.16152963 12020 1.0929527 down 8.119505 8.247736 0.015575 0.066345 -0.128231 0.984453
1617980_at 4.139867 4.196598 4.004254 4.031157 16 2.049584 2.06922 2.001534 2.011194 0.0400207 4.847397 0.07006476 9482 1.0374477 up 2.059402 2.006364 0.013885 0.006831 0.0530386 1.026435
1617981_aVvi.14792 Transcr ibed locus 3.434808 3.453202 3.331981 3.358533 16 1.78023 1.787935 1.73638 1.747831 0.0259783 6.082781 0.05234126 8239 1.0295233 up 1.784082 1.742106 0.005448 0.008097 0.0419763 1.024095
1617982_aVvi.7647 Transcr ibed locus, moderately similar to NP_187203.1 F-actin capping protein alpha subunit 218.5603 204.1476 259.1309 247.3557 16 7.771888 7.673468 8.017537 7.950444 0.0482184 4.387633 0.08026236 9972 1.1985686 down 7.722678 7.983991 0.069593 0.047442 -0.2613127 0.96727
1617983_at 6.109806 6.119742 5.89432 5.950717 16 2.611126 2.613471 2.559325 2.573063 0.0220903 6.616222 0.04750275 7718 1.0324731 up 2.612299 2.566194 0.001658 0.009714 0.0461042 1.017966
1617984_aVvi.15061 Transcr ibed locus 10.90215 13.53907 9.358583 9.36587 16 3.446541 3.759057 3.22629 3.227413 0.137904 2.40592 0.18454744 12404 1.2976915 up 3.602799 3.226852 0.220983 7.94E-04 0.3759475 1.116506
1617985_aVvi.702 Transcr ibed locus 39.68001 24.1711 448.8353 446.9759 16 5.31034 4.595211 8.810042 8.804053 0.0084975 10.77885 0.03209319 4393 14.462769 down 4.952776 8.807048 0.505673 0.004235 -3.854272 0.562365
1617986_aVvi.7472 Transcr ibed locus, weakly similar to NP_193119.1 DNAJ heat shock N-terminal domain-conta 77.77413 81.60871 70.20528 67.32848 16 6.281219 6.350651 6.133507 6.073145 0.0437642 4.62179 0.07483035 9708 1.1587821 up 6.315935 6.103326 0.049096 0.042683 0.212609 1.034835
1617987_at 39.34319 38.15845 77.88554 54.67172 16 5.298042 5.253931 6.283284 5.772723 0.0991313 2.934912 0.14079708 11688 1.6841458 down 5.275986 6.028003 0.031191 0.361021 -0.752017 0.875246
1617988_aVvi.2875 Transcr ibed locus, weakly similar to NP_181084.1 33 kDa ribonucleoprotein, chloroplast, puta 117.983 116.3739 110.8734 113.0052 16 6.882435 6.862624 6.792769 6.820246 0.0599524 3.898121 0.09474821 10504 1.0468265 up 6.87253 6.806507 0.014008 0.019429 0.0660225 1.0097
1617989_aVvi.5471 Transcr ibed locus, weakly similar to XP_473607.1 OSJNBa0011J08.3 [Oryza sativa (japonica 116.1685 103.2664 156.2112 138.1576 16 6.860076 6.690226 7.287354 7.110171 0.0746517 3.451801 0.11247549 11018 1.3412812 down 6.775151 7.198762 0.120102 0.125287 -0.4236114 0.941155
1617990_sVvi.3034 Transcr ibed locus, moderately similar to NP_564525.1 oligopeptide transporter OPT family p 4094.898 4500.957 6961.265 6897.148 16 11.99961 12.13602 12.76513 12.75178 0.0097021 10.07831 0.03358614 4792 1.6140052 down 12.06781 12.75846 0.096452 0.00944 -0.690645 0.945868
1617991_aVvi.12627 Transcr ibed locus 4.79523 4.81742 4.615593 4.613985 16 2.2616 2.268261 2.206516 2.206013 0.0032253 17.56559 0.02783547 1919 1.0415021 up 2.26493 2.206265 0.00471 3.55E-04 0.0586657 1.026591
1617992_aVvi.689 Transcr ibed locus, strongly similar to NP_196848.1 ubiquinol-cytochrome C reductase iron-s 3128.558 3175.875 3223.664 3150.012 16 11.61128 11.63294 11.65449 11.62114 0.5123612 0.789908 0.5624692 15122 1.0109441 down 11.62211 11.63781 0.015313 0.023578 -0.015704 0.998651
1617993_at 1.506235 1.510952 1.467107 1.483122 8 0.590947 0.595457 0.552974 0.568637 0.0578471 3.975153 0.09221985 10413 1.0227097 up 0.593202 0.560806 0.003189 0.011075 0.03239667 1.057768
1617994_aVvi.12666 Transcr ibed locus, weakly similar to XP_474099.1 OSJNBa0070O11.2 [Oryza sativa (japonica 5.230745 5.257618 4.964454 4.987043 16 2.387017 2.394409 2.311635 2.318185 0.0042174 15.34968 0.02889103 2422 1.0539476 up 2.390713 2.31491 0.005228 0.004631 0.075803 1.032746
1617995_aVvi.3055 Transcr ibed locus, moderately similar to NP_187777.1 lysyl-tRNA synthetase, putative / lysine 890.3621 843.9664 1109.596 1238.218 16 9.798248 9.721042 10.11582 10.27405 0.0385502 4.944698 0.06812228 9394 1.3521812 down 9.759645 10.19493 0.054593 0.111887 -0.435289 0.957303
1617996_aVvi.6020 Transcr ibed locus, weakly similar to XP_464982.1 lipase class 3-like [Oryza sativa (japonica c 14.53633 14.84949 16.61098 13.94618 16 3.861591 3.892341 4.054065 3.801798 0.7271463 0.401093 0.76030254 15877 1.0359582 down 3.876966 3.927932 0.021744 0.17838 -0.0509658 0.987025
1617997_aVvi.6679 Transcr ibed locus, moderately similar to XP_467295.1 putative secretory carrier membrane p 898.9123 984.4599 1172.212 1327.213 16 9.812037 9.943189 10.19502 10.37419 0.0670172 3.665909 0.10336482 10763 1.3259149 down 9.877613 10.2846 0.092739 0.12669 -0.406988 0.960427
1617998_aVvi.7037 Transcr ibed locus, moderately similar to NP_195574.1 myb family transcr iption factor (MYB4 4.660691 4.682279 4.496806 4.518031 16 2.220544 2.227211 2.168901 2.175694 0.0084064 10.83785 0.03196438 4365 1.0363995 up 2.223877 2.172297 0.004714 0.004804 0.0515802 1.023745
1617999_aVvi.7298 Transcr ibed locus 35.06783 54.92646 20.89683 20.51817 16 5.132076 5.779429 4.385212 4.35883 0.0789187 3.345417 0.11744968 11154 2.119512 up 5.455753 4.372021 0.457748 0.018655 1.0837323 1.247879
1618000_aVvi.15288 Transcr ibed locus 3.945774 3.957319 3.82159 3.837934 16 1.980309 1.984523 1.934173 1.94033 0.0067539 12.10641 0.0307196 3649 1.0318007 up 1.982416 1.937251 0.00298 0.004354 0.0451644 1.023314
1618001_aVvi.1566 Transcr ibed locus, strongly similar to NP_851271.1 ABC1 family protein [Arabidopsis thalian 938.8371 856.3382 228.381 188.6319 16 9.874731 9.742037 7.835299 7.55943 0.005216 13.79196 0.02950386 2932 4.3199635 up 9.808384 7.697365 0.093829 0.195069 2.111019 1.274252
1618002_sVvi.1807 Transcr ibed locus, strongly similar to XP_475464.1 putative calmodulin [Oryza sativa (japonic 7127.587 7244.536 6375.129 6739.072 16 12.7992 12.82268 12.63824 12.71833 0.0863499 3.178578 0.12595153 11381 1.0963066 up 12.81094 12.67829 0.016602 0.056636 0.132651 1.010463
1618003_aVvi.14945 Transcr ibed locus 5.720604 5.729771 5.74624 5.554415 16 2.516168 2.518477 2.522618 2.473635 0.5156674 0.782903 0.56564987 15134 1.0133946 up 2.517323 2.498127 0.001633 0.034636 0.019196 1.007684
1618004_sVvi.8041 Transcr ibed locus, strongly similar to NP_564192.2 glutamate:glyoxylate aminotransferase 1  1198.939 1101.98 692.4321 700.504 16 10.22754 10.10588 9.435529 9.45225 0.0071388 11.77208 0.03096811 3825 1.6504074 up 10.16671 9.44389 0.086026 0.011823 0.722822 1.076539
1618005_aVvi.15222 Transcr ibed locus 3.379598 3.397615 3.285512 3.287943 16 1.756852 1.764522 1.716118 1.717185 0.0076441 11.37199 0.03135112 4043 1.0309937 up 1.760687 1.716652 0.005424 7.55E-04 0.0440354 1.025652
1618006_aVvi.5070 Transcr ibed locus, moderately similar to NP_179852.1 auxin-responsive protein / indoleacetic 5634.078 6015.803 5128.722 5021.048 16 12.45996 12.55454 12.32438 12.29377 0.05753 3.987111 0.09182225 10400 1.147245 up 12.50725 12.30908 0.066876 0.021645 0.198174 1.0161
1618007_x_at 8.400806 8.567103 8.592434 7.608119 16 3.070528 3.098808 3.103067 2.92754 0.5169042 0.780295 0.5668193 15139 1.0492544 up 3.084668 3.015303 0.019997 0.124116 0.0693646 1.023004
1618008_aVvi.10320 Transcr ibed locus, moderately similar to NP_922331.1 putative glycine decarboxylase subunit 10.11937 10.15175 10.12589 9.685355 16 3.339048 3.343656 3.339976 3.275805 0.4074793 1.040215 0.4630053 14610 1.0234652 up 3.341353 3.30789 0.003258 0.045376 0.0334621 1.010116
1618009_aVvi.8849 Transcr ibed locus, strongly similar to XP_483191.1 heat shock protein 82 [Oryza sativa (japon  3074.006 3089.145 4905.318 5039.523 16 11.5859 11.59299 12.26013 12.29907 8.21E-04 34.87365 0.0221369 610 1.6134547 down 11.58945 12.2796 0.005012 0.027535 -0.690153 0.943797
1618010_aVvi.15368 Transcr ibed locus 194.5487 214.9342 280.9127 274.1904 16 7.603987 7.747751 8.133978 8.099034 0.0270459 5.956594 0.05353494 8386 1.357204 down 7.675869 8.116507 0.101656 0.024709 -0.440638 0.945711
1618011_aVvi.8746 Cultivar Shiraz flavonol synthase 4.452488 4.471685 4.300368 4.286735 16 2.154612 2.160819 2.10446 2.099879 0.0047872 14.4011 0.02932456 2701 1.0392522 up 2.157715 2.10217 0.004389 0.003239 0.0555458 1.026423
1618012_aVvi.8432 Transcr ibed locus 3.829478 3.846267 3.665865 3.723325 16 1.937148 1.943459 1.874154 1.896592 0.0421855 4.713345 0.07271935 9630 1.0388092 up 1.940303 1.885373 0.004463 0.015866 0.0549307 1.029135
1618013_aVvi.12759 GO:000648Putative oligosaccharyl transferase STT3 protein (ltm1) 998.4951 1049.63 1727.044 1636.093 16 9.963612 10.03567 10.75409 10.67604 0.0054662 13.47005 0.02965705 3059 1.6419674 down 9.999639 10.71506 0.05095 0.05519 -0.715425 0.933232
1618014_aVvi.1673 Transcr ibed locus, weakly similar to NP_179509.1 light-responsive receptor protein kinase / s     136.0274 151.7344 123.3667 125.0774 16 7.087754 7.245404 6.946808 6.966677 0.1184244 2.641151 0.16314672 12050 1.1565571 up 7.166579 6.956743 0.111476 0.014049 0.2098362 1.030163
1618015_aVvi.4317 Transcr ibed locus, weakly similar to NP_175633.1 photosystem I reaction center subunit VI, c 6.994976 7.226464 6.712303 6.712729 16 2.806319 2.85329 2.746808 2.746899 0.0716512 3.532007 0.10886484 10924 1.0591823 up 2.829804 2.746854 0.033213 6.47E-05 0.0829508 1.030198
1618016_aVvi.4582 Transcr ibed locus 2945.216 3054.831 1912.871 2325.27 16 11.52416 11.57688 10.90152 11.18318 0.071118 3.546769 0.10828149 10903 1.4222404 up 11.55052 11.04235 0.037279 0.199163 0.508165 1.04602
1618017_aVvi.14368 Transcr ibed locus 6.740807 6.814488 6.248276 6.235745 16 2.752921 2.768605 2.643458 2.640562 0.0044791 14.89156 0.02926091 2537 1.0857961 up 2.760763 2.64201 0.01109 0.002048 0.1187532 1.044948
1618018_aVvi.10783 Transcr ibed locus, weakly similar to NP_188128.1 expressed protein [Arabidopsis thaliana] 14.18169 23.6287 43.50174 43.45326 16 3.825957 4.562468 5.443001 5.441392 0.0771332 3.388901 0.11535581 11100 2.3750937 down 4.194212 5.442197 0.520792 0.001138 -1.2479846 0.770684
1618019_at 51.89404 41.86859 37.53316 36.55179 16 5.697497 5.387796 5.230094 5.19187 0.1674209 2.125711 0.21686213 12816 1.2584641 up 5.542646 5.210982 0.218991 0.027028 0.3316641 1.063647
1618020_x_at 9134.042 8958.069 37.23927 6.062513 16 13.15704 13.12897 5.218753 2.599916 0.019525 7.05133 0.0445206 7280 602.0215 up 13.14301 3.909334 0.019845 1.851797 9.2336706 3.361955
1618021_aVvi.5527 Transcr ibed locus, weakly similar to NP_188816.1 UDP-glucoronosyl/UDP-glucosyl transfer 4.781821 4.80007 4.602052 4.618973 16 2.25756 2.263055 2.202277 2.207572 0.0047126 14.5155 0.02932456 2663 1.0391351 up 2.260308 2.204925 0.003886 0.003744 0.0553832 1.025118
1618022_aVvi.14770 Transcr ibed locus 4.825868 4.806823 4.65858 4.683458 16 2.270788 2.265084 2.21989 2.227574 0.0115159 9.237944 0.03544051 5392 1.031114 up 2.267936 2.223732 0.004034 0.005433 0.0442038 1.019878
1618023_aVvi.2217 Transcr ibed locus, weakly similar to NP_179548.1 senescence-associated protein-related [Ar 539.5012 666.6422 1904.354 1902.823 16 9.075482 9.380769 10.89509 10.89393 0.0082868 10.91676 0.03179267 4326 3.1741734 down 9.228126 10.89451 0.21587 8.21E-04 -1.66638 0.847044
1618024_at 4.54989 4.562214 4.381022 4.40282 16 2.185832 2.189734 2.131267 2.138428 0.0058809 12.98245 0.03008681 3243 1.0373733 up 2.187783 2.134848 0.00276 0.005063 0.0529352 1.024796
1618025_aVvi.815 Transcr ibed locus, moderately similar to NP_190880.1 expressed protein [Arabidopsis thalian 24664.15 24270.12 21102.45 21053.71 16 14.59013 14.56689 14.36512 14.36179 0.0029651 18.32383 0.02750406 1787 1.1607485 up 14.57851 14.36346 0.016429 0.00236 0.215055 1.014972
1618026_at 15.8847 13.53365 11.06556 11.59721 16 3.989565 3.758479 3.468005 3.535706 0.0906529 3.091087 0.1308827 11498 1.2942952 up 3.874022 3.501855 0.163403 0.047872 0.3721666 1.106277
1618027_aVvi.11001 Transcr ibed locus 87.31585 100.7148 57.6302 51.8881 16 6.448172 6.654132 5.848753 5.697332 0.0259378 6.087718 0.05229953 8232 1.7148818 up 6.551152 5.773043 0.145636 0.107071 0.7781091 1.134783
1618028_at 4.521762 4.551551 4.334209 4.339583 16 2.176885 2.186358 2.115769 2.117557 0.005461 13.47652 0.02965705 3055 1.0460552 up 2.181622 2.116663 0.006698 0.001264 0.0649591 1.030689
1618029_aVvi.8820 Transcr ibed locus 53.75629 43.12021 243.2026 289.4411 16 5.748362 5.430292 7.926015 8.177126 0.006704 12.15182 0.03067327 3626 5.510732 down 5.589327 8.051571 0.224909 0.177562 -2.462244 0.694191
1618030_aVvi.7297 Transcr ibed locus, strongly similar to XP_368178.1 hypothetical protein MG01066.4 [Magnap 4.877639 4.891905 4.73487 4.76093 16 2.286183 2.290397 2.243325 2.251243 0.0117518 9.14312 0.03565072 5471 1.0288309 up 2.28829 2.247284 0.002979 0.005599 0.0410058 1.018247
1618031_sVvi.8027 Transcr ibed locus, moderately similar to NP_178025.1 photosystem II 10 kDa polypeptide [Ara 3494.987 3356.407 4.974766 3.951663 16 11.77107 11.7127 2.314629 1.98246 3.09E-04 56.89026 0.01827131 275 772.4741 up 11.74189 2.148544 0.041273 0.234879 9.5933427 5.465043
1618032_at 5.38792 5.423399 5.1903 4.87249 16 2.429729 2.439197 2.375818 2.284659 0.1507783 2.274428 0.1988262 12589 1.0749164 up 2.434463 2.330239 0.006695 0.064459 0.1042244 1.044727
1618033_aVvi.15633 Transcr ibed locus 3.801179 3.817913 3.681823 3.706111 16 1.926447 1.932784 1.88042 1.889906 0.0160702 7.793013 0.04019243 6637 1.0312917 up 1.929616 1.885163 0.004481 0.006708 0.0444525 1.02358
1618034_at 6.014549 6.048791 5.802323 5.73508 16 2.588457 2.596647 2.536631 2.519814 0.0204901 6.878175 0.04550574 7470 1.045599 up 2.592552 2.528222 0.005791 0.011891 0.0643297 1.025445
1618035_aVvi.14658 Transcr ibed locus 3.848564 3.880751 3.720516 3.741877 16 1.94432 1.956336 1.895503 1.903762 0.020059 6.953991 0.04509405 7384 1.0357642 up 1.950328 1.899633 0.008496 0.00584 0.0506956 1.026687
1618036_aVvi.11289 Transcr ibed locus, weakly similar to NP_565971.1 protein kinase C substrate, heavy chain-rel 419.3246 415.7822 436.6032 416.8401 16 8.711924 8.699684 8.770179 8.70335 0.4582891 0.911405 0.5113937 14877 1.0216925 down 8.705804 8.736765 0.008655 0.047255 -0.030961 0.996456
1618037_aVvi.7644 Transcr ibed locus, weakly similar to NP_501117.1 putative protein (4H892) [Caenorhabditis e 4.017899 4.027275 3.873581 3.88771 16 2.006441 2.009804 1.953668 1.958921 0.0036007 16.61991 0.02809704 2125 1.0365776 up 2.008122 1.956294 0.002378 0.003714 0.0518281 1.026493
1618038_aVvi.1390 Transcr ibed locus, weakly similar to XP_450883.1 putative EDS1 [Oryza sativa (japonica culti 741.9765 683.1003 735.6695 665.8882 16 9.53523 9.415954 9.522914 9.379136 0.8171598 0.263009 0.8415413 16120 1.0171741 up 9.475592 9.451025 0.084341 0.101666 0.024567 1.002599
1618039_at 1314.867 1143.118 1953.349 1846.036 16 10.3607 10.15876 10.93173 10.85022 0.0284899 5.797185 0.05540468 8536 1.5489007 down 10.25973 10.89097 0.142796 0.057643 -0.631245 0.94204
1618040_at 6.393366 6.675594 6.136859 6.182039 16 2.676576 2.738896 2.617501 2.628083 0.115041 2.687576 0.1593053 11988 1.0606468 up 2.707736 2.622792 0.044067 0.007483 0.0849442 1.032387
1618041_at 7.068623 7.063161 6.778983 6.669856 16 2.821429 2.820314 2.761069 2.737656 0.0258249 6.101551 0.05221202 8210 1.0508155 up 2.820872 2.749362 7.89E-04 0.016556 0.0715094 1.026009
1618042_aVvi.15254 Transcr ibed locus 880.8293 900.0664 1381.596 1215.875 16 9.782719 9.813888 10.43212 10.24778 0.028517 5.794314 0.05541316 8541 1.4556323 down 9.798304 10.33995 0.02204 0.130349 -0.541646 0.947616
1618043_aVvi.1570 Transcr ibed locus, moderately similar to XP_477386.1 putative GDP dissociation inhibitor [Or 3449.749 3637.5 3829.597 4127.496 16 11.75227 11.82873 11.90298 12.01105 0.1283074 2.515564 0.1740686 12236 1.1223414 down 11.7905 11.95701 0.054063 0.07642 -0.166511 0.986074
1618044_aVvi.12331 Transcr ibed locus 6.124799 6.185518 5.763006 5.84401 16 2.614662 2.628894 2.526822 2.546959 0.0204503 6.885065 0.0454872 7463 1.0606058 up 2.621779 2.53689 0.010063 0.014239 0.0848885 1.033462
1618045_at 209.0239 182.5246 87.31253 80.75287 16 7.707523 7.511947 6.448117 6.335442 0.0084768 10.79215 0.032089 4384 2.3261693 up 7.609736 6.391779 0.138293 0.079673 1.2179561 1.19055
1618046_aVvi.15098 Transcr ibed locus 754.5497 779.7195 617.66 577.5272 16 9.559472 9.606812 9.270669 9.173745 0.0216074 6.692229 0.04686775 7653 1.2842573 up 9.583141 9.222207 0.033474 0.068536 0.360934 1.039137
1618047_aVvi.9155 Transcr ibed locus, moderately similar to NP_181710.1 peptidase M16 family protein / insulina 1248.307 1216.776 955.4761 977.0142 16 10.28576 10.24885 9.900076 9.932236 0.0048239 14.34586 0.02932456 2727 1.2755741 up 10.2673 9.916156 0.026099 0.02274 0.3511465 1.035412
1618048_aVvi.12745 Transcr ibed locus, moderately similar to XP_465025.1 phosphatidylinositol 3- and 4-kinase-lik 310.6981 327.4966 295.4683 281.4188 16 8.279369 8.355336 8.20686 8.136575 0.1064659 2.81439 0.14951415 11820 1.1062179 up 8.317352 8.171717 0.053717 0.049699 0.145635 1.017822
1618049_aVvi.3265 Transcr ibed locus, weakly similar to NP_188788.1 two-component phosphorelay mediator 3 (H  212.5362 221.829 282.2728 256.1847 16 7.731565 7.793304 8.140946 8.00104 0.0562723 4.035494 0.09035131 10339 1.2384704 down 7.762434 8.070993 0.043656 0.098928 -0.308559 0.961769
1618050_sVvi.1788 Transcr ibed locus, weakly similar to NP_197403.1 pentatricopeptide (PPR) repeat-containing 917.8226 930.423 617.7907 678.0002 16 9.842072 9.861743 9.270974 9.405142 0.0169682 7.57878 0.04135115 6809 1.4278548 up 9.851908 9.338058 0.01391 0.094871 0.51385 1.055028
1618051_at 8.086096 8.183881 7.468283 7.482961 16 3.015443 3.032785 2.900777 2.903609 0.0051526 13.8772 0.02945733 2903 1.0881829 up 3.024114 2.902193 0.012262 0.002003 0.1219211 1.04201
1618052_aVvi.11695 Transcr ibed locus, weakly similar to NP_193530.1 expressed protein [Arabidopsis thaliana] 404.2739 376.3485 331.6036 301.9845 16 8.659189 8.555925 8.373316 8.238331 0.0709744 3.550772 0.10811241 10898 1.232625 up 8.607557 8.305823 0.073019 0.095449 0.301734 1.036328
1618053_at 4.48733 4.505437 4.308663 4.321507 16 2.165857 2.171667 2.10724 2.111534 0.0036812 16.43624 0.02823081 2162 1.0420141 up 2.168762 2.109387 0.004108 0.003036 0.0593748 1.028148
1618054_aVvi.11507 Transcr ibed locus, moderately similar to NP_567142.1 patatin-related [Arabidopsis thaliana] 3.828654 3.818747 3.688733 3.709415 16 1.936837 1.933099 1.883125 1.891192 0.0085349 10.75493 0.03212332 4410 1.0336943 up 1.934968 1.887159 0.002643 0.005704 0.0478095 1.025334
1618055_aVvi.15330 Transcr ibed locus 5.93939 6.544418 11.87695 14.17656 16 2.570315 2.710265 3.570093 3.825435 0.0184325 7.263368 0.04320948 7080 2.0812845 down 2.64029 3.697764 0.09896 0.180554 -1.0574742 0.714023
1618056_aVvi.14905 Transcr ibed locus 127.153 130.6713 109.3812 104.9522 16 6.990422 7.029799 6.773222 6.713589 0.0174784 7.464445 0.04200267 6906 1.2030567 up 7.01011 6.743405 0.027844 0.042166 0.2667047 1.03955
1618057_aVvi.9340 Transcr ibed locus, weakly similar to NP_850533.1 autophagocytosis-associated family protein 54.97081 58.94919 50.23324 52.61619 16 5.780593 5.8814 5.65057 5.717435 0.135683 2.430331 0.18219098 12363 1.1072598 up 5.830997 5.684003 0.071281 0.04728 0.1469935 1.025861
1618058_aVvi.803 Transcr ibed locus, weakly similar to XP_468447.1 MATE efflux protein-like [Oryza sativa (japo 912.7596 1136.555 120.8371 112.0747 16 9.834091 10.15045 6.91692 6.808316 0.0028434 18.71339 0.0270467 1740 8.752244 up 9.992271 6.862618 0.223701 0.076795 3.1296526 1.456044
1618059_aVvi.11989 Transcr ibed locus 4.039569 4.038119 3.883411 3.917347 16 2.014201 2.013683 1.957324 1.969877 0.015216 8.013994 0.03919567 6444 1.03551 up 2.013942 1.963601 3.66E-04 0.008876 0.0503414 1.025637
1618060_aVvi.8319 Transcr ibed locus, strongly similar to XP_472639.1 OSJNBa0058G03.7 [Oryza sativa (japoni 230.5837 224.1541 284.493 305.0849 16 7.849147 7.808347 8.152249 8.253067 0.0205035 6.87585 0.04550574 7478 1.2958609 down 7.828747 8.202658 0.02885 0.071289 -0.373911 0.954416
1618061_aVvi.1274 Transcr ibed locus, moderately similar to NP_567103.1 transketolase, putative [Arabidopsis th 8.149179 8.386901 7.656632 7.494837 16 3.026655 3.068138 2.93671 2.905897 0.0395149 4.880263 0.06934746 9459 1.091334 up 3.047396 2.921304 0.029333 0.021788 0.1260927 1.043163
1618062_at 4.462228 4.472757 4.248428 4.297624 16 2.157764 2.161164 2.086929 2.103539 0.0169772 7.576727 0.04135115 6815 1.0455269 up 2.159464 2.095234 0.002404 0.011745 0.0642302 1.030655
1618063_aVvi.11340 Transcr ibed locus, moderately similar to NP_916703.1 putative nuclear RNA binding protein A3268.813 3614.454 4611.491 5064.127 16 11.67455 11.81956 12.17102 12.3061 0.0383228 4.960233 0.06782886 9379 1.4059076 down 11.74706 12.23856 0.102538 0.095515 -0.491502 0.95984
1618064_at 51.29525 48.56091 37.75503 26.51702 16 5.680753 5.601724 5.238597 4.728847 0.125542 2.549304 0.17106433 12183 1.5773649 up 5.641238 4.983722 0.055882 0.360448 0.6575163 1.131933
1618065_aVvi.7263 Transcr ibed locus 643.984 723.0107 150.3858 103.2216 16 9.330881 9.497873 7.232525 6.6896 0.0131385 8.638033 0.03707087 5883 5.47673 up 9.414377 6.961062 0.118081 0.383906 2.4533146 1.352434
1618066_aVvi.13094 Transcr ibed locus, strongly similar to XP_470993.1 OSJNBb0085F13.17 [Oryza sativa (japon 127.8278 197.7345 65.29887 85.87281 16 6.998057 7.62742 6.028986 6.424129 0.0998075 2.923278 0.14160004 11701 2.123113 up 7.312739 6.226558 0.445027 0.279408 1.0861813 1.174443
1618067_aVvi.10107 Transcr ibed locus 4.376592 4.39835 4.22038 4.264388 16 2.129808 2.136962 2.077373 2.092339 0.0279878 5.851231 0.05469093 8495 1.0342102 up 2.133385 2.084856 0.005059 0.010582 0.0485294 1.023277
1618068_aVvi.12733 Transcr ibed locus, weakly similar to XP_481131.1 unknown protein [Oryza sativa (japonica cu 756.113 685.2327 884.7707 867.4056 16 9.562458 9.42045 9.78916 9.760563 0.0595405 3.912882 0.09425248 10486 1.2170658 down 9.491454 9.774861 0.100415 0.020221 -0.283407 0.971007
1618069_at 4.962276 5.004128 4.796222 4.824591 16 2.311002 2.323119 2.261899 2.270407 0.0204972 6.87694 0.04550574 7476 1.0359168 up 2.317061 2.266152 0.008568 0.006016 0.0509081 1.022465
1618070_aVvi.2085 Transcr ibed locus, weakly similar to NP_566423.1 tumour susceptibility gene 101 (TSG101) f 726.1433 657.508 713.5692 687.5972 16 9.50411 9.360865 9.47891 9.42542 0.8209495 0.257375 0.8447628 16133 1.0137326 down 9.432488 9.452165 0.10129 0.037823 -0.0196775 0.997918
1618071_aVvi.12819 Transcr ibed locus, weakly similar to NP_187074.1 O-linked N-acetyl glucosamine transferase 54.27673 83.96014 29.49866 27.72563 16 5.762262 6.391633 4.882577 4.793149 0.0599453 3.898376 0.09474593 10503 2.3604865 up 6.076947 4.837863 0.445032 0.063236 1.239084 1.256122
1618072_aVvi.530 Transcr ibed locus 496.4155 486.2304 410.4302 381.1308 16 8.955404 8.925496 8.680993 8.574142 0.0300315 5.639683 0.05741392 8683 1.2421879 up 8.940451 8.627567 0.021148 0.075555 0.312884 1.036266
1618073_aVvi.11567 Transcr ibed locus 224.9914 203.879 153.9939 139.1766 16 7.813726 7.671569 7.266728 7.120773 0.0327616 5.388124 0.06086023 8936 1.4629661 up 7.742647 7.193751 0.10052 0.103206 0.548896 1.076302
1618074_sVvi.3166 Transcr ibed locus, moderately similar to XP_483237.1 putative 60S ribosomal protein L31 [Or    7866.039 7947.438 10481.99 10862.56 16 12.94142 12.95627 13.35563 13.40708 0.0038109 16.15255 0.02824424 2237 1.3495728 down 12.94885 13.38135 0.010502 0.036382 -0.432502 0.967679
1618075_aVvi.1397 Transcr ibed locus, weakly similar to NP_911527.1 hypothetical protein [Oryza sativa (japonica 114.8167 226.3144 26.99937 34.58029 16 6.843189 7.822185 4.754854 5.111878 0.0440642 4.604936 0.07517774 9729 5.2755466 up 7.332686 4.933366 0.692255 0.252454 2.3993204 1.486346
1618076_aVvi.9900 Transcr ibed locus, moderately similar to NP_564800.1 expressed protein [Arabidopsis thalian 28.71582 28.74435 28.17715 29.67039 16 4.843774 4.845206 4.816454 4.890952 0.8277541 0.247288 0.85076296 16152 1.0064064 down 4.84449 4.853703 0.001013 0.052678 -0.009213 0.998102
1618077_at 5.618493 5.594463 5.401905 5.404307 16 2.490183 2.484 2.433468 2.43411 0.0033833 17.1485 0.02783547 2012 1.0376377 up 2.487092 2.433789 0.004372 4.54E-04 0.0533027 1.021901
1618078_at 7.531262 7.656264 6.952371 6.925315 16 2.912891 2.936641 2.797505 2.79188 0.0086871 10.65902 0.03230825 4463 1.0943495 up 2.924766 2.794693 0.016793 0.003978 0.1300735 1.046543
1618079_aVvi.7561 Transcr ibed locus 12639.4 11968.27 8207.969 9000.788 16 13.62564 13.54693 13.00281 13.13584 0.0216276 6.688991 0.04688107 7658 1.4309379 up 13.58628 13.06932 0.055659 0.094064 0.516961 1.039555
1618080_at 12.28218 12.32195 6.958253 7.498781 16 3.618494 3.623159 2.798725 2.906656 0.0049086 14.22057 0.02943507 2765 1.703068 up 3.620827 2.852691 0.003299 0.076319 0.768136 1.269267
1618081_aVvi.3134 Transcr ibed locus, weakly similar to NP_922402.1 putative gibberellin 20-oxidase [Oryza sativ 589.7374 522.2483 449.302 448.3528 16 9.203929 9.028592 8.811542 8.808491 0.0731001 3.492683 0.11061695 10970 1.2364843 up 9.116261 8.810017 0.123982 0.002157 0.306244 1.034761
1618082_aVvi.4441 Transcr ibed locus, weakly similar to NP_914233.1 putative absci sic acid response protein [Or 4.873427 4.878649 4.726045 4.747126 16 2.284937 2.286482 2.240633 2.247054 0.0061639 12.67814 0.03021735 3385 1.029444 up 2.285709 2.243844 0.001092 0.00454 0.0418653 1.018658
1618083_aVvi.14295 Transcr ibed locus 3.237585 3.248348 3.143539 3.155133 16 1.694918 1.699706 1.65239 1.657701 0.0070802 11.8212 0.03091369 3800 1.0297306 up 1.697312 1.655045 0.003386 0.003756 0.0422668 1.025538
1618084_aVvi.4831 Transcr ibed locus, weakly similar to XP_477142.1 unknown protein [Oryza sativa (japonica cul 45.03765 45.87906 42.50961 37.51437 16 5.49306 5.519764 5.409717 5.229372 0.1768693 2.049976 0.22690803 12939 1.1382893 up 5.506412 5.319544 0.018883 0.127524 0.1868673 1.035128
1618085_aVvi.10409 Transcr ibed locus, moderately similar to XP_468043.1 putative dnaK-type molecular chaperon 1221.47 1353.258 844.9968 811.7519 16 10.2544 10.40222 9.722802 9.664895 0.0152945 7.992928 0.03928811 6462 1.5523602 up 10.32831 9.693849 0.104524 0.040947 0.634463 1.06545
1618086_aVvi.5298 Transcr ibed locus, weakly similar to NP_194623.1 nucleosidase-related [Arabidopsis thaliana 4.749497 4.760013 4.549642 4.599493 16 2.247775 2.250966 2.185753 2.201475 0.020075 6.951138 0.04511165 7387 1.0394039 up 2.24937 2.193614 0.002256 0.011117 0.0557562 1.025418
1618087_aVvi.1066 Transcr ibed locus, weakly similar to NP_567226.1 RelA/SpoT protein, putative (RSH1) [Arab 236.5825 211.1399 175.1337 177.3427 16 7.8862 7.722055 7.452313 7.470396 0.0534185 4.151365 0.08681026 10215 1.2681922 up 7.804128 7.461354 0.116068 0.012787 0.3427734 1.04594
1618088_aVvi.9912 Transcr ibed locus, weakly similar to XP_483581.1 putative HcrVf3 protein [Oryza sativa (japon 9.680856 10.26404 21.89153 15.28132 16 3.275134 3.359527 4.452301 3.933698 0.0794317 3.333182 0.11797511 11177 1.8348584 down 3.317331 4.192999 0.059675 0.366708 -0.8756688 0.791159
1618089_aVvi.15613 Transcr ibed locus 5.714625 5.770104 5.42527 5.415959 16 2.514659 2.528597 2.439695 2.437217 0.0071654 11.74999 0.03100277 3836 1.0593449 up 2.521628 2.438456 0.009856 0.001752 0.0831723 1.034109
1618090_at 7.976044 10.16188 8.607572 8.646028 16 2.995673 3.345094 3.105606 3.112037 0.7582702 0.352306 0.78882146 15958 1.0435951 up 3.170384 3.108822 0.247078 0.004547 0.0615621 1.019802
1618091_sVvi.8858 Transcr ibed locus, weakly similar to NP_566564.1 universal stress protein (USP) family prote 10308.73 10407.41 9098.079 9298.924 16 13.33158 13.34532 13.15135 13.18285 0.0099086 9.971218 0.03384818 4859 1.1261144 up 13.33845 13.1671 0.009719 0.022275 0.171353 1.013014
1618092_at 265.2801 243.3462 398.1689 391.4505 16 8.051373 7.926867 8.637237 8.612686 0.009812 10.02092 0.0337194 4830 1.5538447 down 7.98912 8.624962 0.088039 0.01736 -0.6358425 0.926279
1618093_aVvi.5706 Transcr ibed locus, weakly similar to NP_850253.1 beta-Ig-H3 domain-containing protein / fas 424.4726 381.4318 434.7536 395.5706 16 8.729527 8.575281 8.764054 8.627791 0.7135055 0.422891 0.74773496 15841 1.030624 down 8.652405 8.695923 0.109069 0.096352 -0.043518 0.994996
1618094_aVvi.3661 Transcr ibed locus, moderately similar to NP_567913.1 expressed protein [Arabidopsis thalian 251.2456 212.9836 235.719 254.3401 16 7.972955 7.734599 7.880924 7.990614 0.5957843 0.624981 0.6395042 15466 1.0584786 down 7.853777 7.935769 0.168543 0.077563 -0.081992 0.989668
1618095_aVvi.1802 Transcr ibed locus, strongly similar to NP_178071.1 glyceraldehyde 3-phosphate dehydrogen 476.3471 486.0687 714.8628 705.8654 16 8.895869 8.925016 9.481523 9.463249 9.36E-04 32.66957 0.02246529 689 1.4762561 down 8.910442 9.472385 0.02061 0.012921 -0.561943 0.940676
1618096_sVvi.6501 GO:000485Putative ripening-related protein (grip28 gene) 21641.4 21715.16 26198.9 26006.89 16 14.40151 14.40641 14.67722 14.66661 4.76E-04 45.83398 0.01907546 413 1.2040973 down 14.40396 14.67191 0.00347 0.007504 -0.267952 0.981737
1618097_aVvi.7203 Transcr ibed locus, strongly similar to XP_540284.1 PREDICTED: similar to germinal histon 1022.038 1044.098 4442.981 5213.297 16 9.997233 10.02804 12.11731 12.34798 0.0027359 19.07911 0.02700983 1679 4.658966 down 10.01264 12.23265 0.021784 0.163107 -2.22001 0.818518
1618098_at 180.6782 181.7438 193.4854 189.5596 16 7.497279 7.505763 7.596081 7.566507 0.0352321 5.185768 0.06402396 9135 1.0568521 down 7.501521 7.581294 0.005999 0.020912 -0.0797734 0.989478
1618099_aVvi.15438 Transcr ibed locus 3.861287 3.876421 3.747788 3.745062 16 1.949082 1.954725 1.906039 1.90499 0.0038064 16.16212 0.02824424 2234 1.032677 up 1.951904 1.905514 0.003991 7.42E-04 0.0463892 1.024345
1618100_aVvi.2459 Transcr ibed locus 257.8406 204.706 4.471611 4.401858 16 8.010336 7.677409 2.160795 2.138113 8.57E-04 34.12912 0.0221369 642 51.78344 up 7.843873 2.149454 0.235415 0.016039 5.6944189 3.64924
1618101_aVvi.1693 Transcr ibed locus, moderately similar to XP_360515.1 hypothetical protein MG10827.4 [Magn 8232.095 8282.754 9159.455 9212.332 16 13.00704 13.0159 13.16105 13.16935 0.0015547 25.33238 0.02480849 1039 1.1124423 down 13.01147 13.1652 0.006259 0.005872 -0.15373 0.988323
1618102_aVvi.2669 Transcr ibed locus, moderately similar to XP_481038.1 putative Preprotein translocase secY s 4.029686 4.624709 4.735405 9.982477 16 2.010667 2.209363 2.243488 3.319398 0.3445495 1.227357 0.40071526 14274 1.5926486 down 2.110015 2.781443 0.140499 0.760783 -0.6714279 0.758604
1618103_aVvi.9419 Transcr ibed locus 112.2998 95.27102 158.7744 140.0691 16 6.811212 6.573965 7.310834 7.129995 0.071406 3.538776 0.10861766 10913 1.4417553 down 6.692589 7.220415 0.167759 0.127873 -0.527826 0.926898
1618104_aVvi.3256 Transcr ibed locus, moderately similar to NP_565249.1 phospholipid/glycerol acyltransferase   70.81098 75.41328 55.08048 68.95406 16 6.145901 6.236746 5.783469 6.107564 0.2815788 1.460593 0.3372956 13858 1.185756 up 6.191324 5.945517 0.064237 0.229169 0.2458072 1.041343
1618105_aVvi.7202 Transcr ibed locus, weakly similar to NP_198361.1 hypothetical protein [Arabidopsis thaliana] 53.17687 60.15042 128.0875 170.8705 16 5.732727 5.910503 7.000986 7.41676 0.0255484 6.135783 0.05183424 8181 2.6158097 down 5.821615 7.208873 0.125707 0.293997 -1.387258 0.807562
1618106_aVvi.5270 Transcr ibed locus, moderately similar to XP_474262.1 OSJNBa0087O24.20 [Oryza sativa (ja 418.4463 451.3667 735.6909 726.2205 16 8.708899 8.818156 9.522956 9.504264 0.0054152 13.53389 0.02956287 3039 1.6818895 down 8.763527 9.51361 0.077257 0.013217 -0.750083 0.921157
1618107_aVvi.1189 Transcr ibed locus, weakly similar to NP_849444.1 Rieske [2Fe-2S] domain-containing protein 614.4103 610.0819 25.23761 22.62256 16 9.263059 9.252859 4.657503 4.49969 2.85E-04 59.17912 0.01827131 252 25.622915 up 9.257959 4.578597 0.007212 0.111591 4.6793624 2.022008
1618108_aVvi.15218 Transcr ibed locus 88.18984 70.52048 101.8916 82.99164 16 6.462541 6.13997 6.670892 6.374894 0.4178637 1.012513 0.473121 14662 1.1660565 down 6.301255 6.522893 0.228092 0.209302 -0.221638 0.966022
1618109_aVvi.5473 Transcr ibed locus, moderately similar to NP_190985.1 FKBP12 interacting protein (FIP37) [A  63.02219 64.77771 61.08172 61.12829 16 5.977788 6.017425 5.932669 5.933768 0.0831573 3.247629 0.12211017 11305 1.0456412 up 5.997606 5.933219 0.028028 7.78E-04 0.0643878 1.010852
1618110_sVvi.7637 Transcr ibed locus, weakly similar to XP_469697.1 unknown protein [Oryza sativa (japonica cu 8743.222 8825.696 6912.412 6154.822 16 13.09395 13.10749 12.75497 12.5875 0.0361972 5.112307 0.06521384 9214 1.3467522 up 13.10072 12.67124 0.009578 0.118421 0.429484 1.033894
1618111_aVvi.9195 Transcr ibed locus, moderately similar to NP_174141.1 GRAM domain-containing protein / AB 879.3638 796.1766 987.3757 1062.399 16 9.780316 9.636945 9.947455 10.05311 0.081929 3.275217 0.12074769 11263 1.2240409 down 9.708631 10.00028 0.101379 0.074709 -0.291651 0.970836
1618112_aVvi.5505 Transcr ibed locus, weakly similar to NP_199780.1 UDP-glucoronosyl/UDP-glucosyl transfer 4.118123 4.157054 3.986354 4.008505 16 2.041987 2.055561 1.99507 2.003064 0.0242037 6.310477 0.05022873 7999 1.0350546 up 2.048774 1.999067 0.009599 0.005653 0.0497068 1.024865
1618113_at 3.648091 3.661544 3.53372 3.555681 16 1.867142 1.872452 1.821188 1.830126 0.0135876 8.491153 0.03751574 6012 1.0310684 up 1.869797 1.825657 0.003755 0.00632 0.0441401 1.024178
1618114_s_at 365.3598 365.8673 375.3438 360.2358 16 8.513174 8.515177 8.552069 8.492798 0.8067888 0.27849 0.8325651 16087 1.0057403 down 8.514175 8.522433 0.001416 0.041911 -0.008258 0.999031
1618115_aVvi.8973 Transcr ibed locus, weakly similar to NP_174332.1 phototropic-responsive NPH3 family protei 52.78787 40.42723 53.41959 50.96165 16 5.722135 5.337256 5.739297 5.67134 0.4636512 0.898714 0.51650923 14902 1.1294523 down 5.529695 5.705319 0.272151 0.048053 -0.1756235 0.969218
1618116_sVvi.6638 Transcr ibed locus, strongly similar to NP_917525.1 putative chlorophyll a/b-binding protein 2 4586.359 4456.745 5.812875 6.53902 16 12.16313 12.12178 2.539252 2.709075 8.43E-05 108.9135 0.01503107 92 733.31616 up 12.14245 2.624163 0.029245 0.120083 9.5182908 4.627172
1618117_aVvi.6289 Transcr ibed locus 3.304719 3.32011 3.20962 3.223932 16 1.724528 1.731231 1.682402 1.688821 0.0118403 9.108253 0.03570804 5504 1.029731 up 1.727879 1.685612 0.00474 0.004539 0.0422676 1.025076
1618118_aVvi.1419 Transcr ibed locus, strongly similar to NP_178111.1 heat shock protein, putative [Arabidopsis 1027.285 1067.747 1135.763 1145.067 16 10.00462 10.06035 10.14945 10.16122 0.0497754 4.313122 0.08218503 10054 1.0888784 down 10.03249 10.15533 0.03941 0.008322 -0.122843 0.987904
1618119_aVvi.6508 Transcr ibed locus, weakly similar to XP_483639.1 putative RNA-binding protein [Oryza sativa  410.2767 435.3705 423.3184 448.7813 16 8.680453 8.7661 8.725599 8.809869 0.5363685 0.740015 0.5849563 15222 1.0312959 down 8.723276 8.767735 0.060561 0.059588 -0.044459 0.994929
1618120_aVvi.1944 Transcr ibed locus 145.2709 172.9551 162.3405 158.1755 16 7.182602 7.434253 7.342879 7.305383 0.9130462 0.123439 0.92643887 16361 1.0109441 down 7.308428 7.324131 0.177944 0.026514 -0.015703 0.997856
1618121_aVvi.9818 Transcr ibed locus 129.0806 183.0047 280.8109 196.7332 16 7.012129 7.515737 8.133455 7.620097 0.2304241 1.704386 0.28414923 13462 1.5292699 down 7.263933 7.876776 0.356104 0.362999 -0.612843 0.922196
1618122_sVvi.3000 Transcr ibed locus, moderately similar to NP_564444.1 expressed protein [Arabidopsis thalian 221.5451 255.2132 417.3769 406.446 16 7.791457 7.995559 8.705207 8.66692 0.0167336 7.633107 0.04107196 6763 1.7321403 down 7.893508 8.686064 0.144322 0.027073 -0.792556 0.908755
1618123_aVvi.2332 Transcr ibed locus, weakly similar to NP_182037.1 zinc finger (C2H2 type) family protein [Ara 15.61479 17.81799 17.07263 17.27338 16 3.964841 4.155263 4.093613 4.110479 0.7033259 0.43934 0.7383721 15813 1.0295359 down 4.060052 4.102046 0.134649 0.011926 -0.041994 0.989763
1618124_aVvi.4116 Transcr ibed locus, moderately similar to NP_566638.1 sodium hydrogen antiporter, putative [A  13.57813 15.19266 17.44193 14.66094 16 3.763213 3.925302 4.124487 3.873906 0.4081731 1.03834 0.4636985 14613 1.1133747 down 3.844257 3.999197 0.114614 0.177188 -0.1549391 0.961257
1618125_aVvi.337 Transcr ibed locus, weakly similar to NP_191124.1 pyruvate kinase, putative [Arabidopsis thalia 2485.555 2444.867 2203.921 2127.141 16 11.27935 11.25554 11.10586 11.0547 0.0219764 6.633915 0.04736598 7700 1.1385267 up 11.26745 11.08028 0.016838 0.036173 0.1871685 1.016892
1618126_aVvi.9807 Transcr ibed locus, weakly similar to NP_177792.1 expressed protein [Arabidopsis thaliana] 397.2789 463.2423 755.3796 737.0222 16 8.634008 8.855623 9.561058 9.525564 0.0191846 7.115471 0.04405298 7229 1.7392862 down 8.744816 9.543311 0.156705 0.025098 -0.798495 0.916329
1618127_aVvi.7029 GO:000976Chlorophyll a/b binding protein (Lhca3) mRNA, partial cds; nuclear gene for chloroplast prod 349.4687 429.1509 6.839437 8.016644 16 8.449019 8.745341 2.773878 3.002998 0.0010745 30.48155 0.02259248 788 52.300114 up 8.59718 2.888438 0.209531 0.162013 5.708742 2.976411
1618128_aVvi.14571 Transcr ibed locus 259.1501 280.3069 334.2275 317.4784 16 8.017644 8.130863 8.384686 8.310514 0.0561812 4.039061 0.09024724 10334 1.2086092 down 8.074253 8.347601 0.080058 0.052448 -0.273348 0.967254
1618129_aVvi.7951 Transcr ibed locus, weakly similar to NP_565640.1 transcr iption factor-related [Arabidopsis th 473.8967 480.0648 503.861 478.47 16 8.888429 8.907085 8.976882 8.902285 0.3902811 1.08788 0.44559842 14540 1.0294161 down 8.897757 8.939583 0.013192 0.052748 -0.041826 0.995321
1618130_aVvi.2338 Transcr ibed locus, moderately similar to NP_173172.1 ubiquitin-conjugating enzyme, putative 1394.876 1297.816 1394.217 1235.623 16 10.44592 10.34187 10.44524 10.27102 0.7581481 0.352495 0.78874385 15957 1.0251 up 10.3939 10.35813 0.073575 0.12319 0.035765 1.003453
1618131_at 1542.981 1565.252 1911.847 1986.417 16 10.59151 10.61218 10.90075 10.95595 0.0080498 11.0783 0.03158655 4230 1.2539766 down 10.60184 10.92835 0.014619 0.039033 -0.32651 0.970123
1618132_aVvi.6105 Transcr ibed locus, moderately similar to NP_564978.1 nitrate transporter (NTL1) [Arabidops 388.9493 385.8879 315.0028 321.3042 16 8.603438 8.592038 8.299221 8.327796 0.0029162 18.4774 0.02727699 1773 1.2177595 up 8.597738 8.313509 0.008061 0.020206 0.284229 1.034189
1618133_aVvi.11073 Transcr ibed locus, weakly similar to NP_192571.1 expressed protein [Arabidopsis thaliana] 553.1978 502.8249 659.9513 602.0314 16 9.111651 8.973912 9.366216 9.233695 0.1147991 2.69097 0.1589968 11986 1.195135 down 9.042782 9.299955 0.097396 0.093706 -0.257173 0.972347
1618134_aVvi.15332 Transcr ibed locus 3.742717 3.747951 3.62825 3.64654 16 1.904086 1.906102 1.859274 1.866528 0.007867 11.20783 0.0314613 4148 1.0296777 up 1.905094 1.862901 0.001426 0.00513 0.0421928 1.022649
1618135_aVvi.5717 Transcr ibed locus, moderately similar to NP_198119.1 histone H2A, putative [Arabidopsis tha 121.2586 136.7719 1267.46 1368.347 16 6.921944 7.095628 10.30773 10.41822 9.40E-04 32.5884 0.02248719 692 10.226113 down 7.008786 10.36297 0.122813 0.078131 -3.354186 0.67633
1618136_at 17.08501 17.13515 18.27016 18.25152 16 4.094659 4.098887 4.191417 4.189945 5.68E-04 41.94966 0.02028033 463 1.0672572 down 4.096773 4.190681 0.00299 0.001041 -0.093908 0.977591
1618137_aVvi.737 Transcr ibed locus, moderately similar to NP_187575.2 L-ascorbate peroxidase 1b (APX1b) [A 13.99428 14.16337 13.42751 13.38412 16 3.806765 3.824093 3.74712 3.74245 0.0157539 7.872751 0.03982136 6567 1.0501853 up 3.815429 3.744785 0.012253 0.003302 0.070644 1.018865
1618138_aVvi.1770 Transcr ibed locus 144.4188 153.9675 139.4017 138.8198 16 7.174115 7.266482 7.123105 7.11707 0.162764 2.165216 0.21185476 12754 1.0719303 up 7.220299 7.120088 0.065314 0.004267 0.1002114 1.014074
1618139_aVvi.14688 Transcr ibed locus 4.693879 4.68458 4.516678 4.524203 16 2.230781 2.22792 2.175262 2.177664 0.0012446 28.31949 0.02331889 885 1.0373389 up 2.22935 2.176463 0.002023 0.001698 0.052887 1.0243
1618140_aVvi.5222 Transcr ibed locus, moderately similar to NP_196736.1 ribosomal protein L19 family protein [A 2339.616 2473.535 3263.981 3260.317 16 11.19206 11.27236 11.67242 11.6708 0.0082502 10.94128 0.03174288 4313 1.356039 down 11.23221 11.67161 0.056783 0.001146 -0.439399 0.962353
1618141_aVvi.8437 Transcr ibed locus, weakly similar to NP_173705.1 COP9 signalosome subunit 5B / CSN sub 6.174705 6.20072 5.85278 5.868953 16 2.62637 2.632436 2.549122 2.553103 0.0021402 21.58126 0.02580234 1371 1.0557662 up 2.629403 2.551113 0.004289 0.002815 0.0782903 1.030689
1618142_at 7964.662 8074.181 7787.367 9298.1 16 12.9594 12.9791 12.92692 13.18272 0.5733833 0.667078 0.6185472 15388 1.0611086 down 12.96925 13.05482 0.013932 0.180877 -0.085572 0.993445
1618143_aVvi.12754 Transcr ibed locus, weakly similar to NP_912347.1 putative transformer serine/arginine-rich r 29.05672 17.90641 5.839663 5.857433 16 4.8608 4.162405 2.545885 2.550269 0.0302035 5.622852 0.05763036 8699 3.900139 up 4.511602 2.548077 0.49384 0.0031 1.9635255 1.770591
1618144_aVvi.15224 Transcr ibed locus 4.349246 4.358772 4.178072 4.182884 16 2.120765 2.123922 2.062837 2.064498 9.23E-04 32.90019 0.02245858 680 1.0415095 up 2.122344 2.063668 0.002232 0.001174 0.058676 1.028433
1618145_aVvi.4667 Transcr ibed locus, weakly similar to XP_467603.1 putative homeodomain leucine zipper prote 7.105732 6.688161 13.20301 21.96677 16 2.828983 2.74161 3.722795 4.457251 0.0717959 3.528029 0.10901371 10933 2.470369 down 2.785296 4.090023 0.061783 0.519339 -1.3047266 0.680998
1618146_aVvi.2999 Transcr ibed locus 301.4098 285.4988 92.1833 73.37788 16 8.235582 8.157341 6.526434 6.197273 0.0083954 10.84504 0.0319476 4361 3.566745 up 8.196462 6.361854 0.055325 0.232751 1.8346084 1.288376
1618147_aVvi.10908 Transcr ibed locus, weakly similar to XP_475176.1 unknown protein [Oryza sativa (japonica cu 7.097679 7.179296 7.120424 6.518132 16 2.827347 2.843842 2.831963 2.704459 0.4045285 1.048231 0.4599988 14599 1.0478148 up 2.835595 2.768211 0.011664 0.090159 0.0673837 1.024342
1618148_aVvi.14535 Transcr ibed locus 12.74721 13.04279 12.61272 15.41151 16 3.67211 3.705181 3.656808 3.945936 0.5195578 0.774718 0.5694282 15147 1.0812699 down 3.688645 3.801372 0.023385 0.204445 -0.1127266 0.970346
1618149_aVvi.12407 Transcr ibed locus, weakly similar to NP_193464.2 agenet domain-containing protein [Arabido  302.9352 290.5113 308.8892 283.3246 16 8.242866 8.18245 8.270946 8.146312 0.9588929 0.058182 0.9648206 16499 1.0027968 up 8.212658 8.208629 0.04272 0.088129 0.004029 1.000491
1618150_aVvi.10508 Transcr ibed locus, moderately similar to NP_200564.1 xyloglucan:xyloglucosyl transferase / x 178.4187 276.0757 163.4537 239.2001 16 7.479122 8.10892 7.352738 7.902074 0.7286301 0.398737 0.76161414 15882 1.1224219 up 7.794021 7.627406 0.445334 0.38844 0.166615 1.021844
1618151_aVvi.4551 Transcr ibed locus 5.334446 5.421645 5.164625 5.160055 16 2.415338 2.438731 2.368664 2.367386 0.037218 5.037678 0.0664504 9297 1.0417503 up 2.427034 2.368025 0.016541 9.03E-04 0.0590096 1.024919
1618152_aVvi.13758 Transcr ibed locus, moderately similar to NP_916241.1 putative glycerophosphoryl diester pho 3.600505 3.633403 3.480852 3.498756 16 1.848199 1.861321 1.79944 1.806842 0.0206391 6.852521 0.04563185 7508 1.0364274 up 1.85476 1.803141 0.009279 0.005234 0.0516191 1.028627
1618153_aVvi.7347 Transcr ibed locus, moderately similar to NP_564937.1 expressed protein [Arabidopsis thalian 648.3413 640.3309 499.1486 447.8496 16 9.34061 9.322674 8.963326 8.80687 0.029714 5.671125 0.05696302 8659 1.3627725 up 9.331642 8.885098 0.012682 0.11063 0.4465445 1.050258
1618154_aVvi.3520 Transcr ibed locus, strongly similar to XP_472939.1 OSJNBa0081L15.15 [Oryza sativa (japon  3982.847 3785.296 4303.406 4353.806 16 11.95958 11.88619 12.07126 12.08806 0.0531096 4.164449 0.0864521 10198 1.1147913 down 11.92289 12.07966 0.051897 0.011878 -0.156773 0.987022
1618155_aVvi.1485 Transcr ibed locus, weakly similar to NP_188813.1 UDP-glucoronosyl/UDP-glucosyl transfer 15350.22 14546.99 4423.502 4505.19 16 13.90597 13.82843 12.11097 12.13737 5.52E-04 42.56056 0.02008398 454 3.3473737 up 13.8672 12.12417 0.054827 0.018667 1.74303 1.143765
1618156_aVvi.8310 Transcr ibed locus 224.7293 218.5481 104.3925 86.19935 16 7.812044 7.771807 6.705874 6.429605 0.0127542 8.769753 0.03672843 5764 2.3362358 up 7.791925 6.56774 0.028452 0.195352 1.2241859 1.186394
1618157_aVvi.10992 Transcr ibed locus, strongly similar to NP_188773.1 expressed protein [Arabidopsis thaliana] 30.0057 29.92026 26.53925 29.37871 16 4.907165 4.903051 4.730056 4.876699 0.2998192 1.386909 0.35528895 14009 1.0730597 up 4.905108 4.803377 0.002909 0.103692 0.1017305 1.021179
1618158_aVvi.10147 Transcr ibed locus, moderately similar to NP_190674.2 FG-GAP repeat-containing protein [A 1248.562 1486.537 1623.437 1825.044 16 10.28605 10.53774 10.66484 10.83372 0.1559137 2.226225 0.20436436 12665 1.2634596 down 10.4119 10.74928 0.17797 0.119416 -0.337379 0.968614
1618159_aVvi.8538 Transcr ibed locus 29.54414 30.23289 32.53521 30.73805 16 4.8848 4.918047 5.02393 4.941954 0.2066499 1.843019 0.25879166 13256 1.058131 down 4.901424 4.982942 0.023509 0.057966 -0.0815181 0.983641
1618160_aVvi.2442 Transcr ibed locus, weakly similar to NP_565683.1 thioesterase family protein [Arabidopsis tha 633.4424 620.9686 615.7211 578.513 16 9.30707 9.278377 9.266133 9.176206 0.2687582 1.51606 0.3240322 13769 1.0508474 up 9.292723 9.221169 0.020289 0.063588 0.071554 1.00776
1618161_aVvi.9142 Transcr ibed locus, weakly similar to NP_498264.1 prolyl oligopeptidase family protein (3G951 254.0384 291.7055 103.8264 82.7278 16 7.988902 8.188369 6.698029 6.3703 0.0148894 8.103432 0.03885992 6355 2.9372602 up 8.088635 6.534164 0.141044 0.231739 1.5544706 1.237899
1618162_aVvi.9595 Transcr ibed locus 9.356867 7.744954 12.00233 10.41141 16 3.226025 2.953257 3.585242 3.380094 0.1478346 2.303091 0.19539444 12560 1.3131455 down 3.089641 3.482668 0.192877 0.145061 -0.393027 0.887148
1618163_aVvi.5296 Transcr ibed locus, moderately similar to NP_850628.1 zinc finger (C3HC4-type RING finger 155.393 156.2033 143.4616 147.5186 16 7.279777 7.287281 7.164521 7.204753 0.0402495 4.832732 0.07036141 9496 1.0709509 up 7.283529 7.184637 0.005306 0.028448 0.0988923 1.013764
1618164_aVvi.8768 Transcr ibed locus, weakly similar to NP_179782.1 cytochrome P450, putative [Arabidopsis tha 24.64839 30.34646 12.71523 5.982765 16 4.623422 4.923456 3.668486 2.580813 0.0998461 2.922617 0.14163058 11703 3.135705 up 4.773439 3.124649 0.212156 0.769101 1.64879 1.527672
1618165_at 5.323865 5.353509 5.149346 5.171051 16 2.412474 2.420485 2.364389 2.370457 0.0103299 9.762648 0.03432674 4995 1.0345877 up 2.416479 2.367423 0.005665 0.004291 0.049056 1.020721
1618166_aVvi.14629 Transcr ibed locus 3.9804 4.009829 3.865724 3.894249 16 1.992913 2.003541 1.950739 1.961345 0.0302409 5.619202 0.05768153 8703 1.029672 up 1.998227 1.956042 0.007515 0.0075 0.042185 1.021567
1618167_aVvi.15190 Transcr ibed locus 3.157579 3.177613 3.071685 3.088598 16 1.658819 1.667944 1.61903 1.626952 0.0216526 6.685013 0.04691057 7662 1.0283918 up 1.663381 1.622991 0.006452 0.005601 0.04039 1.024886
1618168_sVvi.2426 Transcr ibed locus, weakly similar to NP_051099.1 ribosomal protein L2 [Arabidopsis thaliana 165.4882 205.6314 189.661 190.6086 16 7.370584 7.683917 7.567278 7.57447 0.8068643 0.278376 0.83259124 16088 1.0306996 down 7.52725 7.570874 0.22156 0.005085 -0.0436237 0.994238
1618169_at 5.867346 5.946349 5.560077 5.507234 16 2.552708 2.572004 2.475105 2.461328 0.0154901 7.941114 0.03951212 6507 1.0674286 up 2.562356 2.468216 0.013644 0.009742 0.0941396 1.038141
1618170_aVvi.697 Transcr ibed locus, strongly similar to NP_568925.1 phospholipid/glycerol acyltransferase fam 1495.92 1533.033 1641.23 1492.904 16 10.54682 10.58217 10.68056 10.54391 0.5685296 0.676392 0.61422056 15366 1.0336437 down 10.5645 10.61223 0.025001 0.096631 -0.047739 0.995502
1618171_sVvi.1307 GO:000611Zeaxanthin epoxidase (ZEP) 203.1255 265.1545 69.0461 51.54414 16 7.666228 8.05069 6.109489 5.687737 0.0205469 6.868354 0.04552621 7491 3.8902047 up 7.858459 5.898613 0.271856 0.298224 1.959846 1.332255
1618172_aVvi.976 Transcr ibed locus, weakly similar to NP_196202.1 zinc finger (C3HC4-type RING finger) fam 7.48376 10.77883 25.80799 19.10613 16 2.903763 3.430129 4.689746 4.255963 0.0619314 3.829213 0.09717278 10580 2.4723933 down 3.166946 4.472855 0.372197 0.306731 -1.3059082 0.708037
1618173_at 6.023575 6.066317 5.791465 5.659995 16 2.59062 2.600821 2.533928 2.500801 0.045603 4.521069 0.07708485 9820 1.055814 up 2.59572 2.517365 0.007213 0.023425 0.0783558 1.031126
1618174_aVvi.15007 Transcr ibed locus 3.6347 3.604732 3.8641 3.540178 16 1.861836 1.849892 1.950132 1.823822 0.6723401 0.490456 0.7101006 15718 1.0218002 down 1.855864 1.886977 0.008446 0.089315 -0.031113 0.983512
1618175_aVvi.2566 Transcr ibed locus 196.4492 209.4054 178.019 191.1509 16 7.618012 7.710155 7.475888 7.578568 0.1857041 1.983958 0.23641276 13040 1.0995061 up 7.664084 7.527228 0.065155 0.072606 0.1368555 1.018181
1618176_aVvi.15607 Transcr ibed locus 4.076977 4.095509 3.919955 3.939852 16 2.0275 2.034043 1.970837 1.978141 0.007504 11.47888 0.03126878 3982 1.0397826 up 2.030771 1.974489 0.004627 0.005165 0.0562821 1.028505
1618177_aVvi.1230 Transcr ibed locus, moderately similar to NP_178722.1 cycloartenol synthase (CAS1) / 2,3-ep 281.6432 335.1354 436.656 366.5546 16 8.137725 8.3886 8.770353 8.517884 0.1656348 2.140684 0.21488386 12796 1.3022051 down 8.263163 8.644119 0.177396 0.178523 -0.380956 0.955929
1618178_at 5.918985 5.956132 5.587934 5.585105 16 2.56535 2.574376 2.482315 2.481584 0.0026419 19.41689 0.02672241 1639 1.0628318 up 2.569863 2.48195 0.006382 5.17E-04 0.0879132 1.035421
1618179_at 4.202522 4.206538 4.04971 4.070512 16 2.071255 2.072633 2.017819 2.02521 0.0055113 13.41441 0.02965942 3080 1.0355734 up 2.071944 2.021514 9.74E-04 0.005227 0.0504298 1.024947
1618180_aVvi.48 Transcr ibed locus 598.7042 628.3105 620.5866 674.3395 16 9.225699 9.295334 9.277489 9.397331 0.3827398 1.109536 0.43837503 14494 1.054744 down 9.260517 9.33741 0.049239 0.084741 -0.076893 0.991765
1618181_aVvi.14767 Transcr ibed locus 400.4669 398.5083 216.991 191.1987 16 8.645539 8.638466 7.761491 7.578929 0.0087208 10.63817 0.03235135 4473 1.9612756 up 8.642002 7.67021 0.005002 0.129091 0.971792 1.126697
1618182_aVvi.15960 Transcr ibed locus 1139.367 1138.944 1235.549 1272.36 16 10.15402 10.15348 10.27094 10.31329 0.0226356 6.533286 0.04817878 7799 1.1006576 down 10.15375 10.29211 3.79E-04 0.029949 -0.1383655 0.986556
1618183_at 8.723491 9.677706 8.63866 7.931802 16 3.124906 3.274665 3.110807 2.987649 0.2606359 1.552963 0.3155916 13710 1.1099981 up 3.199785 3.049228 0.105896 0.087087 0.1505572 1.049376
1618184_aVvi.508 Transcr ibed locus, strongly similar to NP_564011.1 ubiquitin-conjugating enzyme, putative [A  1153.273 1145.991 1181.705 1137.258 16 10.17152 10.16238 10.20666 10.15134 0.7091699 0.429877 0.74352 15834 1.0083872 down 10.16695 10.179 0.006462 0.039111 -0.01205 0.998816
1618185_aVvi.14796 Transcr ibed locus 3.920654 3.935444 3.788696 3.826743 16 1.971094 1.976527 1.921701 1.936117 0.0281901 5.829288 0.05495034 8516 1.0316125 up 1.97381 1.928909 0.003841 0.010194 0.0449011 1.023278
1618186_x_at 6.423415 6.474035 6.084446 6.264731 16 2.683341 2.694665 2.605126 2.647253 0.1023879 2.879889 0.14467986 11748 1.044501 up 2.689003 2.626189 0.008008 0.029788 0.0628138 1.023918
1618187_aVvi.1035 Transcr ibed locus, weakly similar to XP_465933.1 putative steroleosin [Oryza sativa (japonica 5.62282 5.655713 5.43577 5.286217 16 2.491294 2.499709 2.442484 2.402236 0.0707321 3.557553 0.10790172 10882 1.052005 up 2.495502 2.42236 0.00595 0.02846 0.0731415 1.030194
1618188_s_at 6.776823 6.844279 6.403866 6.35883 16 2.760609 2.774899 2.678943 2.668761 0.0086159 10.70356 0.03220978 4438 1.0672525 up 2.767754 2.673852 0.010104 0.0072 0.0939016 1.035118
1618189_aVvi.14751 Transcr ibed locus 120.9687 117.9577 117.581 115.6739 16 6.91849 6.882126 6.877511 6.85392 0.251528 1.596129 0.30617115 13638 1.0242679 up 6.900308 6.865715 0.025713 0.016682 0.034593 1.005039
1618190_aVvi.1328 Transcr ibed locus, strongly similar to NP_173692.1 40S ribosomal protein S18 (RPS18A) [A 8981.478 9127.222 12157 12146.77 16 13.13274 13.15596 13.5695 13.56829 7.49E-04 36.51255 0.0220186 563 1.3421485 down 13.14435 13.56889 0.016421 8.59E-04 -0.4245445 0.968712
1618191_aVvi.5541 Transcr ibed locus, moderately similar to NP_194882.2 exocyst subunit EXO70 family protein ( 423.6098 440.9999 537.8063 554.2985 16 8.726592 8.784635 9.070943 9.114519 0.0113904 9.289577 0.03535031 5348 1.2632307 down 8.755613 9.092731 0.041042 0.030813 -0.337118 0.962924
1618192_aVvi.10545 Transcr ibed locus, moderately similar to XP_468783.1 putative ubiquitin conjugation factor [O 617.9977 587.1298 681.893 655.5767 16 9.271458 9.197536 9.413402 9.356621 0.083979 3.229498 0.12308808 11326 1.1099653 down 9.234497 9.385012 0.052271 0.04015 -0.150515 0.983962
1618193_aVvi.1896 Transcr ibed locus, weakly similar to NP_192974.1 hypothetical protein [Arabidopsis thaliana] 328.6725 331.2412 357.9691 334.5119 16 8.360507 8.371738 8.483691 8.385914 0.2975819 1.395643 0.35324284 13985 1.0487566 down 8.366123 8.434803 0.007942 0.069139 -0.06868 0.991858
1618194_aVvi.12446 Transcr ibed locus, weakly similar to NP_190785.2 expressed protein [Arabidopsis thaliana] 57.10938 70.86157 85.54669 86.64475 16 5.835655 6.146932 6.41864 6.43704 0.107393 2.799994 0.15062676 11835 1.3533611 down 5.991293 6.42784 0.220106 0.013011 -0.4365466 0.932085
1618195_at 4.531603 4.619105 4.394256 4.418496 16 2.180022 2.207614 2.135619 2.143555 0.0634731 3.777712 0.09909532 10633 1.0383052 up 2.193818 2.139587 0.01951 0.005612 0.0542304 1.025346
1618196_at 6.753009 7.276897 6.561602 6.294457 16 2.755531 2.863324 2.714048 2.654082 0.1791358 2.032621 0.22935425 12965 1.0907816 up 2.809427 2.684065 0.076221 0.042403 0.1253621 1.046706
1618197_aVvi.1100 Transcr ibed locus, weakly similar to XP_479479.1 putative pre-mRNA splicing factor SF2 [Or 1100.292 1084.824 1386.224 1359.018 16 10.10367 10.08325 10.43695 10.40835 0.0028369 18.73493 0.0270467 1734 1.2563072 down 10.09346 10.42265 0.014443 0.02022 -0.329189 0.968416
1618198_aVvi.15536 Transcr ibed locus 1336.045 1372.193 1368.68 1326.416 16 10.38375 10.42227 10.41857 10.37332 0.8341487 0.237843 0.8564339 16169 1.0049103 up 10.40301 10.39594 0.027234 0.031998 0.007066 1.00068
1618199_aVvi.8650 Transcr ibed locus, weakly similar to NP_568590.1 zinc finger (C3HC4-type RING finger) fam   680.6752 687.9086 598.8997 577.1799 16 9.410823 9.426073 9.226171 9.172877 0.0156526 7.898794 0.03968097 6547 1.1638649 up 9.418448 9.199524 0.010784 0.037684 0.2189235 1.023797
1618200_aVvi.5873 Transcr ibed locus, weakly similar to NP_196159.1 disease resistance protein (CC-NBS-LRR 118.8043 121.2292 159.5568 177.8138 16 6.892444 6.921593 7.317926 7.474224 0.0254195 6.151937 0.05172851 8157 1.4035263 down 6.907019 7.396075 0.020612 0.110519 -0.4890563 0.933876
1618201_at 4.258981 4.308559 4.11959 4.137837 16 2.090508 2.107205 2.042501 2.048877 0.0271083 5.949451 0.05362227 8392 1.0375408 up 2.098857 2.045689 0.011807 0.004509 0.0531681 1.02599
1618202_aVvi.14886 Transcr ibed locus 3.977669 3.979151 3.826611 3.864943 16 1.991923 1.992461 1.936067 1.950447 0.0209411 6.801352 0.0459933 7558 1.0345007 up 1.992192 1.943257 3.80E-04 0.010168 0.0489347 1.025182
1618203_aVvi.7145 Transcr ibed locus, moderately similar to NP_194461.1 zinc finger (B-box type) family protein 404.9096 411.8628 74.52129 74.27921 16 8.661456 8.68602 6.219581 6.214887 2.59E-05 196.4554 0.01323349 31 5.4888535 up 8.673739 6.217234 0.017369 0.003319 2.4565048 1.395112
1618204_aVvi.887 Transcr ibed locus, moderately similar to NP_565331.1 enoyl-[acyl-carrier protein] reductase         192.4578 169.9763 244.5327 232.0902 16 7.588398 7.409189 7.933884 7.858542 0.0549368 4.088626 0.08870458 10281 1.3171494 down 7.498794 7.896213 0.12672 0.053275 -0.397419 0.94967
1618205_at 4.596785 4.623424 4.487539 4.496296 16 2.200625 2.208962 2.165925 2.168737 0.0135097 8.516131 0.0374249 5992 1.0263072 up 2.204794 2.167331 0.005895 0.001989 0.0374628 1.017285
1618206_aVvi.6937 Transcr ibed locus, weakly similar to NP_566492.1 expressed protein [Arabidopsis thaliana] 1475.655 1467.868 1407.262 1299.96 16 10.52714 10.51951 10.45868 10.34425 0.1674769 2.125246 0.21691771 12817 1.0881366 up 10.52332 10.40146 0.005397 0.08091 0.1218595 1.011716
1618207_aVvi.4498 Transcr ibed locus, weakly similar to NP_198679.1 cytochrome B561 family protein [Arabidops 4.011972 4.033499 3.90394 3.905144 16 2.004311 2.012032 1.964931 1.965376 0.0079824 11.12554 0.03158401 4191 1.0302671 up 2.008172 1.965153 0.005459 3.15E-04 0.0430185 1.021891
1618208_sVvi.7010 Transcr ibed locus, moderately similar to NP_909832.1 putative leucine-rich repeat protein [O 4663.094 4977.133 7251.268 6944.843 16 12.18707 12.2811 12.82402 12.76173 0.0100324 9.908564 0.033945 4905 1.4730296 down 12.23409 12.79287 0.066488 0.044046 -0.558786 0.956321
1618209_aVvi.6867 Transcr ibed locus, moderately similar to NP_192640.1 L-ascorbate peroxidase, chloroplast, p  85.85317 89.4855 27.71022 26.52591 16 6.4238 6.483582 4.792346 4.72933 6.58E-04 38.97811 0.02170313 502 3.2329528 up 6.453691 4.760838 0.042273 0.044559 1.6928525 1.355579
1618210_at 16.81088 17.14063 14.66439 12.52274 16 4.071323 4.099348 3.874245 3.646479 0.105334 2.832209 0.1481996 11799 1.2526417 up 4.085336 3.760362 0.019817 0.161055 0.3249737 1.086421
1618211_aVvi.3130 Transcr ibed locus, moderately similar to NP_563710.1 AWPM-19-like membrane family prote 284.4708 257.3164 239.104 219.136 16 8.152137 8.0074 7.901495 7.775682 0.1283343 2.51524 0.17408337 12238 1.1819586 up 8.079768 7.838589 0.102345 0.088963 0.2411793 1.030768
1618212_aVvi.13103 Transcr ibed locus, moderately similar to NP_850918.1 translation initiation factor-related [Ara 2944.174 2884.704 2869.278 2878.144 16 11.52365 11.49421 11.48647 11.49092 0.3071432 1.35887 0.36264783 14060 1.0141213 up 11.50893 11.4887 0.020817 0.003147 0.02023 1.001761
1618213_at 523.8609 484.7509 609.7194 576.9709 16 9.03304 8.9211 9.252002 9.172355 0.0757872 3.422651 0.11385562 11050 1.1769952 down 8.97707 9.212178 0.079154 0.056319 -0.235108 0.974479
1618214_aVvi.10292 Transcr ibed locus 23.25117 22.5367 26.11166 37.83262 16 4.539231 4.494204 4.706622 5.241559 0.2304985 1.703982 0.2842111 13463 1.373039 down 4.516718 4.974091 0.031839 0.378257 -0.4573726 0.908049
1618215_sVvi.10992 Transcr ibed locus, strongly similar to NP_188773.1 expressed protein [Arabidopsis thaliana] 343.7202 383.5878 293.0241 277.3507 16 8.425091 8.583413 8.194876 8.115567 0.0587354 3.942162 0.09329554 10451 1.2737036 up 8.504252 8.155222 0.111951 0.05608 0.3490295 1.042798
1618216_aVvi.34 Transcr ibed locus, moderately similar to NP_172563.1 serine/threonine protein kinase, putativ 769.1611 771.3138 463.0504 561.0938 16 9.587142 9.591174 8.855025 9.132098 0.0500842 4.298748 0.08260455 10065 1.5110971 up 9.589158 8.993562 0.002851 0.19592 0.595596 1.066225
1618217_aVvi.2008 Transcr ibed locus 577.1669 581.5067 694.1617 648.8961 16 9.172845 9.183652 9.439128 9.341844 0.0492777 4.336564 0.08157428 10028 1.1584834 down 9.178248 9.390486 0.007642 0.06879 -0.212238 0.977399
1618218_aVvi.2792 Transcr ibed locus, moderately similar to NP_567097.1 phagocytosis and cell motility protein E 8.144691 8.161935 7.976089 7.940219 16 3.02586 3.028911 2.995682 2.989179 0.010392 9.732936 0.03441097 5012 1.0245252 up 3.027386 2.99243 0.002158 0.004598 0.0349555 1.011681
1618219_aVvi.1117 Transcr ibed locus, weakly similar to XP_469012.1 putative yabby protein [Oryza sativa (japonic  4.84664 4.881788 4.653671 4.642367 16 2.276985 2.28741 2.218369 2.214861 0.0069589 11.92491 0.03080828 3749 1.0465072 up 2.282197 2.216615 0.007371 0.002481 0.0655822 1.029587
1618220_at 413.881 465.2598 619.0861 685.4465 10 8.693072 8.861893 9.273996 9.4209 0.0364464 5.0938 0.06553491 9232 1.4844879 down 8.777483 9.347448 0.119374 0.103877 -0.569965 0.939025
1618221_sVvi.1363 Transcr ibed locus, strongly similar to NP_919056.1 putative ribosomal protein S29 [Oryza sa 8820.354 9105.094 8303.63 9482.896 16 13.10662 13.15246 13.01953 13.21111 0.8984401 0.144374 0.9134609 16328 1.0099062 up 13.12954 13.11532 0.032413 0.135471 0.0142215 1.001084
1618222_aVvi.15260 Transcr ibed locus 306.6205 277.784 377.6386 356.3095 16 8.26031 8.11782 8.560863 8.476987 0.0574542 3.989981 0.09174134 10396 1.2568911 down 8.189065 8.518925 0.100756 0.059309 -0.32986 0.961279
1618223_aVvi.10154 Transcr ibed locus, weakly similar to XP_466885.1 unknown protein [Oryza sativa (japonica cu 152.8996 158.7231 198.2051 189.9088 16 7.256441 7.310369 7.63085 7.569163 0.016335 7.728028 0.04057206 6683 1.2453936 down 7.283405 7.600007 0.038133 0.043619 -0.3166017 0.958342
1618224_aVvi.15178 Transcr ibed locus 7.072318 7.108618 6.891918 6.540936 16 2.822183 2.829569 2.784905 2.709497 0.1734553 2.076694 0.22328489 12896 1.0560476 up 2.825876 2.747201 0.005223 0.053322 0.0786748 1.028638
1618225_at 4.411562 4.423319 4.297947 4.326283 16 2.14129 2.145129 2.103648 2.113128 0.0208967 6.808805 0.04594575 7547 1.0244303 up 2.14321 2.108388 0.002715 0.006704 0.0348218 1.016516
1618226_at 334.7679 312.903 371.5017 379.8988 16 8.387017 8.289572 8.537225 8.569471 0.0525058 4.190345 0.08574676 10165 1.160747 down 8.338295 8.553349 0.068904 0.022802 -0.215054 0.974857
1618227_aVvi.392 Transcr ibed locus, moderately similar to NP_564049.1 suppressor of lin-12-like protein-relate 286.8207 297.6228 304.996 290.2978 16 8.164005 8.217341 8.252646 8.18139 0.6138762 0.591971 0.65658885 15521 1.0184282 down 8.190674 8.217018 0.037714 0.050386 -0.026344 0.996794
1618228_sVvi.7534 Transcr ibed locus, moderately similar to NP_566174.1 14-3-3 protein GF14 nu (GRF7) [Arab 5385.306 5267.858 6345.354 6168.684 16 12.39481 12.363 12.63149 12.59075 0.0121612 8.985069 0.03602742 5603 1.174633 down 12.37891 12.61112 0.022495 0.028806 -0.23221 0.981587
1618229_aVvi.14870 Transcr ibed locus 119.9652 154.2786 167.8313 171.8859 16 6.906472 7.269394 7.390868 7.425307 0.2210985 1.756421 0.27399248 13396 1.2484635 down 7.087934 7.408087 0.256625 0.024352 -0.3201538 0.956783
1618230_aVvi.8360 Transcr ibed locus 223.7868 205.9726 287.7813 308.9803 16 7.805981 7.686309 8.168829 8.271371 0.026545 6.01486 0.05298795 8316 1.388912 down 7.746145 8.2201 0.08462 0.072508 -0.4739548 0.942342
1618231_at 10.92314 11.18623 9.614206 9.209565 13 3.449315 3.483653 3.265168 3.203133 0.022501 6.553477 0.04799723 7782 1.1747334 up 3.466484 3.23415 0.02428 0.043865 0.2323334 1.071838
1618232_aVvi.9353 Transcr ibed locus 6.525908 6.561111 7.223588 6.40614 16 2.706179 2.71394 2.852716 2.679455 0.5844632 0.646079 0.62857145 15436 1.0395981 down 2.710059 2.766085 0.005488 0.122513 -0.056026 0.979745
1618233_aVvi.15770 Transcr ibed locus 7.63903 7.755627 7.070523 7.077779 16 2.933389 2.955243 2.821817 2.823297 0.0079937 11.11758 0.03158401 4195 1.088061 up 2.944316 2.822557 0.015453 0.001046 0.1217594 1.043138
1618234_aVvi.2438 Transcr ibed locus, weakly similar to NP_187673.1 diadenosine 5',5'''-P1,P4-tetraphosphate h   2040.462 1940.692 1322.691 1237.875 16 10.99468 10.92236 10.36926 10.27365 0.0087374 10.62795 0.03237891 4479 1.55516 up 10.95852 10.32146 0.051141 0.067607 0.637063 1.061722
1618235_aVvi.1487 Transcr ibed locus, moderately similar to NP_849815.1 SEC14 cytosolic factor family protein / 938.2688 985.4066 1415.612 1456.119 16 9.873858 9.944575 10.46721 10.50791 0.0049393 14.176 0.02943507 2778 1.4931357 down 9.909216 10.48756 0.050005 0.028781 -0.578345 0.944854
1618236_aVvi.3610 Transcr ibed locus, weakly similar to NP_565353.1 expressed protein [Arabidopsis thaliana] 337.2747 293.798 323.1826 374.1829 16 8.39778 8.198681 8.336206 8.5476 0.4267125 0.9895 0.48182553 14702 1.1047126 down 8.298231 8.441902 0.140785 0.149478 -0.143671 0.982981
1618237_aVvi.9483 Transcr ibed locus 4.259459 4.260243 4.08592 4.101902 16 2.09067 2.090936 2.030661 2.036293 0.0024098 20.33405 0.0262861 1521 1.0405354 up 2.090803 2.033477 1.88E-04 0.003983 0.0573262 1.028191
1618238_aVvi.3548 Transcr ibed locus, moderately similar to XP_480562.1 putative photosystem II 10K protein [Or 3.945645 3.963348 3.835664 3.840074 16 1.980261 1.98672 1.939476 1.941134 0.0059074 12.95306 0.03008822 3254 1.0303862 up 1.983491 1.940305 0.004567 0.001172 0.0431853 1.022257
1618239_aVvi.14432 Transcr ibed locus 4.859293 4.823077 4.755676 5.546092 16 2.280746 2.269954 2.249651 2.471472 0.5230706 0.767378 0.5725978 15165 1.0608428 down 2.27535 2.360561 0.007631 0.156851 -0.085211 0.963902
1618240_at 34.77823 37.3555 29.96572 27.98416 16 5.120112 5.223249 4.905241 4.806539 0.0474802 4.424201 0.0793504 9933 1.2446936 up 5.171681 4.85589 0.072929 0.069793 0.3157905 1.065032
1618241_aVvi.11884 Transcr ibed locus, moderately similar to NP_199127.2 transcr iption initiation factor IID (TFIID 124.14 123.3198 127.5368 117.1832 16 6.955824 6.946261 6.994771 6.872622 0.8036792 0.28315 0.82961404 16082 1.0120962 up 6.951042 6.933696 0.006762 0.086372 0.017346 1.002502
1618242_aVvi.11941 Transcr ibed locus 8.187535 8.258895 7.99236 8.083769 16 3.033429 3.045949 2.998622 3.015028 0.0860515 3.184875 0.12558253 11375 1.0230411 up 3.039689 3.006825 0.008852 0.011601 0.032864 1.01093
1618243_aVvi.1549 Transcr ibed locus, strongly similar to XP_483817.1 putative iron inhibited ABC transporter 2 8225.583 7922.035 8258.736 7792.929 16 13.0059 12.95166 13.01171 12.92795 0.8741572 0.179395 0.89155656 16277 1.0062238 up 12.97878 12.96983 0.038358 0.059224 0.008951 1.00069
1618244_sVvi.11008 Transcr ibed locus, weakly similar to XP_483236.1 unknown protein [Oryza sativa (japonica cul 176.2035 148.5255 103.7 125.6585 16 7.461099 7.214567 6.696272 6.973365 0.113282 2.712481 0.15726292 11958 1.4171712 up 7.337833 6.834818 0.174324 0.195934 0.5030141 1.073596
1618245_aVvi.10171 Transcr ibed locus, weakly similar to NP_568422.1 expressed protein [Arabidopsis thaliana] 3.640097 3.691747 3.523377 3.536685 16 1.863977 1.884304 1.816959 1.822398 0.0353517 5.176504 0.06419214 9142 1.0384717 up 1.87414 1.819678 0.014373 0.003846 0.054462 1.029929
1618246_aVvi.9260 Transcr ibed locus, moderately similar to XP_468404.1 putative myosin subfamily XI heavy cha 3.742407 3.757192 3.627151 3.629284 16 1.903966 1.909655 1.858837 1.859685 0.0036376 16.535 0.02818367 2140 1.0335083 up 1.906811 1.859261 0.004022 6.00E-04 0.04755 1.025575
1618247_aVvi.443 Transcr ibed locus, moderately similar to NP_027545.1 band 7 family protein [Arabidopsis thal 1147.05 1197.218 1401.771 1294.423 16 10.16371 10.22547 10.45304 10.33809 0.0911966 3.080456 0.13157612 11506 1.149473 down 10.19459 10.39556 0.043669 0.081277 -0.2009725 0.980667
1618248_aVvi.10197 Transcr ibed locus, weakly similar to NP_197518.1 ribosomal protein L36 family protein [Arabi 642.7205 654.3787 801.9648 862.3978 16 9.328048 9.353982 9.647395 9.75221 0.0219009 6.645732 0.04730047 7686 1.2823478 down 9.341015 9.699802 0.018338 0.074115 -0.358787 0.963011
1618249_aVvi.13116 Transcr ibed locus, strongly similar to XP_482618.1 glyceraldehyde-3-phosphate dehydrogen     81.3387 74.40301 6.326563 6.636717 16 6.34587 6.217289 2.661422 2.73047 4.14E-04 49.13594 0.01871624 359 12.005585 up 6.28158 2.695946 0.090921 0.048824 3.5856338 2.33001
1618250_aVvi.413 Transcr ibed locus, weakly similar to NP_191203.2 WD-40 repeat protein family [Arabidopsis t 224.4152 211.5334 245.3709 225.589 16 7.810027 7.724742 7.93882 7.817553 0.2735915 1.494765 0.32916632 13798 1.0798285 down 7.767385 7.878187 0.060305 0.085749 -0.1108022 0.985936
1618251_at 19.658 19.66871 29.49775 31.84394 16 4.297045 4.297831 4.882533 4.992947 0.0073524 11.59791 0.03112543 3919 1.5586561 down 4.297438 4.93774 5.56E-04 0.078075 -0.6403026 0.870325
1618252_aVvi.228 Transcr ibed locus 6.654812 6.725632 6.194982 6.260314 16 2.734398 2.74967 2.6311 2.646235 0.0106446 9.614949 0.03473294 5087 1.0742773 up 2.742034 2.638668 0.010799 0.010702 0.1033664 1.039174
1618253_aVvi.8795 Transcr ibed locus, moderately similar to NP_181471.1 60S ribosomal protein L35 (RPL35B) 6220.812 6268.349 8798.429 8999.271 16 12.60289 12.61387 13.10303 13.13559 0.0011289 29.73688 0.0230302 812 1.4249704 down 12.60838 13.11931 0.007766 0.023024 -0.510932 0.961055
1618254_at 8.087271 8.148405 7.608671 7.364653 16 3.015653 3.026518 2.927645 2.880618 0.0400382 4.846275 0.07007313 9485 1.0844431 up 3.021085 2.904131 0.007683 0.033253 0.1169543 1.040272
1618255_aVvi.12121 Transcr ibed locus 3.894024 3.924405 3.77745 3.806363 16 1.961262 1.972474 1.917413 1.928413 0.0304741 5.596651 0.05795498 8728 1.0309361 up 1.966868 1.922913 0.007928 0.007779 0.043955 1.022859
1618256_aVvi.1119 Transcr ibed locus, weakly similar to NP_566951.1 strictosidine synthase, putative (YLS2) [Ara 251.8207 258.4916 161.7678 128.6254 16 7.976254 8.013973 7.33778 7.007031 0.0385784 4.942783 0.0681577 9396 1.7687224 up 7.995113 7.172406 0.026672 0.233875 0.8227077 1.114705
1618257_at 3.71044 3.765273 3.588509 3.60286 16 1.89159 1.912754 1.843384 1.849143 0.0363884 5.098093 0.06544782 9229 1.0395137 up 1.902172 1.846264 0.014965 0.004072 0.0559088 1.030282
1618258_aVvi.8198 Transcr ibed locus, weakly similar to NP_177431.1 acid phosphatase survival protein SurE, pu 617.1 576.3373 662.334 619.1717 16 9.269361 9.17077 9.371415 9.274196 0.2760721 1.484019 0.3315261 13824 1.0738112 down 9.220065 9.322805 0.069714 0.068745 -0.10274 0.98898
1618259_aVvi.14884 Transcr ibed locus 711.4022 784.647 1025.524 1000.415 16 9.474522 9.6159 10.00215 9.966383 0.0264898 6.021381 0.05295417 8304 1.3557147 down 9.545211 9.984264 0.09997 0.025288 -0.439053 0.956026
1618260_sVvi.9106 Transcr ibed locus 251.192 331.0484 187.7874 260.0811 16 7.972647 8.370898 7.552957 8.022818 0.3387719 1.246516 0.3950475 14236 1.3048508 up 8.171772 7.787887 0.281606 0.332242 0.383885 1.049293
1618261_aVvi.10032 Transcr ibed locus, weakly similar to NP_177024.1 proton-dependent oligopeptide transport (P 4.103253 4.118717 3.979449 3.995951 16 2.036768 2.042195 1.992569 1.998539 0.0083278 10.8895 0.03183487 4342 1.0309169 up 2.039482 1.995554 0.003837 0.004221 0.043928 1.022013
1618262_aVvi.1254 Transcr ibed locus, strongly similar to NP_201316.1 acyl-CoA oxidase (ACX2) [Arabidopsis t 1425.579 1302.631 279.0038 272.1569 16 10.47733 10.34721 8.124141 8.088295 8.55E-04 34.17225 0.0221369 639 4.9452868 up 10.41227 8.106218 0.092008 0.025347 2.306054 1.28448
1618263_aVvi.1662 Transcr ibed locus, moderately similar to XP_467237.1 putative si lverleaf whitefly-induced prot 842.853 791.3839 972.4671 930.6918 16 9.719137 9.628234 9.925506 9.86216 0.0578815 3.973861 0.0922659 10414 1.1648531 down 9.673685 9.893833 0.064278 0.044792 -0.220148 0.977749
1618264_x_at 68.51723 61.78211 47.13257 37.8253 16 6.098395 5.949117 5.558652 5.24128 0.0707473 3.557127 0.10791495 10883 1.5409176 up 6.023756 5.399966 0.105555 0.224416 0.6237898 1.115517
1618265_aVvi.10736 Transcr ibed locus, moderately similar to NP_921725.1 putative acetohydroxyacid isomeroredu 427.0091 409.1854 291.1986 258.2449 16 8.738123 8.676611 8.18586 8.012596 0.0220963 6.615291 0.04750275 7720 1.5242918 up 8.707367 8.099228 0.043496 0.122516 0.608139 1.075086
1618266_aVvi.7675 Transcr ibed locus, weakly similar to NP_196022.1 calmodulin-binding protein-related (PICBP 338.39 339.1505 284.4345 306.9413 16 8.402543 8.405782 8.151953 8.261819 0.069601 3.589658 0.10658751 10840 1.1465316 up 8.404162 8.206886 0.00229 0.077687 0.197276 1.024038
1618267_x_at 25.08371 25.52866 19.87419 16.98738 11 4.648679 4.674046 4.312824 4.086391 0.0558231 4.053157 0.08975163 10325 1.377216 up 4.661363 4.199608 0.017937 0.160112 0.4617546 1.109952
1618268_aVvi.7668 Transcr ibed locus 37.31255 38.43371 57.06339 69.32295 16 5.221589 5.2643 5.834494 6.115261 0.0356381 5.154507 0.06453572 9167 1.6608624 down 5.242945 5.974877 0.030201 0.198532 -0.7319327 0.877498
1618269_aVvi.14719 Transcr ibed locus 332.7976 344.347 423.4765 346.3055 16 8.378501 8.427719 8.726138 8.435902 0.350286 1.208708 0.4063053 14312 1.1312438 down 8.403111 8.58102 0.034803 0.205228 -0.1779095 0.979267
1618270_aVvi.9979 Transcr ibed locus, moderately similar to NP_200750.1 oxysterol-binding family protein [Arabi 700.5638 717.4191 817.2383 862.0284 16 9.452373 9.486672 9.674613 9.751592 0.0286464 5.780628 0.05553336 8563 1.1839268 down 9.469522 9.713102 0.024254 0.054432 -0.24358 0.974923
1618271_at 6.753291 6.763585 6.424225 6.524809 16 2.755591 2.757788 2.683523 2.705936 0.0314765 5.502518 0.05916148 8832 1.0438833 up 2.75669 2.694729 0.001554 0.015849 0.0619605 1.022993
1618272_at 4.718459 4.742763 4.501188 4.507846 16 2.238316 2.245728 2.170306 2.172438 0.0029662 18.32043 0.02750406 1788 1.0501896 up 2.242022 2.171372 0.005241 0.001508 0.0706498 1.032537
1618273_at 3.995682 4.016738 3.888817 3.904202 16 1.998442 2.006024 1.959331 1.965028 0.0137276 8.446858 0.03761549 6057 1.028152 up 2.002233 1.96218 0.005362 0.004028 0.0400535 1.020413
1618274_aVvi.12948 Transcr ibed locus, strongly similar to NP_051084.1 photosystem II 47 kDa protein [Arabidops  3093.475 3372.451 1310.604 1218.746 16 11.59501 11.71958 10.35602 10.25118 0.0035968 16.62899 0.02809704 2119 2.555665 up 11.6573 10.3036 0.088084 0.074129 1.353699 1.131381
1618275_aVvi.985 Transcr ibed locus, moderately similar to NP_180851.1 thioredoxin family protein [Arabidopsis 1303.567 1332.321 1716.823 1657.598 16 10.34825 10.37973 10.74553 10.69488 0.0069331 11.94724 0.03077344 3736 1.2800628 down 10.36399 10.7202 0.022258 0.035813 -0.3562145 0.966772
1618276_aVvi.4939 Transcr ibed locus 1333.114 1566.852 2150.459 2433.031 16 10.38059 10.61365 11.07043 11.24854 0.045696 4.516133 0.0772 9826 1.582675 down 10.49712 11.15948 0.164804 0.125943 -0.662365 0.940646
1618277_at 833.603 784.3312 1352.944 1469.229 16 9.703217 9.615319 10.40189 10.52084 0.0083941 10.84588 0.0319476 4360 1.7436341 down 9.659267 10.46137 0.062153 0.084116 -0.802098 0.923328
1618278_aVvi.9707 Transcr ibed locus, weakly similar to NP_192095.2 transducin family protein / WD-40 repeat fa 5.03046 5.043032 4.792134 4.81002 16 2.33069 2.334292 2.260668 2.266043 0.0021819 21.37328 0.02580234 1402 1.0490878 up 2.332491 2.263356 0.002546 0.0038 0.0691355 1.030546
1618279_aVvi.10514 Transcr ibed locus, weakly similar to XP_467079.1 glycine-rich protein GRP22-like [Oryza sat   3.906609 3.919579 3.756336 3.771636 16 1.965917 1.970699 1.909326 1.915191 0.0045259 14.81397 0.02926091 2562 1.039615 up 1.968308 1.912258 0.003381 0.004147 0.0560493 1.029311
1618280_aVvi.4865 Transcr ibed locus, weakly similar to NP_564139.1 F-box family protein [Arabidopsis thaliana] 8.239412 8.262025 7.60983 7.693071 16 3.042541 3.046495 2.927864 2.94356 0.0054867 13.4447 0.02965942 3067 1.0783359 up 3.044519 2.935712 0.002796 0.011098 0.1088066 1.037063
1618281_aVvi.6811 Transcr ibed locus 5.214792 5.254535 5.011499 5.039528 16 2.38261 2.393563 2.325242 2.333289 0.0130859 8.655729 0.03699555 5871 1.0416139 up 2.388086 2.329266 0.007745 0.00569 0.0588207 1.025253
1618282_aVvi.5438 Transcr ibed locus, moderately similar to NP_197993.1 PHD finger family protein [Arabidopsi 70.70296 69.17511 111.0164 126.0004 16 6.143698 6.112181 6.794629 6.977284 0.0146211 8.179123 0.03865814 6277 1.6911651 down 6.127939 6.885957 0.022286 0.129156 -0.758018 0.889918
1618283_aVvi.10473 Transcr ibed locus 5.204447 5.231436 5.068019 5.086844 16 2.379745 2.387207 2.341422 2.346771 0.0133177 8.578527 0.03722824 5936 1.0276718 up 2.383476 2.344096 0.005276 0.003782 0.0393796 1.016799
1618284_aVvi.7930 Transcr ibed locus, strongly similar to XP_475043.1 OSJNBa0042F21.13 [Oryza sativa (japon  14.92567 17.37146 7.299033 7.282587 16 3.899724 4.118647 2.867705 2.864451 0.0090473 10.44186 0.0328098 4577 2.2085624 up 4.009186 2.866078 0.154802 0.002301 1.1431079 1.39884
1618285_aVvi.15162 Transcr ibed locus 5.950217 6.019597 5.708284 5.700641 16 2.572942 2.589667 2.513057 2.511124 0.0144717 8.222159 0.03842309 6252 1.0491449 up 2.581305 2.512091 0.011826 0.001367 0.0692139 1.027552
1618286_aVvi.7477 Transcr ibed locus, weakly similar to NP_175794.1 AP2 domain-containing protein RAP2.12 ( 5221.202 5099.413 3966.436 4117.274 16 12.35017 12.31612 11.95363 12.00747 0.0080636 11.06869 0.03159664 4233 1.2768513 up 12.33314 11.98055 0.024078 0.038075 0.35259 1.02943
1618287_aVvi.13774 Transcr ibed locus 269.2584 240.6138 314.7885 330.3626 16 8.072847 7.910575 8.298239 8.367907 0.0608623 3.866036 0.09583948 10542 1.2669513 down 7.991712 8.333073 0.114744 0.049263 -0.3413614 0.959035
1618288_at 50.11919 50.1409 161.9663 138.1323 12 5.647291 5.647916 7.33955 7.109907 0.0052587 13.73541 0.02950386 2950 2.9837468 down 5.647604 7.224729 4.42E-04 0.162382 -1.5771251 0.781705
1618289_at 9.297466 9.395681 8.202669 8.760065 16 3.216837 3.231998 3.036093 3.130942 0.0991945 2.93382 0.14086278 11690 1.1025928 up 3.224418 3.083518 0.01072 0.067068 0.1409001 1.045695
1618290_at 4.955465 4.982383 4.748294 4.758805 16 2.309021 2.316836 2.247409 2.250599 0.0043312 15.14542 0.02911199 2469 1.0453049 up 2.312928 2.249004 0.005526 0.002256 0.0639238 1.028423
1618291_aVvi.11242 Transcr ibed locus, weakly similar to NP_193396.3 DEAD/DEAH box helicase, putative (RH28 497.8864 496.8091 895.5944 834.7642 16 8.959673 8.956548 9.806702 9.705225 0.0040236 15.7174 0.02864461 2331 1.7385114 down 8.958111 9.755963 0.00221 0.071755 -0.797852 0.918219
1618292_aVvi.7856 Transcr ibed locus, strongly similar to NP_039382.1 photosystem I P700 apoprotein A2 [Oryza 158.0747 102.2462 210.7339 461.3294 16 7.304462 6.675903 7.719278 8.849653 0.1833137 2.001395 0.23379998 13016 2.4525506 down 6.990183 8.284466 0.444458 0.799296 -1.294283 0.84377
1618293_aVvi.15249 Transcr ibed locus 9.183918 9.289603 8.557945 8.304123 16 3.19911 3.215617 3.097265 3.053828 0.0296902 5.67351 0.05693188 8657 1.0956728 up 3.207363 3.075546 0.011672 0.030714 0.1318171 1.04286
1618294_aVvi.4763 Transcr ibed locus 5.106106 5.121177 4.949668 4.978598 16 2.352223 2.356475 2.307332 2.315739 0.0118916 9.08824 0.0357924 5514 1.0301212 up 2.354349 2.311535 0.003007 0.005945 0.042814 1.018522
1618295_aVvi.8155 Transcr ibed locus, moderately similar to NP_568962.1 glutaredoxin, putative [Arabidopsis tha 3.194364 3.207218 3.107403 3.121944 16 1.675529 1.681322 1.635709 1.642445 0.0125066 8.857827 0.03648454 5690 1.0276495 up 1.678426 1.639077 0.004097 0.004763 0.0393484 1.024006
1618296_sVvi.3111 Transcr ibed locus 154.4348 108.4944 6.413673 5.355336 16 7.270854 6.761476 2.681151 2.420977 0.0040773 15.6129 0.02864669 2360 22.08662 up 7.016165 2.551064 0.360185 0.183971 4.465101 2.75029
1618297_sVvi.7331 Transcr ibed locus, moderately similar to XP_471234.1 OSJNBa0095E20.8 [Oryza sativa (japo 1817.321 2086.407 13003.39 13390.37 16 10.8276 11.02681 13.6666 13.70891 0.0013578 27.1107 0.02385507 941 6.776557 down 10.9272 13.68775 0.140861 0.029916 -2.760553 0.79832
1618298_at 1834.425 1777.133 1032.614 990.3762 16 10.84111 10.79534 10.01209 9.951833 0.0020406 22.10323 0.02553182 1322 1.7854226 up 10.81822 9.981958 0.032369 0.042605 0.836266 1.083778
1618299_aVvi.15466 Transcr ibed locus 4.578805 4.596227 4.41143 4.469192 16 2.194971 2.20045 2.141246 2.160014 0.0405097 4.816198 0.07067492 9515 1.033172 up 2.197711 2.15063 0.003874 0.013271 0.0470805 1.021891
1618300_at 193.6502 175.6797 201.7877 181.8646 16 7.597309 7.456804 7.656694 7.506721 0.6479869 0.531864 0.68810785 15633 1.038608 down 7.527056 7.581708 0.099352 0.106048 -0.0546515 0.992792
1618301_aVvi.11870 Transcr ibed locus, moderately similar to NP_175700.1 lanthionine synthetase C-like family pr 33.16244 30.67815 39.3688 32.2301 16 5.051478 4.939139 5.298981 5.010337 0.4116686 1.028946 0.46725386 14626 1.1167839 down 4.995309 5.154659 0.079436 0.204102 -0.15935 0.969086
1618302_aVvi.11664 Transcr ibed locus, moderately similar to NP_200420.1 cytochrome oxidase assembly family p 197.2079 195.1861 384.5488 365.2306 16 7.623574 7.608707 8.587023 8.512664 0.0016449 24.62601 0.02493529 1090 1.9101719 down 7.61614 8.549843 0.010513 0.05258 -0.9337026 0.890793
1618303_aVvi.4154 Transcr ibed locus, moderately similar to NP_564298.1 serine carboxypeptidase S10 family pr 235.4925 195.3839 184.2817 223.1283 16 7.879538 7.610168 7.525769 7.80173 0.7149171 0.420623 0.74897796 15846 1.0578271 up 7.744853 7.663749 0.190474 0.195134 0.081104 1.010583
1618304_aVvi.12408 Transcr ibed locus, weakly similar to NP_565816.1 dual specificity protein phosphatase family  68.51318 61.25712 53.9732 49.12499 16 6.09831 5.936806 5.754171 5.618385 0.0882063 3.140084 0.12814151 11427 1.2581289 up 6.017558 5.686278 0.1142 0.096015 0.3312797 1.058259
1618305_aVvi.1993 Transcr ibed locus, moderately similar to NP_565632.1 COP9 signalosome complex subunit 2 1780.714 1820.495 1694.786 1613.827 16 10.79824 10.83012 10.72689 10.65627 0.0870119 3.164716 0.12676124 11395 1.0886941 up 10.81418 10.69158 0.022539 0.049934 0.1225985 1.011467
1618306_aVvi.14609 Transcr ibed locus 4.556401 4.589573 4.381146 4.41072 16 2.187895 2.19836 2.131308 2.141014 0.0153345 7.982239 0.03932406 6473 1.0402759 up 2.193127 2.136161 0.0074 0.006863 0.0569664 1.026668
1618307_aVvi.1347 Transcr ibed locus, moderately similar to NP_187646.2 anion-transporting ATPase family prot 635.3619 610.4655 419.0888 390.683 16 9.311435 9.253766 8.711112 8.609855 0.0086574 10.67758 0.03227166 4451 1.5391321 up 9.2826 8.660483 0.040778 0.0716 0.622117 1.071834
1618308_aVvi.776 Transcr ibed locus, moderately similar to NP_201182.1 diacylglycerol kinase, putative [Arabido 80.81764 82.89473 153.9064 144.536 16 6.336598 6.373209 7.265909 7.175285 0.0031716 17.71425 0.02773125 1895 1.822216 down 6.354903 7.220597 0.025887 0.064081 -0.8656943 0.880108
1618309_at 2.5741 2.58941 2.507527 2.518189 16 1.364068 1.372623 1.326265 1.332387 0.0176903 7.418402 0.04223989 6952 1.0274155 up 1.368346 1.329326 0.00605 0.004328 0.0390198 1.029353
1618310_s_at 7636.198 7679.61 7540.605 7670.225 16 12.89864 12.90682 12.88047 12.90505 0.5220749 0.769453 0.57177174 15158 1.0069337 up 12.90273 12.89276 0.005784 0.017386 0.009969 1.000773
1618311_at 3.857294 3.874751 3.717095 3.727486 16 1.947589 1.954104 1.894176 1.898203 0.004873 14.27287 0.02939247 2751 1.0386121 up 1.950846 1.896189 0.004606 0.002848 0.054657 1.028825
1618312_aVvi.1863 Transcr ibed locus, moderately similar to NP_177357.1 proton-dependent oligopeptide transpo 4.3766 4.402422 4.248869 4.246648 16 2.129811 2.138298 2.087079 2.086325 0.0079973 11.11501 0.03158401 4198 1.0333667 up 2.134054 2.086702 0.006001 5.33E-04 0.0473523 1.022692
1618313_aVvi.7260 Transcr ibed locus, weakly similar to NP_568974.1 copper chaperone (CCH)-related [Arabido 9.655917 15.07818 31.69984 20.85573 16 3.271413 3.914391 4.986404 4.382372 0.1317919 2.474468 0.1778291 12303 2.1309338 down 3.592902 4.684388 0.454654 0.427115 -1.0914857 0.766995
1618314_aVvi.3459 Transcr ibed locus, moderately similar to NP_172572.1 protein kinase family protein [Arabidop  680.1252 747.2096 423.2428 380.5317 16 9.409657 9.545369 8.725342 8.571873 0.0149301 8.092115 0.03885992 6377 1.7763368 up 9.477512 8.648607 0.095963 0.108519 0.828905 1.095843
1618315_aVvi.15105 Transcr ibed locus 3.584067 3.617696 3.461244 3.487688 16 1.841598 1.855071 1.79129 1.802271 0.0272613 5.932032 0.05379668 8412 1.0363804 up 1.848334 1.796781 0.009527 0.007764 0.0515537 1.028692
1618316_aVvi.15476 Transcr ibed locus 1725.513 1538.004 358.6166 376.8464 16 10.75281 10.58684 8.486299 8.557833 0.0017655 23.76815 0.02500867 1171 4.431393 up 10.66983 8.522066 0.117356 0.050582 2.1477605 1.252023
1618317_aVvi.7460 Transcr ibed locus, moderately similar to XP_468565.1 Putative 40S ribosomal protein S17 [O 14023.41 14558.94 16377.75 15291.12 16 13.77555 13.82962 13.99945 13.90041 0.1206533 2.611573 0.16554424 12099 1.107529 down 13.80258 13.94993 0.038232 0.070034 -0.147344 0.989438
1618318_at 50.49328 46.94479 67.27936 65.49619 16 5.65802 5.552893 6.072092 6.033339 0.0153287 7.983803 0.03931774 6471 1.3634473 down 5.605456 6.052715 0.074336 0.027402 -0.4472589 0.926106
1618319_aVvi.2209 Transcr ibed locus, weakly similar to XP_481935.1 unknown protein [Oryza sativa (japonica cu 5.635452 5.969298 5.380966 5.233629 16 2.494531 2.577561 2.427865 2.387812 0.1086006 2.781503 0.15204817 11857 1.0929354 up 2.536047 2.407838 0.058711 0.028322 0.1282082 1.053246
1618320_aVvi.3739 Transcr ibed locus 3.676107 3.691787 3.550888 3.592112 16 1.878179 1.884319 1.82818 1.844832 0.0371587 5.041932 0.06639046 9291 1.0314996 up 1.881249 1.836506 0.004342 0.011775 0.0447433 1.024363
1618321_aVvi.3257 Transcr ibed locus, moderately similar to XP_466222.1 putative Ligatin (Hepatocellular carcin 225.391 237.2852 240.63 224.1644 16 7.816286 7.890478 7.910673 7.808414 0.9311982 0.097531 0.9413477 16422 1.0042794 down 7.853382 7.859543 0.052462 0.072308 -0.006161 0.999216
1618322_aVvi.627 Transcr ibed locus, moderately similar to NP_915689.1 putative aspartate aminotransferase [O 271.607 289.1191 563.3929 487.5245 16 8.085377 8.17552 9.137998 8.929331 0.0154671 7.947166 0.03949309 6501 1.8702309 down 8.130448 9.033665 0.063741 0.14755 -0.903217 0.900017
1618323_aVvi.11821 Transcr ibed locus, moderately similar to NP_197445.1 cinnamyl-alcohol dehydrogenase, puta 7.031035 7.200473 6.699452 6.635707 16 2.813737 2.848092 2.744043 2.73025 0.0368284 5.0658 0.06600904 9261 1.0671536 up 2.830915 2.737147 0.024292 0.009753 0.0937679 1.034258
1618324_sVvi.7232 Transcr ibed locus, moderately similar to NP_567958.1 stress enhanced protein 1 (SEP1) [Ar  239.4199 228.9387 56.67634 66.3841 16 7.9034 7.838818 5.824675 6.052766 0.0037413 16.3031 0.02823139 2198 3.8168666 up 7.871109 5.93872 0.045666 0.161285 1.932389 1.325388
1618325_aVvi.8248 Transcr ibed locus 1050.708 1043.976 1157.346 1066.539 16 10.03715 10.02787 10.1766 10.05872 0.2864757 1.440239 0.34208947 13902 1.0608 down 10.03251 10.11766 0.006557 0.083356 -0.085152 0.991584
1618326_x_at 3678.116 3549.553 3635.894 3592.784 16 11.84475 11.79342 11.82809 11.81089 0.9894595 0.014903 0.99119085 16572 1.0002797 down 11.81909 11.81949 0.036296 0.012168 -0.000403 0.999966
1618327_aVvi.15115 Transcr ibed locus 5.92701 5.967331 5.641569 5.622393 16 2.567304 2.577086 2.496096 2.491184 0.0048186 14.35379 0.02932456 2720 1.0559596 up 2.572195 2.49364 0.006916 0.003473 0.0785546 1.031502
1618328_at 6.164476 6.823889 7.299974 6.603395 16 2.623978 2.770594 2.867891 2.723208 0.4407314 0.954087 0.4948134 14786 1.0704842 down 2.697286 2.79555 0.103673 0.102307 -0.0982635 0.96485
1618329_aVvi.2232 Transcr ibed locus, moderately similar to NP_566675.1 mannosyl-oligosaccharide 1,2-alpha-m   612.8592 670.2363 889.3056 752.6895 16 9.259412 9.388526 9.796536 9.555911 0.123106 2.579899 0.16831142 12142 1.2765542 down 9.323969 9.676224 0.091297 0.170147 -0.352255 0.963596
1618330_aVvi.10045 Transcr ibed locus, weakly similar to XP_477147.1 putative DNA-binding protein [Oryza sativa 670.9628 737.7299 1476.568 1335.568 16 9.390089 9.526949 10.52803 10.38324 0.0098345 10.00926 0.0337549 4836 1.996006 down 9.458519 10.45564 0.096775 0.102385 -0.997116 0.904634
1618331_aVvi.9219 Transcr ibed locus, moderately similar to XP_463856.1 SNF2 domain/helicase domain-contain 77.34358 77.2542 60.31683 56.83287 16 6.27321 6.271541 5.914489 5.828654 0.0112765 9.33718 0.03518983 5319 1.3202431 up 6.272375 5.871572 0.00118 0.060694 0.4008035 1.068262
1618332_aVvi.15013 Transcr ibed locus 3.181382 3.198897 3.094298 3.108527 16 1.669654 1.677575 1.629612 1.636231 0.0157087 7.884338 0.03976769 6557 1.0286076 up 1.673614 1.632922 0.005601 0.00468 0.0406927 1.02492
1618333_aVvi.7437 Transcr ibed locus, moderately similar to NP_191884.1 homocysteine S-methyltransferase 2 ( 21.04632 23.77107 9.520008 9.179735 16 4.395496 4.571135 3.250963 3.198453 0.0052619 13.73128 0.02950386 2952 2.3926475 up 4.483316 3.224708 0.124195 0.037131 1.2586079 1.390301
1618334_at 3.167191 3.186862 3.086963 3.105545 16 1.663204 1.672137 1.626188 1.634846 0.0269026 5.973104 0.05336799 8368 1.0260869 up 1.66767 1.630517 0.006316 0.006122 0.0371528 1.022786
1618335_aVvi.269 Transcr ibed locus, moderately similar to NP_199354.3 expressed protein [Arabidopsis thalian 4.335262 4.35383 4.202221 4.218804 16 2.116119 2.122285 2.071152 2.076834 0.0084898 10.78382 0.03209319 4387 1.0318326 up 2.119202 2.073993 0.00436 0.004018 0.0452089 1.021798
1618336_aVvi.11748 Transcr ibed locus 71.00748 74.16365 68.32374 66.67127 16 6.149899 6.21264 6.094315 6.058993 0.100827 2.905946 0.14280245 11721 1.0752072 up 6.181269 6.076654 0.044365 0.024976 0.1046146 1.017216
1618337_at 127.3206 145.8394 280.1913 340.8645 16 6.992322 7.188236 8.130268 8.413054 0.0205485 6.868079 0.04552621 7492 2.2679403 down 7.090279 8.271662 0.138532 0.19996 -1.181383 0.857177
1618338_aVvi.15126 Transcr ibed locus 5.404015 5.436516 5.109163 5.111625 16 2.434032 2.442683 2.353087 2.353782 0.0026008 19.57048 0.02668185 1616 1.0606308 up 2.438357 2.353435 0.006117 4.91E-04 0.0849224 1.036084
1618339_aVvi.2369 Transcr ibed locus, weakly similar to XP_482395.1 unknown protein [Oryza sativa (japonica cul 332.6328 405.0368 81.79044 68.68708 16 8.377787 8.661909 6.35386 6.101967 0.0067918 12.07219 0.03073394 3662 4.8971214 up 8.519848 6.227914 0.200905 0.178115 2.291934 1.36801
1618340_aVvi.12180 Transcr ibed locus 499.404 462.2463 601.9276 588.8248 16 8.964064 8.852518 9.233446 9.201695 0.0334029 5.333479 0.06167208 8991 1.2390887 down 8.908291 9.21757 0.078875 0.022452 -0.309279 0.966447
1618341_sVvi.7675 Transcr ibed locus, weakly similar to NP_196022.1 calmodulin-binding protein-related (PICBP 900.4966 726.6805 864.4828 784.6761 16 9.814577 9.505178 9.755693 9.615953 0.8925429 0.152852 0.90813243 16316 1.0181469 down 9.659878 9.685823 0.218779 0.098811 -0.025945 0.997321
1618342_aVvi.12783 Transcr ibed locus 7.748446 8.185601 7.166946 7.474211 16 2.953907 3.033088 2.841358 2.901921 0.1343898 2.444803 0.18074687 12343 1.0881355 up 2.993498 2.87164 0.05599 0.042824 0.1218581 1.042435
1618343_at 259.6137 307.4071 712.8007 731.7734 16 8.020223 8.264007 9.477355 9.515253 0.0081959 10.97789 0.03166666 4294 2.5565336 down 8.142115 9.496304 0.172381 0.026798 -1.354189 0.857398
1618344_aVvi.582 Transcr ibed locus, moderately similar to NP_175528.1 synbindin, putative [Arabidopsis thalian 514.41 507.9281 544.8077 524.8103 16 9.006775 8.988481 9.089603 9.035652 0.1499969 2.281961 0.19793722 12580 1.0460854 down 8.997627 9.062628 0.012936 0.038149 -0.065001 0.992828
1618345_aVvi.4925 Transcr ibed locus, moderately similar to NP_565926.1 dehydration-responsive family protein 222.9134 185.3668 249.8825 288.4057 16 7.80034 7.534239 7.965106 8.171956 0.1402267 2.380969 0.18706496 12443 1.3206437 down 7.66729 8.068531 0.188161 0.146265 -0.4012413 0.950271
1618346_aVvi.8269 Transcr ibed locus 309.8588 271.7203 251.2039 282.6261 16 8.275467 8.085979 7.972714 8.142751 0.4358944 0.966166 0.4904255 14755 1.08899 up 8.180723 8.057733 0.133989 0.120234 0.12299 1.015264
1618347_aVvi.6841 Transcr ibed locus, moderately similar to NP_197399.1 expressed protein [Arabidopsis thalian 89.60039 103.7289 59.12092 65.70555 16 6.485433 6.696674 5.885596 6.037943 0.0402557 4.832334 0.0703649 9497 1.5467966 up 6.591054 5.96177 0.14937 0.107726 0.6292835 1.105553
1618348_aVvi.10727 Transcr ibed locus, moderately similar to NP_916116.1 putative GTP-binding protein [Oryza s 465.7327 465.4074 886.0074 870.6323 16 8.863359 8.86235 9.791175 9.76592 1.90E-04 72.45749 0.0168302 185 1.8864754 down 8.862854 9.778547 7.13E-04 0.017858 -0.915693 0.906357
1618349_aVvi.15313 Transcr ibed locus 4.165556 4.186488 4.04568 4.031235 16 2.058509 2.06574 2.016382 2.011222 0.0083432 10.87932 0.03184975 4348 1.034062 up 2.062125 2.013802 0.005113 0.003649 0.0483227 1.023996
1618350_aVvi.14937 Transcr ibed locus 6.254809 6.267017 6.008046 6.030804 16 2.644966 2.647779 2.586896 2.59235 0.0029109 18.49412 0.02725936 1771 1.0401195 up 2.646372 2.589623 0.001989 0.003857 0.0567493 1.021914
1618351_aVvi.1864 Transcr ibed locus, moderately similar to NP_191210.2 TBP-binding protein, putative [Arabido 260.0331 311.2434 322.7389 323.7821 16 8.022552 8.281899 8.334224 8.33888 0.2911457 1.42123 0.34674323 13939 1.1362861 down 8.152226 8.336552 0.183387 0.003292 -0.1843265 0.977889
1618352_aVvi.2797 Transcr ibed locus, moderately similar to NP_190772.1 expressed protein [Arabidopsis thalian 1104.852 1202.936 1480.207 1638.26 16 10.10964 10.23235 10.53158 10.67795 0.0452079 4.5422 0.07660937 9796 1.3507633 down 10.17099 10.60477 0.086767 0.103496 -0.433775 0.959096
1618353_aVvi.982 Transcr ibed locus, moderately similar to NP_564810.1 zinc finger (C3HC4-type RING finger 1746.112 1736.01 908.4011 848.7498 16 10.76993 10.76156 9.827186 9.729196 0.0024702 20.08308 0.02644092 1550 1.9828211 up 10.76575 9.778191 0.005919 0.069289 0.987554 1.100996
1618354_aVvi.6866 Transcr ibed locus, moderately similar to NP_173210.3 transcr iption factor-related [Arabidops  18.62408 19.34498 19.33517 19.50139 16 4.219097 4.273887 4.273156 4.285505 0.3627629 1.169362 0.4186424 14385 1.0230225 down 4.246492 4.27933 0.038742 0.008732 -0.0328379 0.992326
1618355_aVvi.15631 Transcr ibed locus 7.124706 5.114612 4.894589 3.768652 16 2.83283 2.354625 2.291188 1.914049 0.2481271 1.612765 0.30247495 13618 1.4055252 up 2.593728 2.102618 0.338143 0.266678 0.4911094 1.23357
1618356_aVvi.3214 Transcr ibed locus, strongly similar to NP_187644.1 transcr iption initiation factor IIB-2 / gene 663.8849 633.2302 518.2583 516.8047 16 9.374789 9.306586 9.017528 9.013475 0.0108566 9.519053 0.03490222 5163 1.2528266 up 9.340688 9.015501 0.048227 0.002865 0.325187 1.03607
1618357_aVvi.14784 Transcr ibed locus 3787.221 4000.944 5.752139 5.616861 16 11.88692 11.96613 2.524098 2.489764 2.10E-05 218.2416 0.01288013 24 684.8256 up 11.92652 2.506931 0.056003 0.024278 9.4195927 4.75742
1618358_aVvi.13401 Transcr ibed locus 4.15621 4.162317 4.014501 4.040649 16 2.055269 2.057387 2.005221 2.014587 0.0105288 9.668504 0.03457271 5055 1.032702 up 2.056328 2.009904 0.001498 0.006623 0.0464238 1.023098
1618359_aVvi.4645 Transcr ibed locus 6.679598 6.674449 6.318518 6.33767 16 2.739761 2.738649 2.659586 2.663953 8.45E-04 34.37043 0.0221369 631 1.0551407 up 2.739205 2.661769 7.87E-04 0.003088 0.0774356 1.029092
1618360_at 131.0959 143.7064 144.7759 123.7595 16 7.034478 7.166981 7.177677 6.951396 0.8084191 0.27605 0.8338847 16094 1.0254047 up 7.10073 7.064536 0.093693 0.160005 0.0361935 1.005123
1618361_aVvi.11137 Transcr ibed locus, moderately similar to NP_565684.1 zinc finger (C2H2 type) family protein 10.92029 10.97124 215.2301 187.2105 16 3.448939 3.455655 7.749736 7.548518 5.75E-04 41.69103 0.02042291 466 18.33883 down 3.452297 7.649127 0.004748 0.142283 -4.19683 0.451332
1618362_s_at 1060.322 1097.596 1025.777 1089.875 16 10.05029 10.10013 10.0025 10.08995 0.6228283 0.575938 0.6645786 15557 1.0202934 up 10.07521 10.04623 0.035245 0.061833 0.028984 1.002885



1618363_aVvi.1022 Transcr ibed locus, moderately similar to XP_474417.1 OSJNBa0088H09.13 [Oryza sativa (ja 318.9057 273.2539 336.4733 325.3043 16 8.316986 8.094098 8.394348 8.345646 0.2861308 1.441659 0.34177595 13898 1.1207429 down 8.205542 8.369997 0.157606 0.034438 -0.164455 0.980352
1618364_aVvi.1386 Transcr ibed locus, moderately similar to NP_188425.2 C2 domain-containing protein [Arabid 777.0219 831.6397 1114.037 1159.265 16 9.601811 9.699815 10.12158 10.179 0.0126828 8.79491 0.0366317 5747 1.4136986 down 9.650813 10.15029 0.069299 0.040598 -0.499475 0.950792
1618365_aVvi.7861 Transcr ibed locus, strongly similar to XP_472410.1 OJ000126_13.9 [Oryza sativa (japonica c 11883.02 11697.88 12411.72 12796.39 16 13.53661 13.51396 13.59942 13.64345 0.0603749 3.883134 0.09528896 10518 1.0689125 down 13.52529 13.62143 0.016019 0.031136 -0.096143 0.992942
1618366_aVvi.3986 Transcr ibed locus, moderately similar to NP_567979.1 cyclase family protein [Arabidopsis tha 868.6306 903.7371 1036.707 973.3334 16 9.762599 9.819759 10.01779 9.92679 0.0778765 3.370624 0.11624756 11121 1.1337577 down 9.79118 9.972292 0.040418 0.064348 -0.181112 0.981838
1618367_aVvi.5537 Transcr ibed locus, moderately similar to NP_196908.1 mitochondrial phosphate transporter [A 1496.973 1460.125 2273.257 2449.797 16 10.54783 10.51188 11.15055 11.25845 0.0070304 11.86341 0.03087309 3779 1.5962013 down 10.52985 11.2045 0.025425 0.076298 -0.674642 0.939788
1618368_aVvi.788 Transcr ibed locus 170.1288 210.7233 313.8553 276.2599 16 7.410483 7.719206 8.293956 8.109882 0.071186 3.544879 0.10831714 10909 1.5551728 down 7.564845 8.20192 0.2183 0.13016 -0.6370754 0.922326
1618369_aVvi.9290 Transcr ibed locus 61.35104 69.45211 54.36905 50.08931 16 5.939016 6.117947 5.764714 5.646431 0.0948705 3.010911 0.13583787 11594 1.2508504 up 6.028482 5.705572 0.126523 0.083639 0.3229095 1.056595
1618370_aVvi.6967 Transcr ibed locus, strongly similar to NP_193016.1 photosystem I reaction center subunit XI,       95.47279 98.62607 4.536857 3.460623 16 6.577018 6.623898 2.181693 1.791032 0.001813 23.45371 0.02511424 1197 24.489565 up 6.600458 1.986363 0.033149 0.276239 4.6140952 3.322887
1618371_aVvi.2461 Transcr ibed locus, moderately similar to NP_566985.1 DNA-binding S1FA family protein [Ara 5938.328 5666.258 6490.745 6297.459 16 12.53584 12.46818 12.66417 12.62055 0.0733162 3.486915 0.11084736 10979 1.102172 down 12.50201 12.64236 0.047844 0.030841 -0.14035 0.988898
1618372_at 741.9971 729.6094 856.0529 777.0188 16 9.53527 9.510981 9.741556 9.601806 0.1712155 2.094613 0.22079542 12873 1.1084592 down 9.523125 9.67168 0.017175 0.098819 -0.148555 0.98464
1618373_aVvi.18 GO:000027Acidic chitinase 5915.06 6355.652 9085.104 10775.95 16 12.53018 12.63383 13.14929 13.39553 0.0354567 5.168407 0.06431953 9151 1.6137375 down 12.582 13.27241 0.07329 0.174117 -0.690406 0.947982
1618374_aVvi.14725 Transcr ibed locus 5.469735 5.430931 5.184597 5.204552 16 2.451471 2.4412 2.374232 2.379774 0.0070098 11.88106 0.03087309 3763 1.0492312 up 2.446335 2.377003 0.007263 0.003919 0.0693326 1.029168
1618375_aVvi.7387 Transcr ibed locus, weakly similar to NP_568178.1 proline-rich family protein [Arabidopsis tha 4.759063 4.775835 4.599731 4.607936 16 2.250678 2.255753 2.201549 2.204121 0.0031733 17.70949 0.02773125 1898 1.0355378 up 2.253215 2.202835 0.003589 0.001818 0.0503803 1.022871
1618376_at 5.914877 5.973595 5.609356 5.607769 16 2.564348 2.5786 2.487835 2.487427 0.0071517 11.76136 0.03096811 3833 1.0598372 up 2.571474 2.487631 0.010077 2.89E-04 0.0838428 1.033704
1618377_aVvi.11467 Transcr ibed locus 5.060749 5.0263 4.848921 4.908053 16 2.339351 2.329497 2.277664 2.295151 0.0410195 4.784255 0.07143673 9532 1.0338424 up 2.334424 2.286408 0.006968 0.012365 0.0480163 1.021001
1618378_aVvi.5342 Transcr ibed locus, moderately similar to NP_177733.2 complex 1 family protein / LVR family p 102.6362 107.5626 117.3817 122.0774 16 6.681397 6.749034 6.875063 6.931652 0.0507788 4.266881 0.0834518 10101 1.1392962 down 6.715215 6.903358 0.047827 0.040014 -0.1881428 0.972746
1618379_s_at 953.0494 832.0427 679.1633 780.0382 16 9.896407 9.700514 9.407615 9.607401 0.1730755 2.07971 0.22291222 12889 1.2234479 up 9.79846 9.507507 0.138517 0.14127 0.290953 1.030602
1618380_aVvi.912 Transcr ibed locus, weakly similar to NP_201244.2 KH domain-containing RNA-binding prote   584.8184 529.2679 591.4994 570.1143 16 9.191845 9.047854 9.208233 9.155108 0.5050329 0.805593 0.55600506 15079 1.0437818 down 9.11985 9.18167 0.101817 0.037565 -0.06182 0.993267
1618381_aVvi.11500 Transcr ibed locus, moderately similar to NP_850429.1 expressed protein [Arabidopsis thalian 246.97 299.122 471.5658 446.4223 16 7.948192 8.22459 8.881315 8.802265 0.034353 5.255312 0.06286685 9071 1.6880981 down 8.086391 8.84179 0.195443 0.055897 -0.755399 0.914565
1618382_at 4.976413 4.971982 4.777898 4.733828 16 2.315106 2.313821 2.256376 2.243007 0.0105782 9.645534 0.03466397 5065 1.0459198 up 2.314464 2.249692 9.09E-04 0.009453 0.0647721 1.028792
1618383_at 5.858385 5.878695 5.833323 5.730804 16 2.550503 2.555496 2.544318 2.518738 0.2411813 1.647672 0.29528704 13559 1.0149944 up 2.553 2.531528 0.003531 0.018088 0.0214717 1.008482
1618384_aVvi.9278 Transcr ibed locus, weakly similar to NP_922384.1 putative alpha/beta hydrolase [Oryza sativa 3.795134 3.824484 3.682411 3.682735 16 1.924151 1.935265 1.880651 1.880777 0.0126231 8.816075 0.03658449 5727 1.0345433 up 1.929708 1.880714 0.007859 8.97E-05 0.0489941 1.026051
1618385_aVvi.8075 Transcr ibed locus, strongly similar to NP_200847.1 elongation factor 1-alpha / EF-1-alpha [A  17811 17858.74 20516.16 20556.14 16 14.12048 14.12434 14.32447 14.32728 1.38E-04 85.18367 0.0168302 131 1.1514617 down 14.12241 14.32588 0.002732 0.001986 -0.203466 0.985797
1618386_at 112.1453 102.3788 114.176 119.7547 16 6.809226 6.677773 6.835115 6.903938 0.2314724 1.698709 0.2851243 13477 1.0912848 down 6.743499 6.869527 0.092952 0.048665 -0.1260277 0.981654
1618387_aVvi.8371 Transcr ibed locus, strongly similar to NP_178306.1 endomembrane protein 70, putative [Arab 1365.555 1479.374 1940.066 2111.188 16 10.41527 10.53077 10.92189 11.04384 0.0260763 6.070882 0.05243685 8255 1.4238951 down 10.47302 10.98286 0.08167 0.086231 -0.5098425 0.953578
1618388_at 5.964591 5.831264 6.295574 7.167574 16 2.576423 2.543809 2.654338 2.841485 0.1866513 1.977132 0.2374548 13049 1.139022 down 2.560116 2.747912 0.023062 0.132333 -0.1877957 0.931659
1618389_aVvi.174 Transcr ibed locus 305.6521 279.7807 5.026747 5.061238 16 8.255747 8.128153 2.329625 2.33949 1.19E-04 91.53976 0.01670209 117 57.976337 up 8.19195 2.334558 0.090223 0.006976 5.8573922 3.508994
1618390_aVvi.10266 Transcr ibed locus, weakly similar to NP_200664.1 phosphatidate cytidylyltransferase family pr  420.7799 419.8957 487.813 473.8346 16 8.716922 8.713887 8.930184 8.88824 0.0115672 9.217053 0.03546428 5414 1.1437784 down 8.715405 8.909212 0.002146 0.029659 -0.1938075 0.978246
1618391_aVvi.1560 Transcr ibed locus, moderately similar to NP_196763.1 17.6 kDa  class II heat shock protein (H 6.609816 6.679029 6.398597 6.316223 16 2.72461 2.739638 2.677756 2.659062 0.0336496 5.312873 0.06199646 9010 1.045154 up 2.732124 2.668409 0.010627 0.013218 0.0637154 1.023878
1618392_s_at 7.84977 7.789947 7.310573 7.289401 16 2.97265 2.961613 2.869984 2.8658 0.0035179 16.81541 0.02806597 2079 1.0712087 up 2.967132 2.867892 0.007804 0.002959 0.0992396 1.034604
1618393_aVvi.470 Transcr ibed locus, moderately similar to NP_180811.1 dienelactone hydrolase family protein [ 7429.473 7634.754 7786.122 7083.899 16 12.85904 12.89837 12.92669 12.79033 0.8026978 0.284622 0.8288587 16077 1.0140972 up 12.87871 12.85851 0.027805 0.096422 0.020196 1.001571
1618394_aVvi.10453 Transcr ibed locus, moderately similar to NP_201350.2 expressed protein [Arabidopsis thalian 51.63726 59.99255 71.81969 61.97569 16 5.690341 5.906712 6.166307 5.953631 0.2269474 1.723458 0.28042424 13435 1.1986772 down 5.798526 6.059969 0.152997 0.150385 -0.261443 0.956857
1618395_aVvi.8124 Transcr ibed locus, moderately similar to NP_192822.1 kinesin light chain-related [Arabidopsi  754.5721 852.8893 506.8934 497.5081 16 9.559515 9.736215 8.985539 8.958576 0.017043 7.561699 0.04143198 6828 1.5974911 up 9.647865 8.972057 0.124946 0.019065 0.675808 1.075324
1618396_aVvi.10616 Transcr ibed locus, weakly similar to NP_190435.1 hypothetical protein [Arabidopsis thaliana] 101.7685 120.7971 357.6117 373.0399 16 6.669147 6.916442 8.48225 8.543186 0.0054375 13.50589 0.02962701 3046 3.2941904 down 6.792794 8.512718 0.174864 0.043088 -1.719924 0.797958
1618397_aVvi.1832 Transcr ibed locus, moderately similar to NP_566945.1 expressed protein [Arabidopsis thalian 597.6891 565.1961 432.5836 399.7383 16 9.223251 9.142608 8.756835 8.642912 0.020241 6.921692 0.04528242 7420 1.3977022 up 9.18293 8.699873 0.057024 0.080556 0.483057 1.055525
1618398_at 7.35805 7.484429 6.840793 6.899922 16 2.879324 2.903892 2.774164 2.78658 0.014968 8.081633 0.0388888 6389 1.0801533 up 2.891608 2.780372 0.017373 0.00878 0.1112361 1.040008
1618399_aVvi.9972 Transcr ibed locus 29.97443 29.90185 30.63897 32.90647 16 4.905661 4.902163 4.937296 5.040299 0.2412611 1.647263 0.29536292 13560 1.060604 down 4.903912 4.988798 0.002473 0.072834 -0.0848861 0.982985
1618400_at 24.52923 32.85585 25.8439 24.41293 16 4.61643 5.038078 4.691752 4.609573 0.4974083 0.822154 0.54866606 15050 1.1302108 up 4.827254 4.650662 0.298151 0.058109 0.1765919 1.037971
1618401_aVvi.1000 Transcr ibed locus, moderately similar to NP_173146.2 expressed protein [Arabidopsis thalian 19.41191 16.04088 19.64855 25.09793 16 4.27887 4.003681 4.296351 4.649497 0.2766475 1.481544 0.33219314 13825 1.2584504 down 4.141275 4.472924 0.194588 0.249712 -0.3316484 0.925854
1618402_aVvi.9945 Transcr ibed locus 8.578091 7.921662 7.598223 7.526779 16 3.100657 2.985803 2.925662 2.912033 0.1644375 2.150844 0.21373136 12772 1.0900414 up 3.04323 2.918847 0.081214 0.009637 0.124383 1.042614
1618403_aVvi.12998 Transcr ibed locus 5.386163 5.415458 5.037301 5.064982 16 2.429258 2.437083 2.332651 2.340557 0.0033011 17.36177 0.02783547 1957 1.0692257 up 2.433171 2.336604 0.005533 0.005591 0.0965666 1.041328
1618404_aVvi.1435 Transcr ibed locus, weakly similar to NP_178029.2 pentatricopeptide (PPR) repeat-containing 4.754946 4.831641 4.592988 4.583887 16 2.249429 2.272513 2.199433 2.196571 0.0324626 5.414144 0.06051508 8904 1.0446131 up 2.260971 2.198002 0.016323 0.002024 0.0629687 1.028648
1618405_aVvi.13226 Transcr ibed locus, moderately similar to NP_173605.1 glucose-6-phosphate/phosphate trans 289.9256 292.8756 456.861 441.3832 16 8.179539 8.194144 8.835611 8.785888 0.0017205 24.07781 0.02493529 1144 1.5410429 down 8.186842 8.810749 0.010328 0.03516 -0.623907 0.929188
1618406_at 4.889855 4.907882 4.737758 4.994738 16 2.289792 2.295101 2.244205 2.320409 0.81551 0.265465 0.84015495 16114 1.0070529 up 2.292446 2.282307 0.003754 0.053885 0.0101394 1.004443
1618407_aVvi.15149 Transcr ibed locus 5.511498 5.545501 5.36789 5.287315 16 2.462444 2.471318 2.424355 2.402535 0.0453032 4.537077 0.0767004 9805 1.0377332 up 2.466881 2.413446 0.006274 0.015429 0.0534355 1.022141
1618408_aVvi.9342 Transcr ibed locus, weakly similar to NP_199667.1 basic helix-loop-helix (bHLH) family protei 4.574011 4.623744 4.454093 4.433312 16 2.19346 2.209061 2.155131 2.148385 0.0282338 5.82458 0.05501984 8518 1.0349079 up 2.201261 2.151758 0.011032 0.00477 0.0495024 1.023006
1618409_aVvi.5656 Transcr ibed locus, weakly similar to NP_179219.1 glycosyl hydrolase family 17 protein [Arabid 505.9406 581.4533 352.8711 284.7798 16 8.982824 9.183519 8.462997 8.153703 0.0522153 4.202962 0.08535624 10155 1.7109792 up 9.083172 8.30835 0.141913 0.218704 0.774822 1.093258
1618410_aVvi.4804 Transcr ibed locus, weakly similar to NP_566483.1 subtilase family protein [Arabidopsis thalia 4.002787 4.026125 3.868125 3.887991 16 2.001005 2.009392 1.951634 1.959025 0.0123305 8.922046 0.03626408 5644 1.0351708 up 2.005199 1.95533 0.005931 0.005226 0.0498688 1.025504
1618411_aVvi.8183 Transcr ibed locus, moderately similar to XP_473723.1 OSJNBa0086O06.23 [Oryza sativa (ja 784.4158 706.7927 299.0896 284.3984 16 9.615475 9.465143 8.224434 8.15177 0.0037902 16.19681 0.02824424 2225 2.553024 up 9.540309 8.188102 0.1063 0.051381 1.352207 1.165143
1618412_aVvi.622 Transcr ibed locus, weakly similar to NP_565783.1 expressed protein [Arabidopsis thaliana] 1815.455 1761.526 882.7401 786.0872 16 10.82612 10.78261 9.785845 9.618546 0.0060935 12.75188 0.03013007 3352 2.1467707 up 10.80436 9.702195 0.030763 0.118298 1.102168 1.1136
1618413_aVvi.7613 Transcr ibed locus, moderately similar to XP_426592.1 PREDICTED: similar to tubulin, alpha 2122.692 2430.07 5700.759 5719.277 16 11.05168 11.24678 12.47694 12.48162 0.0053394 13.63041 0.02951134 3001 2.5141096 down 11.14923 12.47928 0.137958 0.003309 -1.330048 0.893419
1618414_aVvi.1729 Transcr ibed locus, moderately similar to NP_179984.1 translation initiation factor 3 (IF-3) fam 559.8997 552.0383 397.3756 420.2734 16 9.129025 9.108624 8.634359 8.715184 0.0086954 10.65391 0.03231715 4466 1.3604196 up 9.118824 8.674772 0.014425 0.057152 0.444052 1.051189
1618415_s_at 7.51217 7.590083 6.997634 6.893454 16 2.90923 2.924116 2.806867 2.785227 0.0116467 9.185004 0.03553725 5440 1.0872061 up 2.916673 2.796047 0.010526 0.015302 0.1206255 1.043141
1618416_aVvi.11955 Transcr ibed locus 7.469747 7.82787 7.425692 7.432985 16 2.901059 2.96862 2.892525 2.893942 0.3433196 1.231403 0.39942482 14269 1.0292591 up 2.93484 2.893233 0.047772 0.001002 0.0416062 1.014381
1618417_aVvi.1540 Transcr ibed locus, strongly similar to NP_909904.1 putative clathrin assembly protein [Oryza 5090.04 5200.71 5030.406 4758.932 16 12.31346 12.34449 12.29646 12.21642 0.2330959 1.689983 0.28684732 13490 1.0515639 up 12.32898 12.25644 0.021942 0.056595 0.072537 1.005918
1618418_at 5.4671 5.519274 5.208773 5.209286 16 2.450776 2.464478 2.380944 2.381086 0.0079033 11.18175 0.03151864 4161 1.054539 up 2.457627 2.381015 0.009689 1.00E-04 0.0766124 1.032176
1618419_aVvi.2715 Transcr ibed locus, weakly similar to NP_197697.1 expressed protein [Arabidopsis thaliana] 118.0338 120.8635 51.24636 62.6565 16 6.883056 6.917234 5.679378 5.969393 0.0179283 7.367656 0.04256355 6990 2.107832 up 6.900145 5.824385 0.024168 0.205072 1.07576 1.184699
1618420_aVvi.1852 Transcr ibed locus, moderately similar to XP_479271.1 putative RAB24 protein [Oryza sativa (j  8.740325 8.836984 8.30798 8.096094 16 3.127687 3.143554 3.054498 3.017226 0.0388363 4.925346 0.06848472 9413 1.071594 up 3.13562 3.035862 0.01122 0.026355 0.0997584 1.03286
1618421_aVvi.15667 Transcr ibed locus 322.5515 277.7803 617.689 581.0736 16 8.333385 8.117801 9.270737 9.182577 0.0132647 8.595998 0.03714932 5927 2.0014746 down 8.225594 9.226657 0.152441 0.062338 -1.001063 0.891503
1618422_sVvi.6928 Transcr ibed locus, weakly similar to XP_472812.1 OSJNBa0016O02.17 [Oryza sativa (japonic 371.0273 312.781 82.10973 78.99474 16 8.535381 8.289009 6.359482 6.303685 0.003665 16.47282 0.02821112 2155 4.2298665 up 8.412195 6.331583 0.174211 0.039455 2.080612 1.328609
1618423_aVvi.4801 Transcr ibed locus, moderately similar to NP_172382.1 luminal binding protein 3 (BiP-3) (BP3 1999.353 2074.502 1987.137 1920.375 16 10.96532 11.01855 10.95648 10.90717 0.2393835 1.656919 0.2934321 13543 1.0425453 up 10.99193 10.93182 0.03764 0.034863 0.06011 1.005499
1618424_aVvi.5785 Transcr ibed locus, weakly similar to NP_196308.1 DNAJ heat shock protein, putative (J6) [Ar 435.4796 439.5575 898.9354 963.165 16 8.766461 8.779908 9.812074 9.911639 0.0021224 21.6717 0.02580234 1361 2.1267812 down 8.773185 9.861856 0.009508 0.070403 -1.088671 0.889608
1618425_aVvi.142 GO:000597Beta 1-3 glucanase (g1 gene) 11.46593 11.70496 11.02676 10.99445 16 3.519281 3.549048 3.462937 3.458704 0.0395383 4.878732 0.06937376 9461 1.0521524 up 3.534164 3.460821 0.021049 0.002994 0.0733437 1.021193
1618426_aVvi.11803 Transcr ibed locus 6.583647 6.611074 6.731546 6.387324 16 2.718887 2.724885 2.750938 2.675212 0.8381289 0.23198 0.8596698 16185 1.006126 up 2.721886 2.713075 0.004241 0.053547 0.008811 1.003248
1618427_aVvi.14447 Transcr ibed locus 3.446971 3.456356 3.326003 3.36077 16 1.785329 1.789252 1.733789 1.748792 0.027253 5.932964 0.05379495 8409 1.0323983 up 1.78729 1.741291 0.002774 0.010608 0.0459997 1.026417
1618428_at 6.854547 6.899198 7.107226 6.732945 16 2.777061 2.786429 2.829287 2.751238 0.8485403 0.216696 0.868953 16211 1.0059211 down 2.781745 2.790262 0.006624 0.055189 -0.0085172 0.996948
1618429_aVvi.3153 Transcr ibed locus, moderately similar to NP_849710.1 dehydration-responsive family protein 4001.93 3899.214 5864.071 5701.113 16 11.96648 11.92897 12.51769 12.47703 0.002523 19.87088 0.0266497 1569 1.4637142 down 11.94772 12.49736 0.026526 0.02875 -0.549634 0.95602
1618430_aVvi.9763 Transcr ibed locus 43.71351 44.60559 171.4287 192.007 16 5.450007 5.479153 7.421465 7.585015 0.001656 24.54346 0.02493529 1098 4.1086364 down 5.46458 7.50324 0.020609 0.115647 -2.0386596 0.728296
1618431_aVvi.2775 Transcr ibed locus, weakly similar to NP_181490.2 expressed protein [Arabidopsis thaliana] 18.37865 21.91765 22.16896 21.54875 16 4.199959 4.454022 4.470469 4.429532 0.439955 0.956016 0.49429062 14776 1.089005 down 4.32699 4.450001 0.179649 0.028947 -0.123011 0.972357
1618432_aVvi.2679 Transcr ibed locus 628.0194 569.6687 90.30666 89.09909 16 9.294665 9.153979 6.49676 6.477338 6.72E-04 38.54762 0.02179512 509 6.6680884 up 9.224322 6.487049 0.09948 0.013733 2.737273 1.42196
1618433_aVvi.15718 Transcr ibed locus 426.9566 464.6208 467.8835 481.764 16 8.737946 8.85991 8.870006 8.912183 0.2893809 1.428368 0.34501272 13924 1.0659701 down 8.798927 8.891094 0.086242 0.029824 -0.092167 0.989634
1618434_aVvi.4147 Transcr ibed locus, moderately similar to XP_467197.1 putative GAMM1 protein [Oryza sativa 244.2855 270.6571 377.6189 377.7992 16 7.932424 8.080322 8.560787 8.561476 0.0173092 7.501813 0.04176844 6879 1.4689223 down 8.006373 8.561132 0.10458 4.87E-04 -0.5547585 0.9352
1618435_aVvi.14834 Transcr ibed locus 3.577383 3.595743 3.482086 3.474144 16 1.838905 1.84629 1.799952 1.796658 0.0082303 10.95465 0.03170287 4309 1.0311775 up 1.842597 1.798305 0.005222 0.002329 0.0442927 1.02463
1618436_aVvi.8342 Transcr ibed locus 537.8611 492.9333 434.1112 518.6854 16 9.07109 8.945249 8.761921 9.018716 0.4964682 0.824214 0.54791445 15042 1.0851175 up 9.008169 8.890318 0.088983 0.181581 0.117851 1.013256
1618437_aVvi.12441 Transcr ibed locus, weakly similar to NP_186796.1 homeobox-leucine zipper protein 5 (HAT5) 118.5974 133.4672 287.7103 239.9155 16 6.889929 7.060341 8.168473 7.906382 0.0209728 6.79603 0.04604483 7561 2.088248 down 6.975135 8.037428 0.1205 0.185326 -1.062293 0.867832
1618438_at 5.063056 5.096491 4.821344 4.826108 16 2.340008 2.349504 2.269435 2.27086 0.0041155 15.53976 0.02876875 2374 1.0530751 up 2.344756 2.270148 0.006715 0.001007 0.0746083 1.032865
1618439_aVvi.12785 Transcr ibed locus 6.337815 6.222065 6.045026 6.301915 16 2.663986 2.637394 2.595749 2.65579 0.5271165 0.758982 0.57657415 15176 1.0174233 up 2.65069 2.62577 0.018803 0.042456 0.02492 1.009491
1618440_sVvi.9229 Transcr ibed locus, moderately similar to NP_177083.1 expressed protein [Arabidopsis thalian 1609.435 1385.672 1008.421 1472.049 16 10.65234 10.43637 9.977882 10.52361 0.4224477 1.000525 0.47785497 14676 1.2257023 up 10.54435 10.25075 0.152713 0.385888 0.293608 1.028643
1618441_aVvi.9943 Transcr ibed locus, weakly similar to NP_180150.1 leucine-rich repeat transmembrane protein 4.270203 4.313943 4.119403 4.127861 16 2.094305 2.109007 2.042435 2.045394 0.0164506 7.700134 0.04070369 6708 1.0408348 up 2.101656 2.043915 0.010396 0.002093 0.0577412 1.02825
1618442_aVvi.11098 Transcr ibed locus, weakly similar to NP_568412.1 DNAJ heat shock protein, putative [Arabido 5.536426 5.264807 5.094893 5.157119 16 2.468955 2.396381 2.349052 2.366566 0.1827702 2.005403 0.2333039 13005 1.0532582 up 2.432668 2.357809 0.051318 0.012384 0.0748591 1.031749
1618443_aVvi.8692 Transcr ibed locus 111.7591 132.1766 134.2487 102.8053 16 6.804248 7.046323 7.068765 6.683772 0.8493112 0.215568 0.86952794 16215 1.0345597 up 6.925285 6.876268 0.171173 0.272231 0.0490169 1.007128
1618444_aVvi.4601 Transcr ibed locus 6.044887 6.04161 5.738283 5.762071 16 2.595715 2.594933 2.520619 2.526588 0.0017563 23.82999 0.024986 1166 1.0509694 up 2.595324 2.523603 5.53E-04 0.00422 0.0717206 1.02842
1618445_sVvi.11275 Transcr ibed locus, weakly similar to NP_565552.1 protein kinase family protein [Arabidopsis t 479.0105 528.9644 356.6978 397.8192 16 8.903914 9.047027 8.478559 8.635969 0.0590249 3.931567 0.09365675 10462 1.3362641 up 8.97547 8.557264 0.101196 0.111306 0.418206 1.048871
1618446_aVvi.3490 Transcr ibed locus, moderately similar to NP_568981.2 histidinol dehydrogenase, putative / HD 556.7485 532.8053 508.3248 522.9382 16 9.120882 9.057465 8.989607 9.030497 0.1709036 2.097134 0.22046165 12869 1.0563747 up 9.089173 9.010052 0.044843 0.028913 0.079121 1.008781
1618447_aVvi.14589 Transcr ibed locus 37.27391 27.52655 5.545248 5.754292 16 5.220094 4.782752 2.471252 2.524638 0.0076544 11.36424 0.03135112 4051 5.6705065 up 5.001423 2.497945 0.309248 0.03775 2.5034777 2.002215
1618448_aVvi.11408 Transcr ibed locus, weakly similar to NP_196644.1 embryo-abundant protein-related [Arabidop 202.8632 225.7416 517.5195 502.0105 16 7.664363 7.818528 9.01547 8.971574 0.0040723 15.62241 0.02864669 2356 2.3818395 down 7.741446 8.993522 0.109011 0.031039 -1.2520765 0.86078
1618449_s_at 7.513509 7.561634 6.774535 6.855019 16 2.909487 2.918698 2.760122 2.777161 0.004404 15.01884 0.02920871 2500 1.1060766 up 2.914093 2.768641 0.006513 0.012048 0.1454513 1.052535
1618450_aVvi.7218 Transcr ibed locus, moderately similar to NP_567451.1 cytochrome b5 domain-containing pro  406.6497 434.9902 386.6672 402.5555 16 8.667643 8.764839 8.594949 8.653044 0.2448136 1.629258 0.29891852 13596 1.0660272 up 8.716241 8.623997 0.068728 0.041079 0.092244 1.010696
1618451_aVvi.1899 Transcr ibed locus, weakly similar to XP_467935.1 hypothetical protein [Oryza sativa (japonica 4.353145 4.352787 4.185862 4.204644 16 2.122058 2.121939 2.065525 2.071984 0.00366 16.48418 0.02821112 2152 1.0375959 up 2.121999 2.068754 8.38E-05 0.004567 0.0532446 1.025738
1618452_aVvi.11313 Transcr ibed locus, moderately similar to NP_563818.1 strictosidine synthase family protein [A 4366.915 4765.032 5654.02 5278.612 16 12.0924 12.21827 12.46506 12.36594 0.0831509 3.247772 0.12211017 11304 1.1976182 down 12.15533 12.4155 0.089005 0.070088 -0.260169 0.979045
1618453_aVvi.14706 Transcr ibed locus 3.495714 3.514045 3.405748 3.418889 16 1.805587 1.813133 1.767972 1.773528 0.0144072 8.240963 0.03839454 6228 1.0271239 up 1.80936 1.77075 0.005335 0.003929 0.0386103 1.021804
1618454_at 5.916252 5.923448 5.619892 5.728852 16 2.564683 2.566437 2.490542 2.518246 0.0478274 4.4069 0.07977488 9951 1.0433086 up 2.56556 2.504394 0.00124 0.01959 0.061166 1.024423
1618455_aVvi.5698 Transcr ibed locus, weakly similar to NP_567188.1 expressed protein [Arabidopsis thaliana] 42.12135 43.46196 39.58196 41.19042 16 5.39648 5.441681 5.306771 5.364237 0.1495564 2.286231 0.19748153 12572 1.0596418 up 5.419081 5.335504 0.031962 0.040634 0.0835767 1.015664
1618456_aVvi.9257 Transcr ibed locus, moderately similar to NP_196599.2 helicase domain-containing protein / I 7.7639 9.254526 7.160944 7.35829 16 2.956781 3.210159 2.84015 2.879371 0.2230951 1.745042 0.27621928 13408 1.1677328 up 3.08347 2.85976 0.179165 0.027733 0.2237103 1.078227
1618457_at 4.277184 4.29592 4.1079 4.139381 16 2.096661 2.102967 2.038401 2.049415 0.0126394 8.810287 0.03658911 5734 1.0395118 up 2.099814 2.043908 0.004459 0.007788 0.0559062 1.027353
1618458_aVvi.1681 Transcr ibed locus 6.230709 6.298349 6.043537 5.620226 16 2.639396 2.654974 2.595393 2.490628 0.1880555 1.967097 0.23892996 13066 1.0748789 up 2.647185 2.543011 0.011015 0.07408 0.1041741 1.040965
1618459_aVvi.8914 Transcr ibed locus, weakly similar to XP_474682.1 OSJNBa0027O01.11 [Oryza sativa (japonic 666.1035 758.3229 729.8183 701.0493 16 9.379602 9.566669 9.511394 9.453372 0.9333769 0.094429 0.94324666 16427 1.0064306 down 9.473135 9.482383 0.132276 0.041027 -0.009248 0.999025
1618460_at 5.953222 5.99215 5.633211 5.660293 16 2.573671 2.583074 2.493958 2.500877 0.0051589 13.86865 0.02947135 2904 1.0577182 up 2.578372 2.497417 0.006649 0.004893 0.0809552 1.032416
1618461_x_at 12.40997 12.79785 11.13452 10.75665 16 3.633428 3.67783 3.476967 3.427157 0.0258261 6.101397 0.05221202 8211 1.1515416 up 3.655629 3.452062 0.031397 0.035221 0.2035666 1.05897
1618462_at 4.20241 4.218892 4.03559 4.059008 16 2.071217 2.076864 2.01278 2.021127 0.0077017 11.32889 0.03135112 4070 1.040363 up 2.07404 2.016954 0.003993 0.005903 0.0570869 1.028304
1618463_aVvi.10023 Transcr ibed locus, weakly similar to NP_196769.1 mechanosensitive ion channel domain-con 21.03703 17.46051 109.2217 97.35812 16 4.394859 4.126024 6.771115 6.60523 0.0042061 15.37043 0.0288901 2415 5.380464 down 4.260442 6.688172 0.190095 0.117299 -2.4277303 0.637011
1618464_aVvi.5510 Transcr ibed locus, weakly similar to NP_564348.1 expressed protein [Arabidopsis thaliana] 8.332542 8.356018 9.277395 11.0655 16 3.058757 3.062816 3.21372 3.467996 0.1585174 2.202611 0.20720461 12700 1.2142552 down 3.060786 3.340858 0.00287 0.179801 -0.2800718 0.916168
1618465_aVvi.3400 Transcr ibed locus, strongly similar to NP_568486.1 shaggy-related protein kinase alpha / AS   380.4874 373.4416 133.7508 161.4977 16 8.571705 8.544739 7.063404 7.33537 0.0099623 9.943906 0.03389936 4876 2.5647802 up 8.558222 7.199387 0.019068 0.192309 1.3588354 1.188743
1618466_at 4.579329 4.588206 4.374679 4.390717 16 2.195136 2.19793 2.129177 2.134457 0.002123 21.66855 0.02580234 1362 1.0458792 up 2.196533 2.131817 0.001976 0.003733 0.0647163 1.030357
1618467_aVvi.7432 Transcr ibed locus, moderately similar to NP_922375.1 unknown protein [Oryza sativa (japonic 727.9465 779.2244 780.1914 785.4961 16 9.507689 9.605895 9.607684 9.61746 0.3756338 1.130395 0.43136692 14456 1.0394212 down 9.556791 9.612572 0.069442 0.006913 -0.055781 0.994197
1618468_aVvi.6797 Transcr ibed locus 215.6244 210.3073 250.9044 223.5256 16 7.752377 7.716355 7.970994 7.804296 0.2140811 1.797516 0.26674977 13323 1.112094 down 7.734366 7.887645 0.025471 0.117873 -0.153279 0.980567
1618469_aVvi.14668 Transcr ibed locus 5.096503 5.110169 4.897662 4.919684 16 2.349508 2.353371 2.292093 2.298566 0.0044815 14.8876 0.02926091 2538 1.0396587 up 2.35144 2.29533 0.002732 0.004577 0.0561099 1.024445
1618470_aVvi.14582 Transcr ibed locus 55.4489 49.44046 88.27203 81.55421 16 5.793087 5.62762 6.463885 6.349688 0.0202051 6.928026 0.04523873 7414 1.6204922 down 5.710354 6.406786 0.117003 0.08075 -0.696432 0.891298
1618471_aVvi.1029 Transcr ibed locus, moderately similar to XP_482974.1 putative ZF-HD homeobox protein [Ory 1594.88 1729.157 5023.006 4353.184 16 10.63923 10.75585 12.29434 12.08786 0.0062434 12.59649 0.03025465 3425 2.8158162 down 10.69754 12.1911 0.082464 0.146003 -1.493553 0.877488
1618472_at 6.3881 6.75436 6.129078 6.096075 16 2.675387 2.755819 2.61567 2.607881 0.123909 2.56972 0.16918644 12158 1.0746206 up 2.715603 2.611775 0.056874 0.005508 0.1038275 1.039754
1618473_s_at 1820.828 1620.6 1999.041 2438.907 16 10.83038 10.66231 10.96509 11.25202 0.1612327 2.178545 0.21017477 12735 1.2853937 down 10.74635 11.10856 0.118841 0.202888 -0.3622105 0.967394
1618474_at 150.7841 115.4445 181.0266 406.0407 16 7.236341 6.851056 7.500058 8.665481 0.2325244 1.693045 0.28627145 13484 2.0549042 down 7.043698 8.082769 0.272437 0.824078 -1.0390707 0.871446
1618475_aVvi.10056 Transcr ibed locus, moderately similar to NP_566519.1 transducin family protein / WD-40 repe    531.8112 512.4706 553.7216 577.3204 16 9.05477 9.001326 9.113017 9.173228 0.1036845 2.858669 0.14616366 11776 1.0830314 down 9.028048 9.143123 0.037791 0.042576 -0.115075 0.987414
1618476_sVvi.13101 Transcr ibed locus, moderately similar to NP_051040.1 maturase [Arabidopsis thaliana] 6893.033 8371.598 6595.827 6680.684 16 12.75092 13.03129 12.68734 12.70578 0.300358 1.384818 0.35580045 14014 1.1443646 up 12.89111 12.69656 0.198248 0.013041 0.194547 1.015323
1618477_aVvi.14754 Transcr ibed locus 5.245822 5.27507 5.089337 5.249787 16 2.391169 2.39919 2.347478 2.392259 0.3816419 1.11273 0.4372357 14489 1.0176992 up 2.39518 2.369868 0.005672 0.031665 0.0253112 1.01068
1618478_aVvi.12081 Transcr ibed locus, moderately similar to XP_506159.1 PREDICTED P0495H05.61 gene prod 500.4427 453.1662 408.0884 417.4887 16 8.967061 8.823896 8.672738 8.705593 0.1068017 2.809156 0.14990883 11827 1.1537367 up 8.895479 8.689165 0.101233 0.023232 0.206314 1.023744
1618479_aVvi.15478 Transcr ibed locus 5.610492 5.648274 6.397361 5.540719 16 2.488127 2.49781 2.677477 2.470073 0.5178176 0.778372 0.56774586 15141 1.0576091 down 2.492969 2.573775 0.006847 0.146657 -0.0808064 0.968604
1618480_sVvi.836 Transcr ibed locus, moderately similar to NP_191281.1 UDP-GlcNAc:dolichol phosphate N-a    574.4462 608.3667 702.0501 799.8825 16 9.166028 9.248797 9.45543 9.643644 0.0796547 3.3279 0.11824285 11183 1.2676224 down 9.207413 9.549538 0.058527 0.133088 -0.342125 0.964174
1618481_aVvi.9906 Transcr ibed locus, weakly similar to NP_176711.1 CBS domain-containing protein [Arabidops 353.4472 357.16 188.7016 170.68 16 8.465351 8.480427 7.559963 7.41515 0.0054142 13.53519 0.02956287 3038 1.9797695 up 8.472889 7.487557 0.01066 0.102398 0.9853325 1.131596
1618482_x_at 36.4976 43.36066 28.96626 26.29706 16 5.18973 5.438315 4.856301 4.71683 0.0658761 3.700952 0.10201241 10720 1.4413855 up 5.314022 4.786566 0.175776 0.098621 0.527456 1.110195
1618483_at 5.273989 5.214062 5.050266 5.077239 16 2.398895 2.382408 2.336359 2.344044 0.0309975 5.546938 0.05859297 8781 1.0355874 up 2.390651 2.340202 0.011658 0.005434 0.0504493 1.021558
1618484_aVvi.7252 Transcr ibed locus 5.140274 5.147962 4.882022 4.901357 16 2.361845 2.364001 2.287479 2.293181 0.0017583 23.81664 0.02499252 1167 1.0516052 up 2.362923 2.29033 0.001525 0.004032 0.0725931 1.031695
1618485_aVvi.7415 Transcr ibed locus, moderately similar to NP_172923.3 purple acid phosphatase, putative [Ara  12.38452 13.18286 11.75173 7.209127 16 3.630466 3.720591 3.554801 2.849825 0.3144611 1.331663 0.37030464 14097 1.3882002 up 3.675529 3.202313 0.063728 0.498494 0.4732155 1.147773
1618486_at 4.427382 4.447505 4.306942 4.324255 16 2.146454 2.152996 2.106664 2.112452 0.0116171 9.196904 0.03549833 5430 1.028233 up 2.149725 2.109558 0.004626 0.004093 0.0401674 1.019041
1618487_at 6.180464 6.206883 5.960742 5.972172 16 2.627715 2.633869 2.575492 2.578256 0.0038906 15.98537 0.02842986 2270 1.0380806 up 2.630792 2.576874 0.004351 0.001954 0.0539183 1.020924
1618488_aVvi.15372 Transcr ibed locus 996.7443 946.7207 995.3958 1029.515 16 9.96108 9.886795 9.959126 10.00775 0.3120984 1.340361 0.36781844 14086 1.0421051 down 9.923937 9.983438 0.052527 0.034381 -0.059501 0.99404
1618489_aVvi.15261 Transcr ibed locus 4.132404 4.151755 4.018083 4.027912 16 2.046981 2.053721 2.006507 2.010032 0.0080687 11.06514 0.03159664 4237 1.0295981 up 2.050351 2.00827 0.004766 0.002492 0.0420813 1.020954
1618490_sVvi.9482 Transcr ibed locus, weakly similar to NP_176500.1 rhomboid family protein [Arabidopsis thalia 841.9637 915.7125 841.6715 871.5824 16 9.717614 9.838751 9.717114 9.767493 0.6392812 0.546958 0.68003756 15606 1.0251813 up 9.778183 9.742304 0.085657 0.035624 0.035879 1.003683
1618491_sVvi.1272 Transcr ibed locus, weakly similar to NP_566732.1 dienelactone hydrolase family protein [Arab 1202.54 1161.746 1116.777 1162.346 16 10.23187 10.18208 10.12513 10.18282 0.2987992 1.390881 0.35438383 13997 1.0374196 up 10.20697 10.15398 0.035207 0.040799 0.052999 1.00522
1618492_aVvi.2354 Transcr ibed locus 4.29474 4.319814 4.18724 4.203071 16 2.102571 2.110969 2.066 2.071444 0.0168638 7.602828 0.04121481 6792 1.0267239 up 2.10677 2.068722 0.005939 0.00385 0.0380482 1.018392
1618493_sVvi.4609 Transcr ibed locus, strongly similar to NP_191473.2 ABC transporter family protein [Arabidop 1333.956 1181.225 325.5276 270.8506 16 10.3815 10.20607 8.346636 8.081353 0.0057953 13.07876 0.03002726 3202 4.227446 up 10.29378 8.213995 0.124046 0.187583 2.079786 1.2532
1618494_aVvi.11221 Transcr ibed locus, weakly similar to XP_470975.1 OSJNBb0004G23.4 [Oryza sativa (japonica 519.9329 505.6314 377.1606 345.4895 16 9.022182 8.981942 8.559035 8.432498 0.016764 7.625996 0.04112314 6766 1.420398 up 9.002062 8.495767 0.028454 0.089475 0.506295 1.059594
1618495_aVvi.10985 Transcr ibed locus, weakly similar to NP_564384.1 cytochrome P450 family protein [Arabidops  12.81226 11.15123 10.28435 10.3578 16 3.679453 3.47913 3.362378 3.372646 0.1691273 2.11161 0.21871404 12837 1.1581159 up 3.579292 3.367512 0.14165 0.00726 0.2117796 1.062889
1618496_aVvi.4599 Transcr ibed locus, weakly similar to NP_568282.1 CCAAT-binding transcr iption factor (CBF 39.72956 43.72239 25.48231 33.33695 16 5.312141 5.4503 4.671424 5.05905 0.1289603 2.507746 0.17477538 12249 1.4299687 up 5.381221 4.865237 0.097693 0.274093 0.515984 1.106055
1618497_aVvi.4204 Transcr ibed locus, strongly similar to NP_180178.1 glycine dehydrogenase [decarboxylating] 234.2075 292.9391 110.8561 121.007 16 7.871644 8.194457 6.792543 6.918947 0.0209975 6.791913 0.0460791 7564 2.2615395 up 8.033051 6.855745 0.228263 0.089381 1.1773057 1.171725
1618498_aVvi.2065 Transcr ibed locus, weakly similar to NP_195818.1 zinc finger (C3HC4-type RING finger) fam 153.9669 141.2607 195.2367 198.4715 16 7.266476 7.142217 7.609081 7.632787 0.0222846 6.586332 0.04770705 7754 1.3347665 down 7.204347 7.620934 0.087865 0.016763 -0.4165873 0.945336
1618499_aVvi.15138 Transcr ibed locus 4.79536 4.812187 4.621151 4.640903 16 2.261639 2.266693 2.208252 2.214406 0.0056297 13.27143 0.02979867 3134 1.0373026 up 2.264166 2.211329 0.003573 0.004351 0.0528369 1.023894
1618500_aVvi.10959 Transcr ibed locus 11.23001 10.99371 10.15159 10.06816 16 3.489287 3.458607 3.343634 3.331729 0.0142697 8.281426 0.0382645 6189 1.0990566 up 3.473947 3.337681 0.021694 0.008418 0.1362657 1.040826
1618501_at 6.474459 6.53805 6.198758 6.15837 16 2.69476 2.70886 2.631979 2.622549 0.0126999 8.788861 0.03664294 5753 1.0530295 up 2.70181 2.627264 0.009971 0.006668 0.074546 1.028374
1618502_aVvi.11357 Transcr ibed locus, moderately similar to NP_569015.1 expressed protein [Arabidopsis thalian 303.9992 358.1985 942.0723 898.3361 16 8.247924 8.484615 9.879694 9.811111 0.0068677 12.00462 0.03077344 3701 2.7878108 down 8.36627 9.845403 0.167366 0.048495 -1.479133 0.849764
1618503_aVvi.536 Transcr ibed locus, moderately similar to NP_916185.1 putative GA 2-oxidase [Oryza sativa (ja 4.535264 4.554222 4.372751 4.388337 16 2.181186 2.187205 2.128541 2.133674 0.0055046 13.42266 0.02965942 3075 1.037483 up 2.184196 2.131108 0.004256 0.00363 0.0530877 1.024911
1618504_aVvi.12830 Transcr ibed locus 250.4555 219.9145 395.6263 391.0486 16 7.96841 7.780799 8.627995 8.611204 0.0156082 7.910308 0.03962623 6537 1.675968 down 7.874605 8.619599 0.132661 0.011873 -0.7449943 0.91357
1618505_aVvi.13227 Transcr ibed locus, moderately similar to NP_191667.2 fructosamine kinase family protein [Ara  199.0759 164.864 55.72359 57.54795 16 7.637175 7.365133 5.800216 5.846693 0.0066973 12.15796 0.03067327 3621 3.1991742 up 7.501154 5.823454 0.192363 0.032864 1.6776996 1.288094
1618506_aVvi.837 Transcr ibed locus, moderately similar to NP_172144.2 4-hydroxyphenylpyruvate dioxygenase ( 850.6624 967.3962 484.8121 426.2265 16 9.732443 9.917963 8.921282 8.735477 0.0169067 7.592914 0.0412769 6799 1.9956024 up 9.825203 8.828379 0.131183 0.131384 0.996824 1.112911
1618507_aVvi.3204 Transcr ibed locus, moderately similar to NP_849396.1 expressed protein [Arabidopsis thalian 1193.684 1059.948 1028.353 1065.83 16 10.22121 10.04978 10.00612 10.05776 0.3668712 1.156752 0.42269883 14408 1.0744153 up 10.13549 10.03194 0.121218 0.036517 0.103552 1.010322
1618508_aVvi.9396 Transcr ibed locus 393.6814 377.1387 581.0694 592.8358 16 8.620885 8.558951 9.182567 9.211489 0.0031541 17.76373 0.02773125 1886 1.5232038 down 8.589918 9.197027 0.043794 0.020451 -0.607109 0.933989
1618509_aVvi.5463 Transcr ibed locus, weakly similar to NP_191002.1 floral homeotic protein APETALA3 (AP3) [A3.023064 3.035371 2.934397 2.950283 16 1.596011 1.601873 1.553064 1.560854 0.0132125 8.613323 0.03712028 5907 1.0295283 up 1.598942 1.556959 0.004145 0.005508 0.0419833 1.026965
1618510_at 3.929411 3.942007 3.777685 3.796886 16 1.974313 1.97893 1.917502 1.924817 0.0060264 12.82339 0.03011773 3317 1.039192 up 1.976622 1.92116 0.003265 0.005172 0.0554621 1.028869
1618511_aVvi.6123 Transcr ibed locus, weakly similar to XP_472407.1 OJ000126_13.6 [Oryza sativa (japonica cul 96.79144 103.879 4.293515 4.418459 16 6.596808 6.698759 2.102159 2.143544 1.48E-04 82.24844 0.0168302 142 23.02185 up 6.647783 2.122851 0.072091 0.029263 4.5249319 3.131535
1618512_aVvi.6696 Transcr ibed locus, weakly similar to NP_566396.1 harpin-induced family protein / HIN1 family 13943.28 14397.91 14529.18 13274.78 16 13.76728 13.81357 13.82667 13.6964 0.7165452 0.41801 0.7504942 15850 1.0202293 up 13.79043 13.76153 0.032732 0.092111 0.028893 1.0021
1618513_aVvi.9688 Transcr ibed locus, moderately similar to NP_200158.2 glutamate synthase [NADH], chloropla 22.2238 19.47772 18.36762 18.31522 16 4.474033 4.283753 4.199092 4.194971 0.1961638 1.911061 0.24752694 13156 1.1343461 up 4.378893 4.197032 0.134549 0.002914 0.181861 1.043331
1618514_aVvi.11628 Transcr ibed locus, weakly similar to XP_463409.1 myb-related protein 4 [Oryza sativa (japonic 36.55537 36.26091 65.18076 76.68993 16 5.192011 5.180343 6.026374 6.260965 0.0147128 8.153016 0.03874717 6303 1.9419316 down 5.186177 6.14367 0.008251 0.165881 -0.9574923 0.84415
1618515_sVvi.1533 Transcr ibed locus, moderately similar to NP_188286.1 translationally controlled tumor family  83.25913 92.38113 70.43867 83.0272 16 6.379537 6.529526 6.138295 6.375513 0.2943725 1.408315 0.34997442 13963 1.1468112 up 6.454532 6.256904 0.106059 0.167738 0.1976281 1.031586
1618516_aVvi.603 Transcr ibed locus, weakly similar to NP_194152.1 F-box family protein / SLEEPY1 protein [Ar 711.651 614.8601 457.9507 436.1742 16 9.475026 9.264114 8.839048 8.768761 0.0365134 5.088858 0.0656217 9236 1.4800699 up 9.36957 8.803905 0.149137 0.049701 0.565665 1.064252
1618517_aVvi.3331 Transcr ibed locus, weakly similar to NP_187988.1 beta-galactosidase, putative / lactase, puta 3594.988 3351.921 4169.318 4136.466 16 11.81177 11.71077 12.0256 12.01418 0.0365145 5.088781 0.0656217 9237 1.1963325 down 11.76127 12.01989 0.071418 0.008069 -0.258619 0.978484
1618518_aVvi.4027 Transcr ibed locus, weakly similar to NP_187108.1 ethylene receptor, putative (EIN4) [Arabido 219.5011 182.2131 222.9577 237.7617 16 7.778084 7.509483 7.800626 7.893373 0.2889108 1.430279 0.34457597 13919 1.1512616 down 7.643784 7.846999 0.18993 0.065582 -0.2032154 0.974103
1618519_aVvi.8350 Transcr ibed locus, weakly similar to NP_566290.1 zinc finger (GATA type) family protein [Ara 296.0703 296.5451 652.3807 652.7823 16 8.209796 8.212108 9.34957 9.350458 1.18E-06 919.9533 0.00510683 2 2.2023778 down 8.210952 9.350014 0.001635 6.28E-04 -1.139062 0.878175
1618520_at 6.72189 6.820603 6.299073 6.215562 16 2.748867 2.769899 2.655139 2.635885 0.0153176 7.986767 0.03931144 6467 1.0821279 up 2.759383 2.645512 0.014872 0.013615 0.1138712 1.043043
1618521_aVvi.15284 Transcr ibed locus 3.3647 3.379727 3.273241 3.285934 16 1.750478 1.756907 1.71072 1.716303 0.0110421 9.437435 0.03503452 5231 1.0282427 up 1.753692 1.713512 0.004546 0.003948 0.0401809 1.023449
1618522_aVvi.412 Transcr ibed locus, weakly similar to XP_450350.1 putative protein kinase G11A [Oryza sativa 4.139099 4.113383 3.963455 3.976375 16 2.049317 2.040325 1.986759 1.991454 0.0081848 10.98544 0.03166666 4289 1.039374 up 2.044821 1.989106 0.006358 0.00332 0.0557148 1.02801
1618523_aVvi.2190 Transcr ibed locus, moderately similar to NP_195694.1 expressed protein [Arabidopsis thalian 443.0998 513.6869 1267.135 1061.607 16 8.791488 9.004746 10.30735 10.05203 0.0164309 7.70488 0.04069601 6702 2.4310458 down 8.898117 10.17969 0.150796 0.180538 -1.281577 0.874105
1618524_x_at 1981.216 1901.851 1610.234 1878.168 16 10.95217 10.89319 10.65305 10.87511 0.3014565 1.380568 0.35697442 14019 1.1162019 up 10.92268 10.76408 0.041707 0.157018 0.158598 1.014734
1618525_sVvi.7403 Transcr ibed locus, moderately similar to XP_578859.1 PREDICTED: similar to hypothetical p   26.62941 26.57961 27.38751 26.33887 16 4.734949 4.732248 4.775446 4.719122 0.6753619 0.485398 0.7128009 15729 1.0095314 down 4.733598 4.747284 0.00191 0.039828 -0.013686 0.997117
1618526_aVvi.1730 Transcr ibed locus 4.811882 4.842695 4.662799 4.699435 16 2.266601 2.27581 2.221196 2.232487 0.0259223 6.089613 0.05229822 8228 1.0312284 up 2.271206 2.226842 0.006512 0.007984 0.044364 1.019922
1618527_at 44.45492 44.11398 43.3559 43.68773 16 5.474271 5.463164 5.438157 5.449156 0.085046 3.20633 0.12429496 11357 1.0175228 up 5.468718 5.443656 0.007854 0.007778 0.0250612 1.004604
1618528_aVvi.15358 Transcr ibed locus 3.855037 3.876406 3.740922 3.755478 16 1.946745 1.95472 1.903394 1.908997 0.0117614 9.139284 0.03565072 5476 1.031352 up 1.950732 1.906195 0.005639 0.003962 0.0445368 1.023364
1618529_aVvi.4696 Transcr ibed locus 4.367485 4.396349 4.213477 4.278058 16 2.126803 2.136306 2.075011 2.096956 0.0624644 3.811199 0.09783781 10598 1.0320911 up 2.131554 2.085984 0.00672 0.015517 0.0455703 1.021846
1618530_aVvi.12556 Transcr ibed locus 268.983 328.729 294.958 331.8349 16 8.071371 8.360755 8.204366 8.374322 0.7049447 0.436714 0.7398844 15817 1.0521069 down 8.216063 8.289344 0.204625 0.120177 -0.073281 0.99116
1618531_aVvi.983 Transcr ibed locus 178.0483 175.0859 139.4013 123.0428 16 7.476125 7.451919 7.1231 6.943017 0.041682 4.743609 0.0721843 9585 1.3481337 up 7.464022 7.033058 0.017117 0.127338 0.4309637 1.061277
1618532_aVvi.11861 Transcr ibed locus 6.113664 6.106111 5.806439 5.822212 16 2.612037 2.610254 2.537654 2.541567 9.02E-04 33.26579 0.02238427 667 1.0508342 up 2.611146 2.53961 0.001261 0.002767 0.0715351 1.028168
1618533_aVvi.5283 Transcr ibed locus, weakly similar to XP_468168.1 putative Pathogenesis-related protein PR-1 783.6078 894.1965 5103.078 5046.776 16 9.613988 9.804448 12.31715 12.30115 0.0013484 27.20565 0.02385507 934 6.0625753 down 9.709218 12.30915 0.134676 0.011319 -2.599931 0.788781
1618534_aVvi.1375 Transcr ibed locus, weakly similar to NP_567003.2 bZIP transcr iption factor family protein [Ara 317.0755 336.385 223.9359 248.332 16 8.308682 8.39397 7.806942 7.956126 0.0318594 5.467721 0.05969194 8860 1.3849101 up 8.351326 7.881534 0.060307 0.105489 0.4697924 1.059607
1618535_aVvi.2845 Transcr ibed locus, weakly similar to XP_473393.1 OSJNBb0038F03.17 [Oryza sativa (japonic  5.253661 5.305026 5.168828 5.144545 16 2.393323 2.40736 2.369837 2.363043 0.0490394 4.34791 0.08126896 10017 1.0237768 up 2.400342 2.36644 0.009925 0.004804 0.0339012 1.014326
1618536_aVvi.4535 Transcr ibed locus, weakly similar to NP_172620.1 thioredoxin family protein [Arabidopsis thal 30.08112 31.94608 37.06418 31.9516 16 4.910786 4.997567 5.211954 4.997816 0.3219721 1.304529 0.377899 14144 1.1101143 down 4.954177 5.104885 0.061363 0.151418 -0.150708 0.970478
1618537_aVvi.7271 Transcr ibed locus, weakly similar to NP_039455.1 hypothetical protein OrsajCp100 [Oryza sa 39.44549 34.93242 36.99096 69.92207 16 5.301788 5.126494 5.209101 6.127676 0.4337792 0.971494 0.4885754 14739 1.3700675 down 5.214141 5.668388 0.123952 0.649531 -0.454247 0.919863
1618538_aVvi.3685 Transcr ibed locus 9.883134 9.851917 8.937469 8.957975 16 3.304969 3.300405 3.159866 3.163173 3.98E-04 50.09496 0.01871624 348 1.1027969 up 3.302687 3.16152 0.003227 0.002338 0.1411672 1.044652
1618539_aVvi.14577 Transcr ibed locus 143.3794 150.1231 158.1082 150.7701 16 7.163694 7.230002 7.304769 7.236207 0.2625538 1.544118 0.3177517 13717 1.0523684 down 7.196848 7.270488 0.046887 0.048481 -0.07364 0.989871
1618540_at 8.722605 8.830388 8.140324 8.111565 16 3.124759 3.142477 3.025086 3.01998 0.0068179 12.04882 0.03073394 3679 1.08004 up 3.133618 3.022533 0.012529 0.00361 0.1110847 1.036752
1618541_aVvi.12137 Transcr ibed locus 69.78193 72.94296 66.20265 69.8014 16 6.124782 6.188696 6.048817 6.125184 0.2963233 1.400592 0.35198975 13975 1.0495263 up 6.156739 6.087001 0.045195 0.054 0.069738 1.011457
1618542_aVvi.15123 Transcr ibed locus 2.673305 2.687343 2.602069 2.613859 16 1.418624 1.426181 1.379659 1.386181 0.0156057 7.910937 0.03962623 6535 1.0277451 up 1.422403 1.38292 0.005343 0.004612 0.0394826 1.02855
1618543_aVvi.1805 Transcr ibed locus, moderately similar to NP_910453.1 hypothetical protein [Oryza sativa (japo 1873.583 1695.153 1574.014 1652.51 16 10.87158 10.7272 10.62023 10.69044 0.2145854 1.794504 0.26721773 13331 1.1050054 up 10.79939 10.65534 0.102095 0.049646 0.144054 1.013519
1618544_aVvi.15393 Transcr ibed locus 316.8727 296.4014 370.7004 373.5502 16 8.307759 8.211409 8.53411 8.545158 0.028697 5.775302 0.05557955 8571 1.2142372 down 8.259584 8.539635 0.06813 0.007812 -0.280051 0.967206
1618545_aVvi.14889 Transcr ibed locus 1302.636 1278.204 1296.373 1211.857 16 10.34722 10.3199 10.34027 10.243 0.49383 0.830014 0.54537123 15032 1.0294876 up 10.33356 10.29164 0.019315 0.068774 0.041926 1.004074
1618546_aVvi.14663 Transcr ibed locus 3.732014 3.750247 3.615088 3.63454 16 1.899954 1.906986 1.854031 1.861773 0.0129138 8.714347 0.03683402 5819 1.0320898 up 1.90347 1.857902 0.004972 0.005474 0.0455684 1.024527
1618547_aVvi.15468 Transcr ibed locus 3.348327 3.363789 3.247162 3.263791 16 1.74344 1.750087 1.699179 1.706549 0.0125366 8.847012 0.03649785 5699 1.0308968 up 1.746764 1.702864 0.0047 0.005211 0.0438999 1.02578
1618548_aVvi.8984 Transcr ibed locus, weakly similar to NP_056175.2 KIAA0052 [Homo sapiens] 229.6512 221.8875 365.7397 356.8617 16 7.8433 7.793684 8.514673 8.479221 0.0020136 22.25155 0.02553182 1305 1.6004254 down 7.818492 8.496947 0.035084 0.025068 -0.678455 0.920153
1618549_at 1296.198 1276.186 1630.138 1577.127 16 10.34007 10.31762 10.67078 10.62308 0.0067961 12.06838 0.03073394 3667 1.2466736 down 10.32885 10.64693 0.015873 0.033726 -0.318084 0.970124
1618550_aVvi.15194 Transcr ibed locus 4.537617 4.563482 4.380153 4.401257 16 2.181935 2.190135 2.130981 2.137916 0.0106615 9.607212 0.03473971 5093 1.0364039 up 2.186035 2.134449 0.005798 0.004903 0.0515865 1.024169
1618551_aVvi.1650 Cultivar Shiraz flavonol synthase 7452.596 7512.495 4.800393 4.880861 16 12.86353 12.87508 2.263153 2.287136 1.58E-06 795.9888 0.00524053 4 1545.8217 up 12.8693 2.275144 0.008166 0.016959 10.594158 5.656478
1618552_at 8.039615 8.199057 7.420958 7.270533 16 3.007126 3.035458 2.891605 2.862061 0.0194879 7.058252 0.04449292 7269 1.1053163 up 3.021292 2.876833 0.020034 0.020891 0.1444592 1.050215
1618553_aVvi.7510 Transcr ibed locus, weakly similar to NP_850199.1 protein kinase family protein [Arabidopsis t 338.2833 340.2463 325.763 323.9277 16 8.402088 8.410436 8.347679 8.339528 0.0085567 10.74105 0.03216887 4415 1.0443884 up 8.406261 8.343603 0.005903 0.005764 0.062658 1.00751
1618554_aVvi.10164 Transcr ibed locus, weakly similar to NP_566544.1 phosphotransfer family protein [Arabidopsi 8.876524 9.540427 7.626557 7.675605 16 3.149995 3.254054 2.931032 2.94028 0.0363701 5.099446 0.06542604 9228 1.2027762 up 3.202024 2.935656 0.073581 0.00654 0.2663682 1.090735
1618555_at 5.018751 5.032603 4.797386 4.815419 16 2.327328 2.331305 2.262249 2.267661 0.0027114 19.16556 0.02697927 1667 1.0456221 up 2.329317 2.264955 0.002812 0.003827 0.0643616 1.028416
1618556_at 7.058893 7.132107 6.583422 8.650854 9 2.819442 2.834328 2.718838 3.112843 0.6960358 0.45122 0.7316904 15792 1.0635995 down 2.826885 2.91584 0.010526 0.278604 -0.0889549 0.969493
1618557_aVvi.9337 Transcr ibed locus, weakly similar to NP_177357.1 proton-dependent oligopeptide transport (P 8545.28 8862.51 7129.114 7355.984 16 13.06091 13.1135 12.79951 12.8447 0.0166774 7.646274 0.04103233 6745 1.2017198 up 13.08721 12.82211 0.037186 0.031958 0.265101 1.020675
1618558_aVvi.10994 Transcr ibed locus, moderately similar to NP_190747.1 cytochrome c biogenesis protein Ccm 545.6035 581.5478 824.3291 915.839 16 9.091709 9.183754 9.687077 9.83895 0.0195758 7.0419 0.04457521 7290 1.5425127 down 9.137732 9.763014 0.065086 0.107391 -0.625282 0.935954
1618559_aVvi.4622 Transcr ibed locus, moderately similar to NP_175113.1 FF domain-containing protein / WW d 333.8218 379.7908 530.4739 522.8732 16 8.382935 8.569061 9.051138 9.030317 0.026412 6.030614 0.05286215 8294 1.4791104 down 8.475998 9.040728 0.131611 0.014722 -0.56473 0.937535
1618560_aVvi.4838 Transcr ibed locus, moderately similar to XP_464900.1 ubiquitin-conjugating enzyme OsUBC     5.024 5.085697 4.85608 4.875895 16 2.328836 2.346446 2.279792 2.285667 0.0274019 5.916143 0.05392682 8435 1.0387952 up 2.337641 2.28273 0.012452 0.004154 0.0549114 1.024055
1618561_at 800.2125 656.3663 728.5328 825.8361 16 9.644239 9.358357 9.50885 9.689712 0.6209521 0.579282 0.6630891 15546 1.0702757 down 9.501299 9.599281 0.202149 0.127888 -0.097982 0.989793
1618562_aVvi.7672 Transcr ibed locus, moderately similar to XP_507202.1 PREDICTED P0488B06.44 gene prod 3100.505 3196.374 4113.752 3885.767 16 11.59829 11.64222 12.00624 11.92398 0.0177944 7.396068 0.04237984 6969 1.2700253 down 11.62025 11.96511 0.031067 0.058164 -0.3448575 0.971178
1618563_aVvi.2589 Transcr ibed locus, weakly similar to NP_565170.1 methyltransferase-related [Arabidopsis tha 783.6466 721.5106 15.53488 15.38806 16 9.614059 9.494877 3.957439 3.94374 1.15E-04 93.42339 0.01656679 113 48.633514 up 9.554468 3.950589 0.084275 0.009687 5.6038786 2.418492
1618564_at 5.659726 5.564898 5.366159 5.328216 16 2.500732 2.476355 2.42389 2.413652 0.0340742 5.277918 0.0625151 9048 1.0495511 up 2.488544 2.418771 0.017237 0.007239 0.0697725 1.028846
1618565_aVvi.3411 Transcr ibed locus, moderately similar to NP_680465.2 succi nate dehydrogenase, iron-sulphu     6.158459 6.22909 5.819884 5.905549 16 2.622569 2.639021 2.54099 2.562071 0.0272935 5.928377 0.05383996 8415 1.0564795 up 2.630796 2.551531 0.011633 0.014906 0.0792647 1.031066
1618566_aVvi.6098 Transcr ibed locus, moderately similar to NP_568985.1 expressed protein [Arabidopsis thalian 839.5838 831.5715 808.1059 863.3955 16 9.713531 9.699697 9.658401 9.753878 0.9930431 0.009836 0.9940096 16584 1.0003293 up 9.706614 9.706139 0.009782 0.067513 0.000475 1.000049
1618567_at 402.0802 376.3035 318.7295 353.213 16 8.65134 8.555753 8.316189 8.464395 0.1367585 2.418441 0.18335341 12382 1.1593008 up 8.603546 8.390291 0.06759 0.104797 0.213255 1.025417
1618568_s_at 7729.087 7287.471 7468.298 8645.685 9 12.91608 12.8312 12.86656 13.07776 0.4779205 0.865676 0.53005785 14968 1.0706762 down 12.87364 12.97216 0.06002 0.149341 -0.098522 0.992405
1618569_aVvi.15657 Transcr ibed locus 11.28784 11.45738 9.84544 9.721764 16 3.496697 3.518205 3.299455 3.281218 0.0041907 15.39881 0.0288901 2403 1.1624063 up 3.507451 3.290337 0.015208 0.012896 0.2171144 1.065985
1618570_aVvi.12608 Transcr ibed locus, moderately similar to NP_197164.2 expressed protein [Arabidopsis thalian 68.89794 72.42696 69.22067 93.07082 16 6.106389 6.178455 6.113131 6.540257 0.4844832 0.850821 0.53629744 14997 1.1362433 down 6.142422 6.326694 0.050958 0.302023 -0.1842718 0.970874
1618571_aVvi.8946 Transcr ibed locus, moderately similar to NP_564743.1 expressed protein (CW7) [Arabidopsis 1200.282 1133.79 1155.674 1125.241 16 10.22916 10.14694 10.17452 10.13602 0.5452411 0.722115 0.59334636 15255 1.0229806 up 10.18805 10.15527 0.058138 0.027223 0.032778 1.003228
1618572_aVvi.8535 Transcr ibed locus, moderately similar to XP_331943.1 hypothetical protein [Neurospora crass 3.767065 3.780256 3.633339 3.670209 16 1.913441 1.918484 1.861296 1.875862 0.0254511 6.147967 0.05173555 8165 1.0333889 up 1.915963 1.868579 0.003566 0.0103 0.0473834 1.025358
1618573_aVvi.4512 Transcr ibed locus 15.66452 17.8318 7.495198 8.741716 16 3.969429 4.156381 2.905967 3.127917 0.0187053 7.208705 0.04348164 7141 2.0647445 up 4.062905 3.016942 0.132195 0.156942 1.0459635 1.346697
1618574_at 7.066454 7.125035 6.666933 6.554839 16 2.820987 2.832897 2.737023 2.71256 0.017278 7.508763 0.04172955 6873 1.073372 up 2.826942 2.724792 0.008422 0.017298 0.1021502 1.037489
1618575_aVvi.12862 Transcr ibed locus, weakly similar to NP_187876.2 aspartyl protease family protein [Arabidops  2984.745 3076.079 2567.002 2452.67 16 11.54339 11.58688 11.32587 11.26014 0.020332 6.905692 0.04538358 7436 1.2075902 up 11.56513 11.293 0.030749 0.046479 0.272131 1.024097
1618576_aVvi.7185 GO:001682Putative pectate lyase 4.620505 4.974566 97.29764 95.62286 16 2.208051 2.314571 6.604332 6.579284 1.60E-04 79.14954 0.0168302 153 20.119154 down 2.261311 6.591808 0.075321 0.017712 -4.3304977 0.343049
1618577_aVvi.4628 Transcr ibed locus, weakly similar to XP_479238.1 putative transmembrane protein [Oryza sati 2135.816 2080.811 2741.986 2707.83 16 11.06057 11.02293 11.42101 11.40292 0.0031659 17.73047 0.02773125 1890 1.2925433 down 11.04175 11.41196 0.026617 0.012787 -0.370212 0.967559
1618578_at 35.65846 36.31734 31.25744 30.22004 16 5.156172 5.182587 4.966128 4.917434 0.0144896 8.216989 0.03843299 6258 1.170884 up 5.169379 4.941781 0.018678 0.034432 0.227598 1.046056
1618579_aVvi.1245 Transcr ibed locus, weakly similar to NP_564765.1 expressed protein [Arabidopsis thaliana] 684.2482 632.3029 1043.76 1016.322 16 9.418376 9.304472 10.02758 9.989142 0.008522 10.76314 0.03210404 4406 1.5658375 down 9.361424 10.00836 0.080542 0.027176 -0.6469345 0.935361
1618580_aVvi.15166 Transcr ibed locus 4.479545 4.501028 4.329071 4.327633 16 2.163352 2.170255 2.114058 2.113578 0.004236 15.31573 0.02895284 2428 1.0374094 up 2.166803 2.113818 0.004881 3.39E-04 0.0529854 1.025066
1618581_aVvi.2837 Transcr ibed locus 6.729989 6.804102 6.211611 6.232614 16 2.750604 2.766405 2.634968 2.639837 0.0046278 14.64877 0.02926091 2621 1.0875652 up 2.758504 2.637403 0.011173 0.003443 0.1211019 1.045917
1618582_aVvi.11460 Transcr ibed locus, weakly similar to NP_190817.1 heat shock protein-related [Arabidopsis tha 5.291303 5.287071 5.060782 5.083887 16 2.403623 2.402469 2.339361 2.345932 0.0030368 18.10498 0.02766159 1821 1.0427547 up 2.403046 2.342646 8.16E-04 0.004647 0.0603999 1.025783
1618583_sVvi.13089 Transcr ibed locus, weakly similar to NP_564939.1 expressed protein [Arabidopsis thaliana] 1776.852 1654.463 1688.848 1961.824 16 10.79511 10.69215 10.72182 10.93798 0.5459594 0.720678 0.5938556 15262 1.0616249 down 10.74363 10.8299 0.072804 0.152845 -0.086274 0.992034
1618584_at 6.918783 6.981451 6.61014 6.458094 16 2.790518 2.803527 2.724681 2.691109 0.0384589 4.950916 0.06801184 9387 1.0637269 up 2.797023 2.707895 0.009198 0.023739 0.0891278 1.032914
1618585_aVvi.15179 Transcr ibed locus 6.126105 5.979293 5.838824 5.848986 16 2.61497 2.579975 2.545678 2.548187 0.1023199 2.881012 0.14462069 11745 1.0356529 up 2.597473 2.546932 0.024745 0.001774 0.0505405 1.019844
1618586_aVvi.828 Transcr ibed locus, moderately similar to NP_193961.1 phospholipase/carboxylesterase family 703.8507 718.8889 716.1876 718.1693 16 9.459126 9.489625 9.484194 9.48818 0.5227616 0.768021 0.57239294 15161 1.0082213 down 9.474375 9.486187 0.021566 0.002819 -0.011812 0.998755
1618587_aVvi.1519 Transcr ibed locus, weakly similar to NP_199053.1 calmodulin-related protein, putative [Arabid 134.7936 191.794 53.9482 54.75628 16 7.074608 7.583413 5.753503 5.774952 0.0254719 6.145361 0.05174794 8170 2.9583302 up 7.329011 5.764228 0.359779 0.015167 1.564783 1.271464
1618588_at 8.341297 8.395296 7.591009 7.378769 16 3.060272 3.069581 2.924292 2.88338 0.0165399 7.678797 0.04085641 6720 1.1181321 up 3.064926 2.903836 0.006583 0.028929 0.1610906 1.055475
1618589_s_at 154.941 222.5678 102.6552 60.18693 16 7.275575 7.798101 6.681664 5.911378 0.1166633 2.665079 0.16120219 12014 2.3625042 up 7.536838 6.296521 0.369482 0.544674 1.2403169 1.196984
1618590_aVvi.10493 Transcr ibed locus, moderately similar to NP_190799.1 ABC transporter family protein [Arabid  6.278555 6.360598 8.935744 6.221417 16 2.650433 2.669162 3.159588 2.637243 0.4575963 0.913056 0.51086104 14870 1.179862 down 2.659797 2.898416 0.013244 0.369353 -0.2386182 0.917673
1618591_aVvi.15268 Transcr ibed locus 6.097706 6.121686 5.934401 5.948611 16 2.608267 2.613929 2.569102 2.572553 0.0067103 12.14605 0.03067327 3629 1.0283065 up 2.611098 2.570828 0.004004 0.00244 0.0402703 1.015664
1618592_aVvi.14699 Transcr ibed locus 7.270894 6.651403 6.41621 6.206691 16 2.862133 2.733659 2.681721 2.633824 0.1776566 2.043914 0.22779211 12947 1.1019988 up 2.797896 2.657773 0.090845 0.033868 0.1401227 1.052722
1618593_x_at 6.893067 6.993839 6.42712 6.394314 16 2.785146 2.806085 2.684172 2.67679 0.0091687 10.37153 0.03293699 4620 1.0830758 up 2.795615 2.680481 0.014806 0.00522 0.1151342 1.042953
1618594_aVvi.15274 Transcr ibed locus 85.61726 95.76601 122.7637 113.0323 16 6.419829 6.581442 6.93974 6.820591 0.0633901 3.780437 0.09897511 10632 1.300918 down 6.500636 6.880166 0.114277 0.084251 -0.37953 0.944837
1618595_aVvi.6749 Transcr ibed locus, weakly similar to XP_470312.1 putative hydroxysteroiddehydrogenase [Ory    206.1337 209.6414 240.0776 185.5071 16 7.687437 7.71178 7.907357 7.535331 0.9178279 0.116603 0.93032414 16378 1.0151805 down 7.699608 7.721344 0.017213 0.263062 -0.021736 0.997185
1618596_aVvi.1861 Transcr ibed locus, weakly similar to NP_177592.1 ABA-responsive protein (HVA22a) [Arabid 23.36559 26.9188 13.2619 17.56158 16 4.546313 4.750542 3.729216 4.134351 0.0872817 3.15911 0.12706508 11403 1.6433557 up 4.648428 3.931783 0.144412 0.286474 0.7166448 1.18227
1618597_aVvi.14682 Transcr ibed locus 141.4832 174.4408 80.56572 74.63674 16 7.144487 7.446594 6.332094 6.221814 0.0240279 6.334378 0.04999444 7978 2.0259326 up 7.29554 6.276954 0.213622 0.07798 1.0185863 1.162274
1618598_aVvi.15011 Transcr ibed locus 3.608789 3.627905 3.503866 3.534157 16 1.851515 1.859137 1.808948 1.821366 0.0313553 5.51366 0.05899738 8822 1.0282342 up 1.855326 1.815157 0.005389 0.008781 0.040169 1.02213
1618599_aVvi.9460 Transcr ibed locus, weakly similar to NP_194240.1 superoxide dismutase [Fe], chloroplast (SO 16.84545 17.07939 17.90344 16.66399 16 4.074287 4.094184 4.162165 4.058662 0.6685998 0.496741 0.7066972 15706 1.0183108 down 4.084236 4.110414 0.01407 0.073188 -0.0261779 0.993631
1618600_sVvi.7292 Transcr ibed locus, moderately similar to NP_568286.1 expressed protein [Arabidopsis thalian 1624.067 1528.684 1426.248 1349.716 16 10.6654 10.57807 10.47801 10.39844 0.0898602 3.106753 0.13003223 11472 1.1356434 up 10.62174 10.43823 0.061745 0.056264 0.18351 1.017581
1618601_s_at 2240.108 1816.839 1235.789 1526.183 16 11.12935 10.82722 10.27122 10.57571 0.1225636 2.586827 0.1677356 12130 1.4689854 up 10.97828 10.42346 0.213643 0.215311 0.55482 1.053228
1618602_aVvi.1367 Transcr ibed locus, weakly similar to NP_850982.1 DNA repair protein RAD23, putative [Arab 981.1239 978.2078 1119.33 1170.358 16 9.938292 9.933997 10.12842 10.19273 0.0200043 6.963778 0.04502401 7375 1.1683179 down 9.936144 10.16058 0.003037 0.045477 -0.224433 0.977911
1618603_aVvi.14366 Transcr ibed locus 4.793572 4.825455 4.62102 4.628923 16 2.261101 2.270665 2.208211 2.210676 0.0075689 11.42898 0.03134419 4008 1.0398958 up 2.265883 2.209444 0.006763 0.001743 0.056439 1.025544
1618604_aVvi.8716 Transcr ibed locus, moderately similar to NP_174530.1 expressed protein [Arabidopsis thalian 4.610123 4.632137 4.419677 4.42964 16 2.204805 2.211678 2.143941 2.147189 0.0036575 16.48965 0.02821112 2151 1.0444015 up 2.208242 2.145565 0.00486 0.002297 0.0626765 1.029212
1618605_aVvi.4052 Transcr ibed locus, moderately similar to NP_188659.1 mitochondrial substrate carrier family  54.39393 69.59474 276.0084 260.6478 16 5.765374 6.120906 8.108568 8.025958 0.0073013 11.63891 0.03107765 3898 4.359379 down 5.94314 8.067263 0.2514 0.058414 -2.124123 0.736698
1618606_aVvi.12646 Transcr ibed locus, weakly similar to XP_479165.1 putative 3-oxoacyl-[acyl-carrier-protein] syn 896.0421 829.7315 1431.595 1458.076 16 9.807423 9.696501 10.48341 10.50985 0.0058111 13.06089 0.03002726 3211 1.6755886 down 9.751962 10.49663 0.078434 0.018698 -0.744668 0.929056
1618607_sVvi.5561 Transcr ibed locus, moderately similar to NP_564703.1 metal transporter, putative (ZIP11) [Ar 5212.863 5786.102 6849.293 6761.843 16 12.34786 12.49838 12.74174 12.7232 0.055157 4.079736 0.08893906 10295 1.2391502 down 12.42312 12.73247 0.106431 0.013109 -0.309351 0.975704
1618608_at 9.260009 9.007694 8.540898 8.655287 16 3.211013 3.171158 3.094388 3.113581 0.0588494 3.937982 0.09345867 10453 1.0622336 up 3.191086 3.103985 0.028182 0.013572 0.087101 1.028061
1618609_sVvi.7074 Transcr ibed locus, moderately similar to NP_563971.1 methyl-CpG-binding domain-containin 373.4579 398.3026 190.2055 173.8489 16 8.544802 8.637721 7.571415 7.44169 0.0053667 13.5954 0.02956287 3012 2.1209464 up 8.591261 7.506553 0.065704 0.091729 1.0847083 1.144502
1618610_aVvi.4920 Transcr ibed locus 60.77608 59.15356 63.4623 53.40493 16 5.925432 5.886393 5.987828 5.738901 0.7677249 0.337723 0.79695916 15992 1.0299313 up 5.905912 5.863364 0.027605 0.176018 0.0425484 1.007257
1618611_aVvi.5482 Transcr ibed locus, weakly similar to XP_473584.1 OSJNBa0019K04.18 [Oryza sativa (japonic 3.86548 3.890171 3.741495 3.754958 16 1.950647 1.959834 1.903615 1.908797 0.0113694 9.298293 0.03532254 5342 1.0345724 up 1.955241 1.906206 0.006496 0.003664 0.0490346 1.025724
1618612_aVvi.11065 Transcr ibed locus 4.776596 4.796018 4.631077 4.651531 16 2.255983 2.261837 2.211348 2.217706 0.0093466 10.271 0.03324924 4665 1.0312421 up 2.25891 2.214527 0.004139 0.004496 0.044383 1.020042
1618613_aVvi.3064 Transcr ibed locus, weakly similar to NP_564391.1 WWE domain-containing protein / ceo prot 1755.232 1732.749 1677.071 1650.263 16 10.77745 10.75885 10.71173 10.68848 0.0446791 4.570914 0.07598466 9761 1.0482936 up 10.76815 10.7001 0.013151 0.016439 0.0680425 1.006359
1618614_aVvi.13209 Transcr ibed locus, weakly similar to NP_200019.1 BAG domain-containing protein [Arabidops 1407.212 1406.992 416.9685 383.9374 16 10.45862 10.4584 8.703795 8.584727 0.0010751 30.47434 0.02259248 789 3.51677 up 10.45851 8.64426 1.59E-04 0.084193 1.814251 1.209879
1618615_s_at 4.253064 4.281944 4.099762 4.117125 16 2.088503 2.098266 2.03554 2.041637 0.0108526 9.52085 0.03490222 5161 1.038712 up 2.093384 2.038589 0.006904 0.004311 0.0547958 1.026879
1618616_aVvi.11210 Transcr ibed locus, moderately similar to NP_193103.2 peptidoglycan-binding domain-contain 96.40614 94.20646 111.9918 106.4383 16 6.591053 6.557754 6.807249 6.733873 0.0396905 4.868785 0.06958936 9468 1.1456429 down 6.574404 6.770561 0.023546 0.051884 -0.196157 0.971028
1618617_aVvi.1468 Transcr ibed locus, moderately similar to NP_566030.1 thylakoid lumenal 15 kDa protein, chlor 215.6753 235.0844 180.8243 162.9093 16 7.752717 7.877035 7.498444 7.347925 0.0568566 4.01282 0.09103423 10368 1.3119304 up 7.814876 7.423184 0.087906 0.106433 0.3916912 1.052766
1618618_aVvi.15140 Transcr ibed locus 157.5835 144.7902 234.9849 199.9745 16 7.299972 7.17782 7.876424 7.643672 0.0581113 3.965263 0.09258774 10419 1.4351003 down 7.238896 7.760048 0.086374 0.164581 -0.5211516 0.932842
1618619_aVvi.7394 Transcr ibed locus, strongly similar to NP_200412.1 heat shock protein, putative [Arabidopsis 1476.187 1547.486 1841.998 1826.079 16 10.52766 10.59571 10.84706 10.83453 0.0150194 8.067473 0.03892679 6404 1.2134452 down 10.56169 10.8408 0.04812 0.008854 -0.279109 0.974254
1618620_aVvi.11302 Transcr ibed locus, moderately similar to NP_191155.1 NLI interacting factor (NIF) family pro  609.6695 610.4551 367.0847 304.1293 16 9.251884 9.253741 8.519969 8.248541 0.0235566 6.399758 0.04932359 7928 1.8258369 up 9.252812 8.384254 0.001314 0.191929 0.868558 1.103594
1618621_sVvi.12860 Transcr ibed locus 345.9328 406.7677 591.7059 562.9268 16 8.434348 8.668061 9.208736 9.136804 0.0365835 5.083703 0.065696 9244 1.5385431 down 8.551205 9.17277 0.16526 0.050864 -0.621565 0.932238
1618622_aVvi.15278 Transcr ibed locus 21.62485 20.18149 19.61349 15.96882 16 4.434618 4.334961 4.293775 3.997186 0.2657191 1.529699 0.32090408 13746 1.1804274 up 4.38479 4.14548 0.070468 0.20972 0.2393095 1.057728
1618623_aVvi.15491 Transcr ibed locus 407.0132 371.8498 403.2868 369.2797 16 8.668932 8.538576 8.655663 8.52857 0.9099664 0.127846 0.9238785 16351 1.0080992 up 8.603754 8.592116 0.092175 0.089868 0.011638 1.001354
1618624_aVvi.15047 Transcr ibed locus 4.929638 5.241974 4.737633 4.728535 16 2.301482 2.39011 2.244166 2.241393 0.1457831 2.323535 0.19314432 12530 1.0740167 up 2.345796 2.24278 0.06267 0.001961 0.1030163 1.045932
1618625_aVvi.7398 Transcr ibed locus, moderately similar to NP_190397.1 senescence-associated protein, putati  3471.449 3317.496 3999.759 3967.32 16 11.76132 11.69588 11.9657 11.95395 0.0200527 6.95511 0.04508609 7383 1.1738305 down 11.7286 11.95982 0.046276 0.008307 -0.231224 0.980667
1618626_aVvi.3755 Transcr ibed locus 360.1846 368.8208 641.2717 603.8801 16 8.492593 8.526776 9.324792 9.238118 0.0036238 16.56674 0.02818367 2131 1.7073637 down 8.509685 9.281455 0.024171 0.061288 -0.77177 0.916848
1618627_aVvi.4581 Transcr ibed locus, weakly similar to NP_180416.1 cupin family protein [Arabidopsis thaliana] 3.416001 3.446404 3.320941 3.325173 16 1.772308 1.785092 1.731592 1.733429 0.0189895 7.153014 0.04384131 7190 1.032534 up 1.7787 1.732511 0.009039 0.001299 0.0461893 1.02666
1618628_aVvi.8153 Transcr ibed locus, moderately similar to NP_974061.1 expressed protein [Arabidopsis thalian 1796.792 1547.255 1756.827 1839.448 16 10.81121 10.5955 10.77876 10.84506 0.4375308 0.962064 0.49216655 14758 1.0781476 down 10.70335 10.81191 0.152532 0.046882 -0.108555 0.98996
1618629_aVvi.14955 Transcr ibed locus 42.47006 44.75232 65.5914 53.20307 16 5.408374 5.483891 6.035435 5.733438 0.1063632 2.815996 0.14939438 11819 1.35501 down 5.446133 5.884436 0.053398 0.213544 -0.4383033 0.925515
1618630_aVvi.6731 Transcr ibed locus, moderately similar to NP_171828.1 expressed protein [Arabidopsis thalian 7.16927 7.1641 6.951403 7.055361 16 2.841826 2.840786 2.797304 2.81872 0.0899169 3.105627 0.13006885 11476 1.0233458 up 2.841306 2.808012 7.36E-04 0.015143 0.0332937 1.011857
1618631_aVvi.3853 Transcr ibed locus 665.131 644.4294 611.3713 646.6766 16 9.377495 9.331879 9.255905 9.336901 0.3365504 1.253987 0.39281565 14223 1.0412264 up 9.354687 9.296403 0.032255 0.057273 0.058284 1.00627
1618632_at 18.4343 18.76977 14.86216 13.35029 16 4.20432 4.230339 3.893572 3.738799 0.0362026 5.111901 0.06521656 9215 1.3205551 up 4.21733 3.816186 0.018398 0.109441 0.4011445 1.105117
1618633_at 5.293672 5.329609 5.066824 5.119951 16 2.404269 2.41403 2.341082 2.35613 0.0212467 6.750669 0.04640276 7600 1.0428582 up 2.409149 2.348606 0.006902 0.010641 0.0605432 1.025778
1618634_aVvi.6359 Transcr ibed locus, weakly similar to NP_200204.1 expressed protein [Arabidopsis thaliana] 333.9525 312.5904 265.5469 272.1843 16 8.383499 8.28813 8.052823 8.08844 0.0349256 5.209723 0.06358529 9118 1.2017889 up 8.335814 8.070631 0.067436 0.025185 0.265183 1.032858
1618635_aVvi.3805 Transcr ibed locus 4.869915 4.921069 4.690741 4.717465 16 2.283896 2.298972 2.229816 2.238012 0.0215321 6.704307 0.04679982 7637 1.0406754 up 2.291434 2.233914 0.01066 0.005796 0.05752 1.025749
1618636_aVvi.1410 Transcr ibed locus, strongly similar to NP_195506.1 glycine hydroxymethyltransferase / serine 47.34396 36.69169 9.389064 7.219066 16 5.565108 5.197382 3.230981 2.851812 0.0125012 8.859752 0.03648191 5688 5.0624933 up 5.381245 3.041397 0.260022 0.268113 2.3398481 1.769333
1618637_aVvi.15685 Transcr ibed locus 7.498671 7.982064 52.63317 50.18335 16 2.906635 2.996762 5.7179 5.649137 4.30E-04 48.19581 0.01871624 375 6.642932 down 2.951698 5.683518 0.063729 0.048623 -2.7318201 0.519343
1618638_at 96.49903 94.16142 120.5457 105.8178 16 6.592443 6.557064 6.913436 6.725438 0.1248308 2.55815 0.17024896 12172 1.184833 down 6.574753 6.819437 0.025016 0.132934 -0.2446837 0.96412
1618639_aVvi.3983 Transcr ibed locus, moderately similar to NP_186983.2 short-chain dehydrogenase/reductase 195.6769 190.8387 181.4017 179.0804 16 7.61233 7.57621 7.503045 7.484463 0.0384842 4.949193 0.06803477 9390 1.0721568 up 7.59427 7.493754 0.025541 0.013139 0.1005158 1.013413
1618640_aVvi.7404 Transcr ibed locus, weakly similar to NP_922033.1 hypothetical protein [Oryza sativa (japonica 589.3828 680.8094 537.9919 443.2213 16 9.203061 9.411107 9.071441 8.791883 0.1639918 2.154652 0.21326901 12765 1.2972194 up 9.307084 8.931662 0.147111 0.197677 0.375422 1.042033
1618641_aVvi.15548 Transcr ibed locus 3.826441 3.844425 3.692727 3.709424 16 1.936003 1.942768 1.884687 1.891195 0.0082218 10.96037 0.03170272 4304 1.036302 up 1.939385 1.887941 0.004783 0.004602 0.0514445 1.027249
1618642_aVvi.7950 Transcr ibed locus, weakly similar to NP_199954.1 LUC7 N_terminus domain-containing prot 195.8089 188.8186 167.5877 196.4168 16 7.613302 7.560857 7.388773 7.617775 0.5495865 0.713448 0.59712493 15279 1.0598096 up 7.587079 7.503274 0.037084 0.161929 0.083805 1.011169
1618643_aVvi.5585 Transcr ibed locus, weakly similar to NP_195981.1 GDSL-motif lipase/hydrolase family protein 4.031776 4.04558 3.873849 3.888555 16 2.011416 2.016347 1.953768 1.959234 0.0040899 15.58862 0.0286663 2366 1.0405747 up 2.013881 1.956501 0.003487 0.003865 0.0573804 1.029328
1618644_aVvi.15038 Transcr ibed locus 4.30579 4.32622 4.174831 4.15528 16 2.106278 2.113107 2.061718 2.054946 0.0086527 10.68048 0.03227166 4450 1.0362418 up 2.109692 2.058332 0.004829 0.004789 0.0513606 1.024953
1618645_at 931.8812 920.8004 895.4961 878.7374 16 9.864002 9.846745 9.806543 9.779288 0.0606855 3.872214 0.09564307 10532 1.0442435 up 9.855373 9.792915 0.012203 0.019272 0.062458 1.006378
1618646_aVvi.6863 Transcr ibed locus, weakly similar to NP_566963.1 expressed protein [Arabidopsis thaliana] 582.4754 550.7247 557.6734 542.8076 16 9.186053 9.105187 9.123277 9.084297 0.4497214 0.932011 0.50338966 14831 1.0294216 up 9.14562 9.103786 0.057181 0.027563 0.041834 1.004595
1618647_x_at 553.7861 612.7948 576.9968 532.0845 16 9.113185 9.25926 9.17242 9.055511 0.5206646 0.7724 0.57041526 15153 1.0513595 up 9.186222 9.113966 0.103291 0.082666 0.072256 1.007928
1618648_aVvi.475 Transcr ibed locus, moderately similar to NP_565274.1 ankyrin repeat family protein [Arabidop 379.1622 393.2926 570.4868 512.4287 16 8.566671 8.619459 9.15605 9.001207 0.0272243 5.936231 0.05376841 8405 1.4001324 down 8.593065 9.078629 0.037327 0.10949 -0.485564 0.946516
1618649_aVvi.8090 Transcr ibed locus, strongly similar to NP_051109.1 NADH dehydrogenase subunit 4 [Arabid 3.820772 3.833874 4.016839 3.702468 16 1.933864 1.938803 2.006061 1.888487 0.8696421 0.18594 0.8879335 16259 1.0076121 down 1.936334 1.947274 0.003492 0.083137 -0.0109405 0.994382
1618650_aVvi.4843 Transcr ibed locus, weakly similar to NP_175151.1 F-box family protein [Arabidopsis thaliana] 667.7103 822.2208 340.938 361.4392 16 9.383079 9.683382 8.413365 8.497609 0.0203023 6.910911 0.04534011 7433 2.110731 up 9.53323 8.455487 0.212347 0.059569 1.077743 1.127461
1618651_aVvi.15544 Transcr ibed locus 23.93853 24.53621 20.47822 22.1118 16 4.581263 4.61684 4.356019 4.466744 0.0840791 3.227306 0.1231696 11332 1.1389227 up 4.599052 4.411382 0.025157 0.078295 0.1876698 1.042542
1618652_aVvi.10112 Transcr ibed locus, moderately similar to NP_564024.1 expressed protein [Arabidopsis thalian 31.60641 21.81936 119.9195 87.21848 16 4.982145 4.447537 6.905922 6.446562 0.0308014 5.565417 0.05834835 8763 3.8944 down 4.714841 6.676242 0.378025 0.324817 -1.961401 0.706212
1618653_aVvi.9712 Transcr ibed locus, weakly similar to NP_567705.1 ubiquitin-specific protease 16, putative (UB 42.32936 31.71349 60.73871 53.98532 16 5.403587 4.987025 5.924544 5.754495 0.1033815 2.863592 0.14578615 11772 1.5628872 down 5.195306 5.83952 0.294554 0.120243 -0.6442135 0.88968
1618654_aVvi.12562 Transcr ibed locus, weakly similar to NP_187184.2 cyclin family [Arabidopsis thaliana] 20.3657 36.57191 275.0976 343.982 16 4.348069 5.192664 8.1038 8.426189 0.0163219 7.731195 0.04056537 6679 11.271659 down 4.770367 8.264995 0.597219 0.227964 -3.4946283 0.577177
1618655_aVvi.10102 Transcr ibed locus, moderately similar to NP_197746.1 expressed protein [Arabidopsis thalian 249.3273 298.7199 227.4286 255.3993 16 7.961897 8.22265 7.82927 7.996611 0.3665864 1.15762 0.42243823 14406 1.1323608 up 8.092274 7.91294 0.18438 0.118328 0.179334 1.022663
1618656_aVvi.15082 Transcr ibed locus 3.642692 3.662268 3.516189 3.524953 16 1.865005 1.872738 1.814013 1.817604 0.0063924 12.44735 0.03040023 3490 1.0374652 up 1.868871 1.815808 0.005468 0.002539 0.0530629 1.029223
1618657_aVvi.5859 Transcr ibed locus, weakly similar to NP_567126.1 glycoside hydrolase family 28 protein / poly 5.254582 5.288613 5.123128 5.066108 16 2.393576 2.40289 2.357025 2.340878 0.0339573 5.287476 0.0623696 9038 1.0347492 up 2.398233 2.348951 0.006586 0.011418 0.0492812 1.02098
1618658_aVvi.2129 Transcr ibed locus, moderately similar to NP_196585.1 annexin 7 (ANN7) [Arabidopsis thalian 4136.214 4058.099 5082.865 4642.453 16 12.0141 11.98659 12.31143 12.18067 0.066628 3.677763 0.10289837 10749 1.1856734 down 12.00034 12.24605 0.01945 0.092458 -0.245707 0.979936
1618659_aVvi.15075 Transcr ibed locus 4.186224 4.208861 4.051413 4.058642 16 2.06565 2.07343 2.018425 2.020997 0.0066933 12.16158 0.03067327 3619 1.035142 up 2.06954 2.019711 0.005502 0.001819 0.0498285 1.024671
1618660_aVvi.6058 Transcr ibed locus 13.50098 11.71131 18.5306 12.45942 16 3.754992 3.549831 4.211838 3.639165 0.4640149 0.897859 0.51684505 14904 1.2083933 down 3.652411 3.925501 0.145071 0.404941 -0.2730901 0.930432
1618661_sVvi.12388 Transcr ibed locus, weakly similar to NP_200968.1 ethylene-responsive element-binding famil 811.1737 1173.42 405.6675 470.8752 16 9.663867 10.1965 8.664154 8.879201 0.0563174 4.033731 0.09040323 10340 2.232265 up 9.930185 8.771677 0.376631 0.152061 1.158508 1.132074
1618662_aVvi.9859 Transcr ibed locus 72.61855 68.32223 61.80188 62.14734 16 6.182267 6.094283 5.949579 5.957621 0.0527337 4.18052 0.08597516 10182 1.136561 up 6.138275 5.9536 0.062214 0.005686 0.184675 1.031019
1618663_sVvi.15403 Transcr ibed locus 5044.565 4867.761 2449.263 3112.041 16 12.30051 12.24904 11.25813 11.60364 0.0402682 4.831539 0.07037184 9499 1.7948835 up 12.27478 11.43089 0.036397 0.244314 0.84389 1.073825
1618664_aVvi.2263 Transcr ibed locus 4.921592 4.952492 4.698137 4.695542 16 2.299125 2.308155 2.232089 2.231292 0.0039447 15.87459 0.02848929 2292 1.0511361 up 2.30364 2.23169 0.006385 5.64E-04 0.0719496 1.03224
1618665_aVvi.8487 Transcr ibed locus 7.71723 8.067774 7.130962 7.124167 16 2.948083 3.012171 2.834097 2.832721 0.0445568 4.577628 0.07583098 9754 1.1070482 up 2.980127 2.833409 0.045317 9.73E-04 0.1467181 1.051781
1618666_aVvi.14879 Transcr ibed locus 136.642 119.2108 37.91442 51.47274 16 7.094257 6.897371 5.244675 5.685737 0.0240031 6.337778 0.04995933 7974 2.889077 up 6.995814 5.465206 0.139219 0.311878 1.5306086 1.280064
1618667_sVvi.12889 Transcr ibed locus, moderately similar to NP_916147.1 P0435B05.20 [Oryza sativa (japonica c 3725.116 3478.618 3201.585 3639.051 16 11.86307 11.7643 11.64457 11.82935 0.5401249 0.732403 0.5884345 15238 1.0546227 up 11.81368 11.73696 0.069842 0.130657 0.076726 1.006537
1618668_aVvi.11541 Transcr ibed locus, weakly similar to XP_473670.1 OSJNBa0013K16.7 [Oryza sativa (japonica 104.9168 105.963 187.7897 238.1688 16 6.713102 6.727417 7.552974 7.895841 0.0279783 5.852275 0.05468509 8493 2.0057585 down 6.720259 7.724407 0.010122 0.242443 -1.004148 0.870003
1618669_aVvi.8223 Transcr ibed locus, moderately similar to NP_176185.1 ATP-dependent RNA helicase, putativ 93.21619 89.4538 140.9051 122.3022 16 6.542508 6.483071 7.13858 6.934307 0.0388737 4.922827 0.06853367 9416 1.4375917 down 6.51279 7.036444 0.042029 0.144443 -0.523654 0.92558
1618670_at 9.024082 9.48854 9.224241 8.573522 16 3.17378 3.246186 3.20543 3.099888 0.4649139 0.895748 0.5176381 14910 1.040534 up 3.209983 3.152659 0.051199 0.07463 0.057324 1.018183
1618671_aVvi.4793 Transcr ibed locus 3.064861 2.684405 2.488139 2.614729 16 1.615822 1.424602 1.315067 1.386662 0.2390233 1.658782 0.2931638 13535 1.1245499 up 1.520212 1.350864 0.135213 0.050625 0.1693476 1.125362
1618672_aVvi.852 Transcr ibed locus 165.5545 191.2952 195.999 176.1231 16 7.371162 7.579657 7.614702 7.460441 0.6789844 0.479355 0.71630543 15736 1.0440295 down 7.47541 7.537572 0.147428 0.109079 -0.0621625 0.991753
1618673_at 6.86291 7.152398 6.449394 6.636962 16 2.778821 2.838427 2.689164 2.730523 0.1125443 2.723088 0.15643501 11943 1.0708678 up 2.808624 2.709843 0.042148 0.029246 0.0987804 1.036452
1618674_aVvi.5113 Transcr ibed locus, moderately similar to XP_475720.1 unknown protein [Oryza sativa (japonic 233.2693 232.4602 228.0736 243.2148 16 7.865852 7.86084 7.833356 7.926087 0.7580389 0.352664 0.78867966 15956 1.0114154 down 7.863346 7.879722 0.003544 0.065571 -0.0163756 0.997922
1618675_aVvi.9675 Transcr ibed locus 6.097198 5.853571 5.894696 6.136204 16 2.608146 2.549317 2.559418 2.617347 0.8369139 0.233769 0.858795 16178 1.0067116 down 2.578732 2.588382 0.041599 0.040962 -0.0096505 0.996272
1618676_s_at 749.1795 675.8639 713.7485 737.3365 16 9.549168 9.400589 9.479272 9.526179 0.7549459 0.357458 0.78600353 15945 1.0194898 down 9.474878 9.502726 0.105061 0.033169 -0.027848 0.997069
1618677_at 3.571551 3.589567 3.468587 3.489159 16 1.836551 1.84381 1.794348 1.802879 0.0176747 7.421759 0.042227 6948 1.0292307 up 1.84018 1.798614 0.005133 0.006032 0.0415664 1.02311
1618678_at 3.381828 3.396275 3.288717 3.301132 16 1.757803 1.763953 1.717525 1.722961 0.0100466 9.901451 0.03395069 4911 1.0285667 up 1.760878 1.720243 0.004349 0.003844 0.0406353 1.023622
1618679_sVvi.2595 Transcr ibed locus, strongly similar to NP_051055.1 photosystem II 44 kDa protein [Arabidops 151.5487 197.0563 41.6014 53.87624 16 7.243638 7.622464 5.37856 5.751577 0.0196558 7.02712 0.04465172 7307 3.6502173 up 7.433051 5.565069 0.267871 0.263763 1.8679823 1.335662
1618680_aVvi.11447 Transcr ibed locus, weakly similar to NP_563902.1 thylakoid lumenal protein-related [Arabidop  216.2007 202.5758 153.2103 140.726 16 7.756228 7.662318 7.25937 7.136745 0.022068 6.619679 0.04748215 7715 1.4252506 up 7.709273 7.198057 0.066404 0.086709 0.511216 1.071021
1618681_aVvi.291 Transcr ibed locus, moderately similar to XP_506632.1 PREDICTED OJ1310_F05.15 gene p 3018.243 2941.161 3083.151 2927.113 16 11.55949 11.52217 11.59019 11.51526 0.8029835 0.284194 0.8291021 16078 1.0082792 down 11.54083 11.55273 0.026391 0.052982 -0.011895 0.99897
1618682_aVvi.6972 Transcr ibed locus, moderately similar to XP_473867.1 OSJNBa0070C17.15 [Oryza sativa (ja 1156.541 1086.271 748.8082 757.7867 16 10.1756 10.08517 9.548452 9.565648 0.0063831 12.45655 0.03039932 3485 1.487958 up 10.13038 9.557051 0.063946 0.012159 0.573333 1.059991
1618683_aVvi.15186 Transcr ibed locus 3.694926 3.710042 3.585949 3.603827 16 1.885545 1.891436 1.842355 1.84953 0.0116918 9.166933 0.03558587 5453 1.0299313 up 1.88849 1.845942 0.004165 0.005073 0.0425481 1.02305
1618684_at 9.083818 7.98539 7.369601 7.379508 8 3.183299 2.997363 2.881587 2.883525 0.1549838 2.23479 0.20341854 12648 1.1549059 up 3.090331 2.882556 0.131477 0.00137 0.2077753 1.07208
1618685_aVvi.9667 Transcr ibed locus 4.218557 4.239385 4.087812 4.105047 16 2.07675 2.083855 2.031329 2.037399 0.0101872 9.831827 0.0340889 4960 1.0323545 up 2.080302 2.034364 0.005024 0.004292 0.0459385 1.022581
1618686_aVvi.15054 Transcr ibed locus 3.148991 3.166737 3.062992 3.079133 16 1.65489 1.662997 1.614942 1.622524 0.0185244 7.244824 0.04328537 7103 1.0282637 up 1.658943 1.618733 0.005733 0.005362 0.0402103 1.024841
1618687_at 61.11692 77.3581 200.9221 163.0497 16 5.9335 6.27348 7.650493 7.349168 0.0254564 6.147296 0.05173555 8168 2.63233 down 6.10349 7.49983 0.240403 0.213069 -1.3963402 0.813817
1618688_aVvi.15614 Transcr ibed locus 4.753793 4.780259 4.592226 4.621936 16 2.249079 2.257089 2.199194 2.208497 0.0151877 8.021628 0.03917142 6436 1.0347186 up 2.253084 2.203845 0.005664 0.006579 0.0492384 1.022342
1618689_sVvi.11880 Transcr ibed locus 7.790839 8.05723 7.055115 7.269117 16 2.961779 3.010284 2.81867 2.86178 0.0461232 4.493649 0.07773189 9850 1.106349 up 2.986031 2.840225 0.034298 0.030484 0.1458066 1.051336
1618690_aVvi.8546 Transcr ibed locus, moderately similar to NP_564103.1 zinc finger (FYVE type) family protein 1033.612 1082.411 1049.384 1018.111 16 10.01348 10.08003 10.03533 9.991679 0.4913084 0.835588 0.5429476 15022 1.023316 up 10.04676 10.0135 0.047061 0.030864 0.033252 1.003321
1618691_aVvi.11332 Transcr ibed locus 5.676106 4.978806 6.725552 5.629842 16 2.504901 2.3158 2.749653 2.493094 0.3165065 1.324196 0.37232634 14112 1.1575087 down 2.410351 2.621374 0.133715 0.181414 -0.2110231 0.919499
1618692_aVvi.12954 Transcr ibed locus, weakly similar to NP_173863.2 expressed protein [Arabidopsis thaliana] 111.9753 121.6708 101.8775 111.2126 16 6.807037 6.926838 6.670692 6.797177 0.2663421 1.526887 0.3215863 13749 1.0965741 up 6.866938 6.733934 0.084712 0.089438 0.1330032 1.019751
1618693_aVvi.6802 Transcr ibed locus, strongly similar to NP_187956.1 chaperonin, putative [Arabidopsis thalian 558.5585 563.0325 682.0742 645.8321 16 9.125565 9.137074 9.413785 9.335015 0.0257799 6.107081 0.05215527 8205 1.1835176 down 9.131319 9.3744 0.008139 0.055699 -0.243081 0.97407
1618694_aVvi.8669 Transcr ibed locus 9.799125 9.855774 9.426425 9.340781 16 3.292653 3.300969 3.236711 3.223543 0.0133636 8.563499 0.03725499 5953 1.0473069 up 3.296811 3.230127 0.005881 0.009311 0.0666841 1.020644
1618695_aVvi.9605 Transcr ibed locus, moderately similar to NP_189850.1 ATPase, plasma membrane-type, puta      1297.541 1344.717 1078.168 1104.769 16 10.34156 10.39309 10.07437 10.10953 0.0125858 8.829354 0.03656673 5713 1.2103106 up 10.36733 10.09195 0.036432 0.024864 0.275377 1.027287
1618696_aVvi.3207 Transcr ibed locus, weakly similar to NP_172327.1 acyl-[acyl carrier protein] thioesterase / ac 4.054597 4.075835 3.919999 3.955814 16 2.019559 2.027096 1.970853 1.983975 0.0260967 6.068411 0.05245249 8259 1.0323366 up 2.023327 1.977414 0.00533 0.009278 0.0459135 1.023219
1618697_s_at 11180.35 10297.05 7562.039 8511.979 16 13.44868 13.32994 12.88456 13.05528 0.056321 4.033592 0.09040323 10342 1.3373635 up 13.38931 12.96992 0.083957 0.120717 0.419392 1.032336
1618698_aVvi.15450 Transcr ibed locus 3.247009 3.263703 3.161628 3.175552 16 1.699112 1.70651 1.660668 1.667007 0.0152669 8.000324 0.03925335 6455 1.0273824 up 1.702811 1.663838 0.005231 0.004483 0.0389732 1.023424
1618699_aVvi.14532 Transcr ibed locus 11.33641 10.24836 8.946254 9.993806 16 3.502891 3.357321 3.161284 3.321034 0.2224898 1.748477 0.27551097 13406 1.1399313 up 3.430106 3.241159 0.102934 0.112961 0.188947 1.058296
1618700_aVvi.3880 Transcr ibed locus, weakly similar to NP_177891.1 ribonuclease II family protein [Arabidopsis 105.5196 86.62951 73.54991 86.08839 16 6.721367 6.436786 6.200652 6.427747 0.2829074 1.455028 0.3385834 13871 1.2015339 up 6.579077 6.314199 0.201229 0.160581 0.2648776 1.04195
1618701_aVvi.8436 Transcr ibed locus 19.95491 17.37382 19.43346 15.88675 16 4.318672 4.118843 4.280471 3.989752 0.6820734 0.474221 0.7189247 15750 1.059693 up 4.218758 4.135111 0.141301 0.205569 0.0836463 1.020228
1618702_aVvi.12201 Transcr ibed locus 76.35911 75.86426 70.51269 70.26119 16 6.254728 6.245349 6.139811 6.134656 0.002243 21.07929 0.0259317 1435 1.0813282 up 6.250038 6.137234 0.006633 0.003645 0.1128043 1.01838
1618703_aVvi.14738 Transcr ibed locus 487.5928 544.7919 311.7246 219.928 16 8.929533 9.089561 8.284128 7.780888 0.0658937 3.700403 0.1020302 10721 1.9684217 up 9.009547 8.032508 0.113157 0.355845 0.977039 1.121636
1618704_aVvi.16035 Transcr ibed locus 3.878219 3.903233 3.778484 3.78362 16 1.955394 1.96467 1.917808 1.919767 0.0129519 8.701257 0.03685138 5834 1.0290011 up 1.960032 1.918788 0.006559 0.001386 0.0412445 1.021495
1618705_sVvi.7958 GO:000611Catalase (GCat) 6960.644 7065.45 4701.781 3838.625 16 12.76501 12.78657 12.19899 11.90637 0.0387829 4.928939 0.06842444 9409 1.6507282 up 12.77579 12.05268 0.015246 0.206912 0.723102 1.059995
1618706_aVvi.15723 Transcr ibed locus 4.768465 4.654858 4.463137 4.482103 16 2.253525 2.218737 2.158058 2.164176 0.0512081 4.247504 0.08408242 10110 1.0533713 up 2.236131 2.161117 0.024599 0.004326 0.0750142 1.034711
1618707_aVvi.9372 Transcr ibed locus, moderately similar to NP_187294.1 pentatricopeptide (PPR) repeat-conta 51.97783 52.46119 66.5248 69.35072 16 5.699824 5.713179 6.055821 6.11584 0.0065045 12.33865 0.03048215 3540 1.3007365 down 5.706502 6.08583 0.009443 0.04244 -0.3793285 0.93767
1618708_aVvi.7327 Transcr ibed locus, moderately similar to NP_915113.1 putative allyl alcohol dehydrogenase [O 1015.061 1007.073 1120.567 1009.448 16 9.98735 9.975952 10.13001 9.979351 0.4356811 0.966702 0.49028522 14752 1.051924 down 9.981651 10.05468 0.00806 0.106534 -0.073031 0.992737
1618709_aVvi.467 Transcr ibed locus 1176.377 1271.384 750.1607 782.1944 16 10.20013 10.31218 9.551056 9.611383 0.0087708 10.60741 0.03244484 4487 1.5965295 up 10.25616 9.58122 0.079231 0.042658 0.674939 1.070444
1618710_aVvi.7721 Transcr ibed locus, moderately similar to XP_463922.1 putative P18 [Oryza sativa (japonica cu 2489.417 2525.639 2637.351 2676.246 16 11.28159 11.30243 11.36487 11.386 0.0302028 5.622916 0.05763036 8698 1.059528 down 11.29201 11.37544 0.014737 0.014935 -0.083422 0.992666
1618711_at 4.468934 4.502397 4.301673 4.315342 16 2.159931 2.170693 2.104898 2.109475 0.0099697 9.940127 0.03389936 4881 1.0411122 up 2.165312 2.107186 0.00761 0.003236 0.0581255 1.027584
1618712_aVvi.15399 Transcr ibed locus 11.98871 13.38154 11.43487 11.42653 16 3.583604 3.742173 3.515368 3.514315 0.2028315 1.867252 0.25470152 13220 1.1080682 up 3.662888 3.514842 0.112125 7.44E-04 0.1480467 1.04212
1618713_aVvi.5024 Transcr ibed locus 3.015641 3.034676 2.934211 2.949663 16 1.592464 1.601542 1.552973 1.56055 0.020911 6.806401 0.0459576 7553 1.0282865 up 1.597004 1.556761 0.006419 0.005358 0.0402422 1.02585
1618714_aVvi.9122 Transcr ibed locus, moderately similar to NP_565933.1 LOB domain protein 15 / lateral organ 47.84221 46.88268 46.7231 56.5169 16 5.580212 5.550983 5.546064 5.820611 0.4835668 0.852883 0.5355469 14989 1.0850335 down 5.565598 5.683337 0.020668 0.194134 -0.1177395 0.979283
1618715_aVvi.358 Transcr ibed locus, moderately similar to NP_563645.1 COP9 signalosome complex subunit 7 405.2802 378.5604 434.208 451.0353 16 8.662776 8.56438 8.762242 8.817097 0.0888875 3.12625 0.12895049 11443 1.1298187 down 8.613578 8.789669 0.069577 0.038788 -0.176091 0.979966
1618716_aVvi.15444 Transcr ibed locus 1052.208 1013.833 951.1851 917.5921 16 10.03921 9.985604 9.893582 9.841709 0.0604242 3.881397 0.09535635 10519 1.1055461 up 10.0124 9.867645 0.037901 0.03668 0.144759 1.01467
1618717_aVvi.218 Transcr ibed locus, moderately similar to NP_566883.1 expressed protein [Arabidopsis thalian 87.44561 88.41282 81.20538 75.31569 16 6.450314 6.466184 6.343504 6.234879 0.0912204 3.079994 0.13159893 11507 1.124324 up 6.458249 6.289191 0.011222 0.076809 0.1690578 1.026881
1618718_aVvi.1728 Transcr ibed locus, moderately similar to NP_181092.1 plastid-lipid associated protein PAP, p 419.3362 430.0389 431.7474 439.9738 16 8.711964 8.748323 8.754044 8.781274 0.2403951 1.651705 0.29451993 13550 1.0263442 down 8.730144 8.767658 0.02571 0.019255 -0.037514 0.995721
1618719_aVvi.11314 Transcr ibed locus, moderately similar to XP_425249.1 PREDICTED: similar to Rps15a prote 11919.47 12357.66 14673.2 14757.03 16 13.54103 13.59312 13.8409 13.84911 0.0088787 10.54191 0.03258253 4523 1.2124534 down 13.56708 13.84501 0.036829 0.005812 -0.277929 0.979926
1618720_aVvi.15059 Transcr ibed locus 8.49891 8.191549 9.508796 9.194483 16 3.087278 3.034137 3.249263 3.200769 0.0447361 4.567794 0.0760518 9764 1.1206288 down 3.060707 3.225016 0.037576 0.034291 -0.1643086 0.949052
1618721_aVvi.12033 Transcr ibed locus 294.0053 260.1378 157.9686 188.6927 16 8.199698 8.023132 7.303495 7.559895 0.048647 4.366775 0.08079606 9995 1.6018298 up 8.111416 7.431695 0.124851 0.181303 0.679721 1.091462
1618722_aVvi.14310 Transcr ibed locus 3.73574 3.746786 3.621754 3.634964 16 1.901394 1.905654 1.856689 1.861941 0.005799 13.07456 0.03002726 3203 1.0311176 up 1.903524 1.859315 0.003012 0.003714 0.0442088 1.023777
1618723_aVvi.5948 Transcr ibed locus, weakly similar to XP_475205.1 putative kinesin-related protein [Oryza sativ 7.076146 6.65562 19.78218 28.67339 16 2.822964 2.734573 4.30613 4.841641 0.0220994 6.61481 0.04750275 7722 3.470435 down 2.778769 4.573885 0.062502 0.378663 -1.7951165 0.607529
1618724_aVvi.14789 Transcr ibed locus 3.386416 3.403618 3.296316 3.317549 16 1.759759 1.767069 1.720854 1.730118 0.0233549 6.428328 0.04904401 7904 1.0266383 up 1.763414 1.725486 0.005169 0.00655 0.0379279 1.021981
1618725_aVvi.6672 Transcr ibed locus, weakly similar to NP_200265.1 expressed protein [Arabidopsis thaliana] 1568.373 1545.877 1624.387 1515.311 16 10.61505 10.59421 10.66568 10.5654 0.8510742 0.212988 0.8712254 16217 1.0075896 down 10.60463 10.61554 0.014739 0.07091 -0.010909 0.998972
1618726_aVvi.9213 Transcr ibed locus, weakly similar to NP_176221.1 glycosyl transferase family 20 protein / treh 314.8848 336.0556 178.5407 153.3691 16 8.29868 8.392556 7.480109 7.260864 0.0146275 8.177295 0.0386635 6280 1.965821 up 8.345618 7.370486 0.06638 0.15503 0.9751317 1.132302
1618727_aVvi.8181 Transcr ibed locus, moderately similar to NP_566091.1 plastid-lipid associated protein PAP / 61.0991 43.06986 28.98811 39.8263 16 5.93308 5.428607 4.85739 5.31565 0.2232678 1.744063 0.2763752 13410 1.5097651 up 5.680843 5.086519 0.356716 0.324039 0.5943242 1.116843
1618728_aVvi.9539 Transcr ibed locus, weakly similar to NP_565056.1 SET domain-containing protein (SUVH3) 143.3324 119.9696 179.5922 142.8802 16 7.163221 6.906525 7.488581 7.158662 0.3012123 1.381511 0.35671058 14018 1.2215804 down 7.034873 7.323622 0.181512 0.233288 -0.2887487 0.960573
1618729_aVvi.13704 Transcr ibed locus, moderately similar to NP_188424.2 chloroplast outer membrane transloco 536.9697 532.9511 553.9226 539.8818 16 9.068697 9.057859 9.113541 9.0765 0.2417156 1.644941 0.29583213 13564 1.0222458 down 9.063278 9.09502 0.007663 0.026192 -0.031742 0.99651
1618730_aVvi.5173 Transcr ibed locus 28.3259 29.95263 28.67572 34.7678 16 4.82405 4.904611 4.841758 5.11968 0.5055644 0.804448 0.5563688 15085 1.0840178 down 4.86433 4.980719 0.056965 0.196521 -0.1163883 0.976632
1618731_aVvi.11395 Transcr ibed locus, weakly similar to NP_564108.1 expressed protein [Arabidopsis thaliana] 966.5933 1033.422 932.3366 954.114 16 9.916765 10.01321 9.864707 9.898018 0.2428596 1.639119 0.2969477 13577 1.0596786 up 9.96499 9.881363 0.0682 0.023554 0.083627 1.008463
1618732_aVvi.1924 Transcr ibed locus, weakly similar to NP_197794.1 expressed protein [Arabidopsis thaliana] 9.780027 9.61532 9.445893 9.416158 16 3.289839 3.265335 3.239687 3.235138 0.0842332 3.223941 0.12335297 11335 1.0282378 up 3.277587 3.237413 0.017327 0.003216 0.040174 1.012409
1618733_aVvi.15684 Transcr ibed locus 5.839255 5.875929 8.143776 5.650225 16 2.545784 2.554817 3.025698 2.498308 0.5063701 0.802714 0.55714476 15088 1.158054 down 2.550301 2.762003 0.006387 0.372921 -0.2117026 0.923352
1618734_aVvi.14933 Transcr ibed locus 4.643169 4.656601 4.455768 4.463131 16 2.21511 2.219277 2.155674 2.158056 0.0015789 25.13688 0.02483053 1053 1.0427029 up 2.217193 2.156865 0.002947 0.001685 0.0603283 1.02797
1618735_aVvi.14812 Transcr ibed locus 3.984031 4.414106 4.279287 4.297466 16 1.994229 2.142121 2.09737 2.103486 0.7055091 0.435799 0.7403832 15819 1.022608 down 2.068175 2.100428 0.104576 0.004325 -0.0322533 0.984644
1618736_aVvi.9066 Transcr ibed locus, weakly similar to NP_176021.1 SKP1 interacting partner 3-related [Arabid 35.17576 51.82957 13.54081 7.39409 16 5.136509 5.695704 3.759242 2.886372 0.0561912 4.038669 0.09024724 10336 4.2672286 up 5.416106 3.322807 0.39541 0.617212 2.0932992 1.629979
1618737_x_at 3042.732 2610.341 1848.644 2332.568 16 11.57115 11.35002 10.85225 11.1877 0.1595609 2.193297 0.20832254 12715 1.357178 up 11.46059 11.01998 0.156363 0.2372 0.4406095 1.039983
1618738_aVvi.6987 Transcr ibed locus, strongly similar to NP_910927.2 putative translation elongation factor eEF 13355.02 13332.15 15828.6 15956.85 16 13.70509 13.70262 13.95025 13.96189 5.56E-04 42.38112 0.02017947 456 1.1910299 down 13.70386 13.95607 0.001748 0.008232 -0.25221 0.981928
1618739_x_at 10.62905 11.14248 9.712029 8.574676 12 3.40994 3.477998 3.279773 3.100082 0.118195 2.644239 0.16293891 12042 1.1925433 up 3.443969 3.189928 0.048124 0.12706 0.2540416 1.079639
1618740_at 4.13283 4.161184 3.979934 3.999092 16 2.04713 2.056994 1.992745 1.999672 0.0114441 9.267354 0.03541189 5364 1.039474 up 2.052062 1.996208 0.006975 0.004899 0.0558536 1.02798
1618741_aVvi.6881 Transcr ibed locus, moderately similar to NP_565722.1 zinc finger (B-box type) family protein 730.4356 729.0864 43.58569 39.54467 16 9.512613 9.509946 5.445783 5.305411 2.88E-04 58.91426 0.01827131 258 17.577805 up 9.51128 5.375597 0.001886 0.099258 4.135683 1.769344
1618742_aVvi.2948 Transcr ibed locus, moderately similar to NP_177348.1 GCN5-related N-acetyltransferase (G 4.88866 5.392387 4.594746 4.612313 16 2.289439 2.430924 2.199985 2.20549 0.1561669 2.223905 0.20463167 12669 1.1153092 up 2.360182 2.202738 0.100045 0.003893 0.1574438 1.071476
1618743_at 7.276801 7.370915 6.726434 6.682651 16 2.863304 2.881844 2.749842 2.740421 0.0065911 12.2565 0.03057452 3574 1.0923558 up 2.872574 2.745131 0.013109 0.006662 0.1274427 1.046425
1618744_aVvi.7730 Transcr ibed locus, moderately similar to NP_564191.1 ubiquitin-conjugating enzyme family p 1002.396 997.834 803.0306 847.1798 16 9.969236 9.962656 9.649311 9.726524 0.0188737 7.175561 0.0437321 7164 1.2125368 up 9.965946 9.687918 0.004653 0.054598 0.278028 1.028698
1618745_at 278.7048 284.9731 253.5966 258.921 16 8.122594 8.154682 7.986392 8.016368 0.0246453 6.251554 0.05078963 8055 1.0998125 up 8.138638 8.00138 0.02269 0.021196 0.137258 1.017154
1618746_aVvi.12370 Transcr ibed locus 1328.968 1293.669 1504.966 1425.991 16 10.37609 10.33725 10.55552 10.47775 0.0665418 3.680401 0.10281316 10744 1.117256 down 10.35667 10.51663 0.027463 0.054989 -0.15996 0.98479
1618747_aVvi.93 Transcr ibed locus, moderately similar to NP_565203.1 mercaptopyruvate sulfurtransferase (M 1321.661 1308.62 1571.361 1437.677 16 10.36814 10.35383 10.6178 10.48952 0.0962584 2.985631 0.13746935 11624 1.1428835 down 10.36098 10.55366 0.010116 0.090704 -0.192678 0.981743
1618748_aVvi.1596 Transcr ibed locus 4.201617 4.216502 4.07413 4.084671 16 2.070945 2.076047 2.026492 2.03022 0.0048634 14.28708 0.02938541 2746 1.0317831 up 2.073496 2.028356 0.003608 0.002636 0.0451398 1.022254
1618749_at 8.271215 7.412257 7.089289 6.657665 16 3.0481 2.889913 2.825641 2.735016 0.1743163 2.069888 0.22418463 12908 1.1397183 up 2.969006 2.780329 0.111855 0.064081 0.1886772 1.067861
1618750_aVvi.2722 Transcr ibed locus, moderately similar to NP_181032.1 chaperone protein dnaJ-related [Arabi  33.58184 31.73231 24.77128 23.23717 16 5.069609 4.987881 4.630596 4.538363 0.0186982 7.210121 0.04348164 7136 1.3606211 up 5.028745 4.584479 0.057791 0.065219 0.4442654 1.096906
1618751_aVvi.10704 Transcr ibed locus, weakly similar to NP_915353.1 putative carboxypeptidase D [Oryza sativa ( 544.9014 590.6562 1176.551 1056.836 16 9.089851 9.206175 10.20035 10.04554 0.0097193 10.06931 0.03358614 4802 1.9655442 down 9.148013 10.12294 0.082253 0.109469 -0.974929 0.903691
1618752_aVvi.1316 Transcr ibed locus, moderately similar to NP_565225.1 expressed protein [Arabidopsis thalian 10.79807 10.94111 10.21987 14.28103 16 3.432701 3.451687 3.353305 3.836028 0.5924123 0.631228 0.6362961 15456 1.1114724 down 3.442194 3.594666 0.013425 0.341337 -0.152472 0.957584
1618753_aVvi.1458 Transcr ibed locus, strongly similar to XP_474351.1 OSJNBa0064G10.16 [Oryza sativa (japon 6771.008 6632.799 8225.551 7937.326 16 12.72516 12.6954 13.0059 12.95444 0.0119108 9.080758 0.03580126 5520 1.2057158 down 12.71028 12.98017 0.021039 0.036387 -0.269889 0.979208
1618754_at 2003.953 1915.391 1958.525 2233.242 16 10.96863 10.90342 10.93555 11.12492 0.4461367 0.940757 0.49981514 14818 1.0674804 down 10.93603 11.03024 0.04611 0.133906 -0.094209 0.991459
1618755_aVvi.7271 Transcr ibed locus, weakly similar to NP_039455.1 hypothetical protein OrsajCp100 [Oryza sa   4.89329 4.001953 4.233096 5.096547 16 2.290805 2.000704 2.081713 2.34952 0.7572419 0.353898 0.7879492 15954 1.0496163 down 2.145755 2.215617 0.205132 0.189368 -0.0698621 0.968468
1618756_at 126.5118 135.5373 130.3781 126.7536 16 6.983129 7.082546 7.026557 6.985883 0.6692836 0.49559 0.70733 15708 1.0186211 up 7.032837 7.00622 0.070299 0.028761 0.0266174 1.003799
1618757_aVvi.3278 Transcr ibed locus, moderately similar to NP_567433.1 expressed protein [Arabidopsis thalian 2569.469 2473.565 1068.598 1095.689 16 11.32725 11.27238 10.0615 10.09762 7.24E-04 37.14727 0.02180507 549 2.3298743 up 11.29982 10.07956 0.038805 0.02554 1.220252 1.121062
1618758_at 4.1045 4.115724 3.94788 3.954165 12 2.037207 2.041146 1.981078 1.983373 0.0015985 24.98157 0.02484892 1067 1.0402648 up 2.039177 1.982226 0.002786 0.001623 0.0569508 1.028731
1618759_aVvi.4825 Transcr ibed locus 298.3817 266.6322 325.4157 306.3546 16 8.221015 8.058707 8.34614 8.259059 0.2192556 1.767046 0.27203354 13380 1.1194094 down 8.139861 8.302599 0.114769 0.061576 -0.162738 0.980399
1618760_aVvi.10450 Transcr ibed locus, weakly similar to NP_200378.1 RNA recognition motif (RRM)-containing  343.4647 294.8808 349.1542 260.784 16 8.424018 8.203988 8.447721 8.026711 0.77715 0.323287 0.80523276 16022 1.0546666 up 8.314003 8.237216 0.155585 0.297698 0.076787 1.009322
1618761_aVvi.12288 Transcr ibed locus 4.654187 4.678712 4.474599 4.424865 16 2.218529 2.226111 2.161758 2.145634 0.0164402 7.702644 0.04070085 6705 1.0487163 up 2.22232 2.153696 0.005361 0.011402 0.0686245 1.031864
1618762_s_at 7081.404 7060.184 9238.609 10687 16 12.78982 12.78549 13.17346 13.38357 0.0428978 4.671424 0.0736419 9669 1.4052823 down 12.78766 13.27852 0.003062 0.14857 -0.49086 0.963034
1618763_aVvi.13472 Transcr ibed locus, weakly similar to NP_191801.1 bZIP transcr iption factor family protein [Ara 658.4345 822.6775 694.6616 695.8151 16 9.362896 9.684183 9.440166 9.44256 0.6598607 0.51153 0.6983939 15685 1.0586137 up 9.52354 9.441363 0.227184 0.001693 0.082177 1.008704
1618764_aVvi.1373 Transcr ibed locus, weakly similar to NP_177765.1 armadillo/beta-catenin repeat family protein 572.2219 569.4229 395.3157 361.66 16 9.160431 9.153357 8.626862 8.49849 0.0115016 9.243776 0.03544051 5385 1.5096543 up 9.156894 8.562675 0.005002 0.090772 0.594219 1.069396
1618765_at 5.862637 6.111854 5.446907 6.020774 16 2.55155 2.61161 2.445437 2.589949 0.5000135 0.816467 0.55113685 15061 1.045278 up 2.58158 2.517693 0.042469 0.102185 0.0638867 1.025375
1618766_at 5.629379 5.636987 5.294074 5.290405 16 2.492976 2.494924 2.404378 2.403378 1.48E-04 82.24648 0.0168302 143 1.0644231 up 2.49395 2.403878 0.001378 7.07E-04 0.0900718 1.037469
1618767_aVvi.4257 Transcr ibed locus, moderately similar to NP_565077.2 peptidase U7 family protein [Arabidops 22.3104 15.29794 6.4577 8.23013 16 4.479644 3.935266 2.691021 3.040915 0.0535465 4.145973 0.0869588 10222 2.5341246 up 4.207455 2.865968 0.384934 0.247413 1.3414872 1.468075
1618768_aVvi.10368 Transcr ibed locus, weakly similar to NP_187687.1 myb family transcr iption factor [Arabidopsis 23.07322 26.13068 46.13161 43.8118 16 4.528147 4.707673 5.527684 5.453248 0.0121762 8.979436 0.03603134 5608 1.8309035 down 4.61791 5.490466 0.126944 0.052634 -0.8725556 0.841078
1618769_aVvi.6876 Transcr ibed locus, strongly similar to XP_464900.1 ubiquitin-conjugating enzyme OsUBC5b 8328.565 7944.674 8129.606 7341.285 16 13.02385 12.95577 12.98897 12.84182 0.4555456 0.917958 0.508948 14859 1.0529369 up 12.98981 12.91539 0.04814 0.104053 0.074419 1.005762
1618770_aVvi.12757 Transcr ibed locus 5.856306 5.928632 5.52861 5.525159 16 2.549991 2.567699 2.466917 2.466016 0.009085 10.4199 0.03284026 4590 1.0661265 up 2.558845 2.466466 0.012522 6.37E-04 0.0923786 1.037454
1618771_s_at 567.0767 1010.49 428.4584 469.6259 16 9.1474 9.98084 8.743011 8.875368 0.2154806 1.78918 0.2681501 13340 1.6875492 up 9.564119 8.80919 0.589331 0.09359 0.754929 1.085698
1618772_aVvi.1441 Transcr ibed locus, moderately similar to NP_181375.1 VHS domain-containing protein / GAT 195.1705 174.2246 111.798 125.748 16 7.608591 7.444805 6.80475 6.974392 0.0325805 5.403836 0.06066646 8915 1.5552288 up 7.526698 6.889571 0.115814 0.119955 0.637127 1.092477
1618773_aVvi.6374 Transcr ibed locus 88.42594 102.2936 77.81926 67.5108 16 6.466398 6.676571 6.282056 6.077046 0.1163178 2.669833 0.16083193 12006 1.3121507 up 6.571485 6.179551 0.148615 0.144964 0.3919336 1.063424
1618774_aVvi.10671 Transcr ibed locus, weakly similar to NP_851254.1 LOB domain protein / lateral organ bounda 55.73696 59.25369 3.757087 4.530229 16 5.800562 5.888833 1.909615 2.179584 0.0013937 26.75805 0.02397054 962 13.929757 up 5.844698 2.044599 0.062417 0.190897 3.8000982 2.858603
1618775_aVvi.15205 Transcr ibed locus 6.389204 6.567126 6.042554 6.045106 16 2.675636 2.715262 2.595159 2.595768 0.0371039 5.045871 0.06634019 9283 1.0717629 up 2.695449 2.595463 0.02802 4.31E-04 0.0999857 1.038523
1618776_x_at 3.953533 3.984199 3.827814 3.852074 16 1.983143 1.99429 1.936521 1.945636 0.0220866 6.616785 0.04750275 7717 1.0335714 up 1.988716 1.941078 0.007882 0.006445 0.0476379 1.024542
1618777_aVvi.2391 Transcr ibed locus, moderately similar to XP_465161.1 putative nicotianamine aminotransferas 235.5089 182.6163 68.94761 71.21042 16 7.879638 7.512672 6.107429 6.154017 0.0136738 8.463815 0.03756706 6040 2.9596612 up 7.696155 6.130723 0.259484 0.032943 1.5654321 1.255342
1618778_at 503.9173 624.8355 35.31336 54.48971 16 8.977043 9.287333 5.142142 5.767912 0.0089 10.52912 0.03259589 4532 12.791919 up 9.132188 5.455027 0.219408 0.442486 3.677161 1.674087
1618779_aVvi.12540 Transcr ibed locus, moderately similar to NP_194864.2 expressed protein [Arabidopsis thalian 970.8851 950.0672 822.273 937.924 16 9.923157 9.891886 9.683474 9.873327 0.3116207 1.34213 0.3673877 14080 1.0936271 up 9.907521 9.7784 0.022112 0.134247 0.129121 1.013205
1618780_aVvi.7199 Transcr ibed locus, weakly similar to NP_568222.1 expressed protein [Arabidopsis thaliana] 155.3952 162.1086 96.51386 95.07134 16 7.279798 7.340817 6.592665 6.570939 0.0019704 22.49482 0.02541744 1286 1.6569225 up 7.310308 6.581801 0.043147 0.015363 0.7285061 1.110685
1618781_aVvi.3494 Transcr ibed locus, moderately similar to NP_186827.2 expressed protein [Arabidopsis thalian 537.9973 527.0119 683.8182 652.0284 16 9.071455 9.041692 9.417469 9.348791 0.012881 8.725644 0.03682002 5807 1.2540164 down 9.056574 9.38313 0.021046 0.048563 -0.326556 0.965198
1618782_aVvi.8366 Transcr ibed locus, strongly similar to XP_464443.1 citrate synthase [Oryza sativa (japonica c 3031.945 3226.602 3206.808 3029.885 16 11.56603 11.6558 11.64692 11.56505 0.9427226 0.081136 0.95126003 16452 1.0034227 up 11.61091 11.60599 0.063479 0.057894 0.004929 1.000425
1618783_aVvi.447 Transcr ibed locus, weakly similar to NP_192746.2 expressed protein [Arabidopsis thaliana] 1692.315 1797.405 1237.761 1152.207 16 10.72478 10.8117 10.27352 10.17018 0.0149268 8.093048 0.03885992 6373 1.4604273 up 10.76824 10.22185 0.06146 0.073067 0.546391 1.053453
1618784_aVvi.958 Transcr ibed locus, moderately similar to NP_197617.1 CCR4-NOT transcr iption complex pro 8030.512 7941.403 4501.444 4318.213 16 12.97128 12.95518 12.13617 12.07622 0.001309 27.61209 0.02357308 920 1.8113091 up 12.96323 12.1062 0.011384 0.042393 0.857033 1.070793
1618785_aVvi.12025 Transcr ibed locus 5.724232 5.73624 5.633631 5.758556 16 2.517082 2.520105 2.494065 2.525707 0.6387417 0.547898 0.6795966 15602 1.006054 up 2.518594 2.509886 0.002138 0.022374 0.0087078 1.003469
1618786_at 3.78028 3.795522 3.672173 3.698873 16 1.918493 1.924298 1.876634 1.887086 0.0221061 6.613764 0.04750275 7725 1.027783 up 1.921396 1.88186 0.004105 0.007391 0.0395357 1.021009
1618787_aVvi.10305 Transcr ibed locus, moderately similar to NP_200504.1 ribosomal protein S16 family protein [A 144.0079 128.131 155.8669 188.5656 16 7.170004 7.001476 7.28417 7.558923 0.1725778 2.083676 0.22231044 12887 1.2620826 down 7.08574 7.421547 0.119168 0.194279 -0.3358065 0.954752
1618788_aVvi.7307 Transcr ibed locus, weakly similar to NP_566001.1 expressed protein [Arabidopsis thaliana] 10.58499 10.10792 7.834684 7.295196 16 3.403947 3.337414 2.969875 2.866947 0.0178681 7.380385 0.04249343 6980 1.3681914 up 3.370681 2.918411 0.047046 0.072781 0.45227 1.154971
1618789_aVvi.6572 Transcr ibed locus, weakly similar to NP_187413.1 expressed protein [Arabidopsis thaliana] 66.65167 73.30528 60.42143 65.46015 16 6.058569 6.195845 5.916988 6.032545 0.2314031 1.699083 0.2850812 13475 1.1114477 up 6.127207 5.974767 0.097069 0.081711 0.1524403 1.025514
1618790_aVvi.8505 Transcr ibed locus 7.623522 7.619636 7.205366 7.190455 16 2.930458 2.929722 2.849072 2.846083 3.48E-04 53.61761 0.01860843 309 1.0588604 up 2.93009 2.847578 5.20E-04 0.002113 0.0825124 1.028976
1618791_aVvi.9706 Transcr ibed locus, weakly similar to XP_474905.1 OSJNBa0060B20.9 [Oryza sativa (japonica 5.274684 5.240504 5.068318 5.102522 16 2.399085 2.389706 2.341507 2.351211 0.0191661 7.119019 0.04402861 7226 1.0338567 up 2.394395 2.346359 0.006632 0.006861 0.0480362 1.020473
1618792_aVvi.7073 Transcr ibed locus, weakly similar to NP_174485.1 secretory carrier membrane protein (SCAM 3525.95 3596.224 3279.088 3175.499 16 11.7838 11.81227 11.67908 11.63277 0.0346939 5.22803 0.06333028 9094 1.1035163 up 11.79803 11.65592 0.020133 0.032747 0.142108 1.012192
1618793_at 14.38351 14.60647 13.65019 13.10883 16 3.846344 3.868536 3.77085 3.712467 0.0656654 3.70752 0.10175734 10712 1.0835617 up 3.85744 3.741659 0.015692 0.041283 0.1157813 1.030944
1618794_aVvi.6043 Transcr ibed locus, moderately similar to NP_190318.1 asparagine synthetase 1 [glutamine-h 1453.509 1532.099 1590.944 1685.809 16 10.50532 10.58129 10.63567 10.71923 0.1407376 2.375557 0.1875653 12456 1.0974363 down 10.54331 10.67745 0.053719 0.059084 -0.134137 0.987437
1618795_at 7.402318 7.40997 7.124874 7.722432 16 2.887977 2.889468 2.832865 2.949055 0.9727797 0.03851 0.97683954 16532 1.001552 down 2.888722 2.89096 0.001054 0.082159 -0.0022373 0.999226
1618796_aVvi.10472 Transcr ibed locus 5.46433 5.517191 5.190593 5.145419 16 2.450045 2.463934 2.375899 2.363288 0.0113244 9.317071 0.03525404 5330 1.0624504 up 2.456989 2.369594 0.009821 0.008917 0.0873954 1.036882
1618797_aVvi.4776 Transcr ibed locus, moderately similar to XP_464082.1 unknown protein [Oryza sativa (japonic 1539.893 1654.362 1159.57 1099.446 16 10.58861 10.69206 10.17937 10.10256 0.0162387 7.751469 0.04044335 6665 1.4135958 up 10.64034 10.14097 0.073147 0.054315 0.49937 1.049243
1618798_sVvi.9113 Transcr ibed locus, moderately similar to NP_187678.1 ABC transporter family protein [Arabid 132.1544 141.0432 159.861 149.894 16 7.04608 7.139993 7.320674 7.227799 0.1111263 2.743754 0.15486602 11912 1.1338263 down 7.093037 7.274236 0.066407 0.065673 -0.1811993 0.97509
1618799_aVvi.11195 Transcr ibed locus 6.349944 6.370193 6.087752 6.121875 16 2.666744 2.671337 2.60591 2.613974 0.0061085 12.73613 0.03013007 3362 1.0418149 up 2.66904 2.609942 0.003248 0.005702 0.0590989 1.022644
1618800_aVvi.15690 Transcr ibed locus 688.5537 726.3016 873.7393 903.5603 16 9.427425 9.504425 9.771059 9.819477 0.01854 7.241691 0.04330738 7106 1.2564409 down 9.465925 9.795268 0.054447 0.034237 -0.329343 0.966377
1618801_aVvi.10161 Transcr ibed locus, weakly similar to NP_568700.1 expressed protein [Arabidopsis thaliana] 4.772397 4.802591 4.608285 4.632234 16 2.254714 2.263813 2.20423 2.211708 0.0129253 8.710401 0.03684102 5823 1.0361943 up 2.259264 2.207969 0.006434 0.005288 0.0512945 1.023232
1618802_s_at 403.7892 426.7704 493.984 458.0833 16 8.657458 8.737316 8.94832 8.839466 0.1005236 2.911078 0.14242126 11717 1.1459193 down 8.697388 8.893893 0.056468 0.076972 -0.196505 0.977906
1618803_aVvi.14423 Transcr ibed locus 34.74739 36.05716 34.4125 34.57026 16 5.118833 5.172214 5.104861 5.11146 0.2992106 1.389277 0.354669 14005 1.0262364 up 5.145523 5.10816 0.037746 0.004666 0.037363 1.007314
1618804_aVvi.13667 Transcr ibed locus, weakly similar to NP_181986.1 zinc finger (C3HC4-type RING finger) fam 193.9631 215.7648 86.75883 86.61153 16 7.599638 7.753315 6.438939 6.436487 0.0038264 16.11955 0.02827039 2246 2.3599615 up 7.676477 6.437713 0.108666 0.001734 1.2387635 1.192423
1618805_aVvi.15653 Transcr ibed locus 5.622951 5.640026 5.33387 5.346998 16 2.491328 2.495702 2.415183 2.418729 0.0013498 27.19108 0.02385507 935 1.0544996 up 2.493515 2.416956 0.003093 0.002508 0.0765585 1.031676
1618806_aVvi.14817 Transcr ibed locus 4.062108 4.074548 3.938357 3.956825 16 2.022229 2.02664 1.977594 1.984343 0.0084936 10.78138 0.03209319 4389 1.0305865 up 2.024434 1.980969 0.003119 0.004772 0.0434655 1.021942
1618807_aVvi.10946 Transcr ibed locus 62.36869 104.8928 132.8989 109.8624 16 5.96275 6.712771 7.054185 6.779553 0.2840922 1.450092 0.3397319 13882 1.493926 down 6.33776 6.916869 0.530345 0.194194 -0.5791086 0.916276
1618808_at 4.493284 4.514538 4.306403 4.320606 16 2.16777 2.174578 2.106483 2.111234 0.0044074 15.01299 0.02920871 2504 1.0441406 up 2.171175 2.108859 0.004814 0.003359 0.0623159 1.02955
1618809_aVvi.779 Transcr ibed locus 6.784692 6.788317 6.429421 6.5717 16 2.762283 2.763054 2.684689 2.716267 0.0588564 3.937724 0.09346069 10454 1.0440501 up 2.762669 2.700478 5.45E-04 0.022329 0.062191 1.02303
1618810_aVvi.5088 Transcr ibed locus 4.924844 4.94987 4.793781 4.808597 16 2.300078 2.307391 2.261164 2.265616 0.0110714 9.424754 0.03504068 5241 1.0283592 up 2.303734 2.26339 0.005171 0.003148 0.0403443 1.017825
1618811_aVvi.2878 Transcr ibed locus, weakly similar to NP_563886.1 expressed protein [Arabidopsis thaliana] 1751.639 1729.727 2064.096 2136.406 16 10.77449 10.75633 11.01129 11.06097 0.009408 10.23693 0.03329499 4690 1.2064126 down 10.76541 11.03613 0.012842 0.035126 -0.270724 0.975469
1618812_aVvi.14027 Transcr ibed locus 3.956468 3.972621 3.809586 3.824919 16 1.984213 1.990091 1.929634 1.935429 0.0056611 13.23425 0.02979867 3152 1.0385859 up 1.987152 1.932532 0.004156 0.004098 0.0546205 1.028264
1618813_aVvi.5307 Transcr ibed locus, weakly similar to XP_469810.1 hypothetical protein [Oryza sativa (japonica 256.3001 208.3688 357.7557 335.4597 16 8.00169 7.702996 8.482831 8.389996 0.0648066 3.734604 0.10070381 10683 1.4990726 down 7.852343 8.436413 0.211209 0.065645 -0.5840704 0.930768
1618814_aVvi.13053 GO:000659Ornithine decarboxylase (ODC) 3.674565 3.687563 3.570427 3.553466 16 1.877574 1.882668 1.836097 1.829227 0.0080213 11.09822 0.03158401 4213 1.0334429 up 1.880121 1.832662 0.003602 0.004858 0.0474586 1.025896
1618815_aVvi.11868 Transcr ibed locus, weakly similar to NP_177718.1 family II extracellular lipase 3 (EXL3) [Arab  4.306283 4.323787 4.187373 4.158146 16 2.106443 2.112295 2.066045 2.055941 0.0142556 8.285632 0.03826112 6184 1.0341004 up 2.109369 2.060993 0.004138 0.007145 0.0483763 1.023472
1618816_aVvi.7701 Transcr ibed locus, weakly similar to NP_172069.1 hypothetical protein [Arabidopsis thaliana] 829.5538 862.5591 970.6451 1038.048 16 9.696192 9.75248 9.9228 10.01966 0.0478089 4.407818 0.07977488 9947 1.1866487 down 9.724336 9.971229 0.039801 0.068488 -0.246893 0.975239
1618817_aVvi.13683 Transcr ibed locus, weakly similar to NP_567044.1 expressed protein [Arabidopsis thaliana] 3439.227 3275.252 2358.102 2492.829 16 11.74787 11.67739 11.20341 11.28357 0.0126948 8.790652 0.03664294 5750 1.3842832 up 11.71263 11.24349 0.049836 0.05668 0.469139 1.041725
1618818_aVvi.7610 Transcr ibed locus, weakly similar to NP_851055.1 esterase/lipase/thioesterase family protein 69.3626 69.58379 105.7755 97.29864 16 6.116086 6.120679 6.724862 6.604348 0.011969 9.058269 0.03583663 5543 1.4602574 down 6.118383 6.664605 0.003248 0.085217 -0.5462225 0.918041
1618819_aVvi.10626 Transcr ibed locus, weakly similar to NP_195569.1 CDP-diacylglycerol--inositol 3-phosphatid 888.0015 846.1752 643.3539 608.9634 16 9.794418 9.724813 9.329469 9.250212 0.012371 8.907133 0.03633188 5652 1.3848927 up 9.759615 9.289841 0.049219 0.056043 0.469774 1.050569
1618820_x_at 3.475199 3.482665 3.372553 3.335813 16 1.797096 1.800192 1.753841 1.738038 0.022553 6.545667 0.04807093 7788 1.037207 up 1.798644 1.74594 0.002189 0.011174 0.0527039 1.030187
1618821_aVvi.14922 Transcr ibed locus 4.344512 4.327689 4.160503 4.17616 16 2.119194 2.113597 2.056758 2.062177 0.0046494 14.61448 0.02928272 2635 1.0402483 up 2.116396 2.059468 0.003958 0.003832 0.0569279 1.027642
1618822_aVvi.10086 Transcr ibed locus, weakly similar to XP_468711.1 unknown protein [Oryza sativa (japonica cu 14.41175 14.54968 13.91682 13.74776 16 3.849174 3.862915 3.798757 3.781124 0.027422 5.913885 0.05395353 8437 1.0468854 up 3.856044 3.789941 0.009717 0.012469 0.0661035 1.017442
1618823_x_at 17.35778 16.74597 14.26931 14.19264 16 4.11751 4.065742 3.834843 3.827071 0.0099326 9.958977 0.03389533 4864 1.1980343 up 4.091626 3.830957 0.036606 0.005496 0.260669 1.068043
1618824_aVvi.7314 Transcr ibed locus, weakly similar to NP_192727.1 expressed protein [Arabidopsis thaliana] 8.830848 8.296533 12.26676 10.67581 16 3.142552 3.052508 3.616682 3.416274 0.0623905 3.813683 0.09775133 10595 1.3369522 down 3.09753 3.516478 0.06367 0.14171 -0.4189479 0.880862
1618825_aVvi.7705 Transcr ibed locus, weakly similar to NP_191528.1 calmodulin-binding family protein [Arabido  1899.067 1884.132 1863.14 1925.545 16 10.89108 10.87968 10.86352 10.91105 0.9449362 0.07799 0.9530881 16459 1.0013217 down 10.88538 10.88729 0.008054 0.033609 -0.001905 0.999825
1618826_aVvi.15309 Transcr ibed locus 4.613442 4.654053 4.433519 4.425386 16 2.205843 2.218488 2.148452 2.145803 0.00972 10.06893 0.03358614 4803 1.0461123 up 2.212165 2.147128 0.008941 0.001873 0.0650378 1.030291
1618827_aVvi.13442 Transcr ibed locus, weakly similar to NP_199238.1 expressed protein [Arabidopsis thaliana] 464.902 400.8022 300.8952 271.5885 16 8.860783 8.646747 8.233117 8.085279 0.044672 4.571304 0.07598036 9760 1.5100197 up 8.753765 8.159198 0.151346 0.104538 0.594567 1.072871
1618828_aVvi.15233 Transcr ibed locus 4.519104 4.543553 4.351359 4.360653 16 2.176037 2.183821 2.121466 2.124544 0.0053628 13.60035 0.02956287 3010 1.040245 up 2.179929 2.123005 0.005504 0.002177 0.0569234 1.026813
1618829_aVvi.2989 Transcr ibed locus, moderately similar to NP_188404.1 dihydroxyacetone kinase family protein 229.1089 241.2243 276.4585 282.8558 16 7.83989 7.914232 8.110919 8.143923 0.0253874 6.155976 0.0516775 8155 1.1895036 down 7.877061 8.12742 0.052568 0.023337 -0.250359 0.969196
1618830_at 18.5433 20.00775 23.21529 19.30392 16 4.212826 4.322487 4.537004 4.270822 0.4437592 0.946598 0.4974874 14808 1.0990493 down 4.267656 4.403913 0.077542 0.188219 -0.1362562 0.96906
1618831_aVvi.8441 Transcr ibed locus 237.9843 174.6296 301.6948 316.0204 16 7.894723 7.448154 8.236946 8.303874 0.1175531 2.652926 0.16216177 12034 1.5146372 down 7.671438 8.270411 0.315771 0.047325 -0.598973 0.927576
1618832_at 262.6705 285.7494 300.4857 260.4954 16 8.03711 8.158607 8.231153 8.025114 0.823802 0.253142 0.84733045 16140 1.021207 down 8.097858 8.128134 0.085911 0.145691 -0.030276 0.996275
1618833_at 4.61496 4.643078 4.466528 4.491885 16 2.206318 2.215082 2.159154 2.167321 0.0155549 7.924174 0.03954091 6530 1.0334456 up 2.2107 2.163238 0.006197 0.005775 0.0474624 1.02194
1618834_at 12.74464 12.92621 11.21454 10.71098 11 3.671819 3.692227 3.487299 3.421018 0.0223834 6.571273 0.04785078 7765 1.1711006 up 3.682023 3.454158 0.014431 0.046868 0.227865 1.065968
1618835_sVvi.6712 Transcr ibed locus, moderately similar to NP_187123.1 hevein-like protein (HEL) [Arabidopsis 19710.09 21005.07 23504.73 19841.71 16 14.26665 14.35845 14.52066 14.27625 0.5781048 0.658086 0.62270135 15412 1.0613562 down 14.31255 14.39846 0.064915 0.172826 -0.085909 0.994033
1618836_aVvi.95 GO:001602Homogentisate geranylgeranyl transferase (HGGT) 157.3522 189.1546 446.2367 388.4506 16 7.297854 7.563421 8.801665 8.601587 0.0166828 7.645005 0.04103233 6749 2.4132686 down 7.430637 8.701626 0.187785 0.141477 -1.2709886 0.853937
1618837_aVvi.4764 Transcr ibed locus 3.503701 3.524351 3.405343 3.419963 16 1.80888 1.817358 1.7678 1.773981 0.0150844 8.049679 0.03900806 6419 1.0297029 up 1.813119 1.770891 0.005995 0.00437 0.0422281 1.023846
1618838_aVvi.5042 Transcr ibed locus, moderately similar to NP_567078.1 signaling molecule-related [Arabidops 377.2985 384.5994 351.7049 325.7004 16 8.559563 8.587213 8.458221 8.347402 0.0961894 2.986875 0.13739447 11622 1.1255078 up 8.573387 8.402811 0.019551 0.078361 0.170576 1.0203
1618839_sVvi.7732 Transcr ibed locus, moderately similar to NP_176280.1 ATP citrate-lyase -related [Arabidopsi 6121.113 5802.384 6345.027 5595.407 16 12.57958 12.50243 12.63141 12.45003 0.9979574 0.002893 0.998258 16596 1.0001976 up 12.541 12.54072 0.054552 0.128257 0.000285 1.000023
1618840_aVvi.11746 Transcr ibed locus 42.38605 44.38197 93.46944 111.964 16 5.405518 5.471902 6.546423 6.806891 0.0115819 9.211103 0.03547655 5419 2.3586266 down 5.43871 6.676657 0.046941 0.184179 -1.237947 0.814586
1618841_sVvi.11114 Transcr ibed locus 290.5095 322.7726 526.4819 554.0035 16 8.182442 8.334374 9.04024 9.113751 0.0104618 9.699929 0.03450609 5031 1.7636793 down 8.258408 9.076996 0.107433 0.05198 -0.818588 0.909817
1618842_aVvi.8739 Transcr ibed locus, moderately similar to XP_464354.1 putative ankyrin repeat-containing prot 63.92024 65.27944 86.84438 73.321 16 5.998201 6.028557 6.44036 6.196155 0.1315018 2.477831 0.1775098 12298 1.2353144 down 6.013379 6.318257 0.021465 0.172679 -0.3048783 0.951746
1618843_aVvi.15889 Transcr ibed locus 3.420147 3.434945 3.309386 3.32398 16 1.774058 1.780287 1.726564 1.732912 0.0086742 10.66708 0.03230533 4456 1.0334259 up 1.777173 1.729738 0.004404 0.004489 0.0474351 1.027423
1618844_aVvi.5219 Transcr ibed locus, moderately similar to NP_200159.1 acyl-CoA binding protein, putative / AC 798.3063 838.5582 928.988 870.5649 16 9.640799 9.711767 9.859516 9.765808 0.1460968 2.320383 0.19345185 12537 1.0991431 down 9.676283 9.812662 0.050182 0.066262 -0.136379 0.986102
1618845_aVvi.7657 Transcr ibed locus, moderately similar to NP_194744.2 expressed protein [Arabidopsis thalian 144.8076 165.2384 231.9739 228.7206 16 7.177994 7.368405 7.857819 7.837443 0.0266773 5.999323 0.05311986 8336 1.48909 down 7.2732 7.847631 0.134641 0.014408 -0.5744309 0.926802
1618846_aVvi.14621 Transcr ibed locus 81.82649 71.01395 74.70898 68.71994 16 6.354496 6.150031 6.22321 6.102657 0.5301643 0.752699 0.57933223 15191 1.0638758 up 6.252263 6.162933 0.144579 0.085244 0.0893297 1.014495
1618847_sVvi.10087 Transcr ibed locus, moderately similar to NP_191908.1 ribosomal protein L1 family protein [Ar 463.6437 434.9431 295.885 275.6218 16 8.856873 8.764683 8.208893 8.106546 0.01094 9.482116 0.03495031 5195 1.5724978 up 8.810778 8.15772 0.065188 0.07237 0.653058 1.080054
1618848_aVvi.12895 Transcr ibed locus, moderately similar to NP_194311.1 xyloglucan:xyloglucosyl transferase, p 4.681058 4.64366 4.448803 4.488107 16 2.226835 2.215262 2.153417 2.166107 0.0190718 7.137105 0.04392758 7207 1.0433955 up 2.221048 2.159762 0.008183 0.008973 0.0612863 1.028376
1618849_aVvi.215 Transcr ibed locus, moderately similar to NP_194113.1 glycoside hydrolase family 28 protein / 269.0945 261.5109 419.3964 458.8615 16 8.071969 8.030727 8.712171 8.841915 0.0086842 10.66089 0.03230533 4461 1.6536967 down 8.051348 8.777042 0.029162 0.091743 -0.725694 0.917319
1618850_aVvi.15112 Transcr ibed locus 5.331103 5.214892 5.19521 5.422688 16 2.414434 2.382638 2.377182 2.439008 0.8091239 0.274995 0.83435243 16099 1.006648 down 2.398536 2.408095 0.022483 0.043718 -0.0095593 0.99603
1618851_aVvi.8019 Transcr ibed locus, moderately similar to NP_567281.2 vacuolar protein sorting-associated pr 328.6213 287.7419 228.8205 227.764 16 8.360282 8.168632 7.838073 7.831396 0.0463521 4.481723 0.07799111 9866 1.3469747 up 8.264457 7.834734 0.135517 0.004721 0.429723 1.054848
1618852_aVvi.6462 Transcr ibed locus, weakly similar to NP_568185.1 mitochondrial transcr iption termination fac 52.87847 71.04663 80.50522 122.2613 16 5.724608 6.150695 6.33101 6.933824 0.2005027 1.882332 0.25225416 13195 1.6186213 down 5.937652 6.632417 0.301289 0.426254 -0.6947654 0.895247
1618853_aVvi.15432 Transcr ibed locus 364.7189 380.9384 413.6838 370.612 16 8.510641 8.573414 8.692385 8.533766 0.4924897 0.832974 0.5441444 15025 1.0504793 down 8.542027 8.613075 0.044387 0.112161 -0.071048 0.991751
1618854_aVvi.4350 Transcr ibed locus, moderately similar to NP_563871.1 leucine-rich repeat family protein [Ara 76.34427 80.18385 95.75256 110.0002 16 6.254448 6.32524 6.581239 6.781363 0.066288 3.688201 0.10248774 10737 1.311718 down 6.289844 6.681301 0.050058 0.141509 -0.3914574 0.94141
1618855_at 18.51131 20.11973 16.85194 16.21039 16 4.210335 4.330539 4.074843 4.018847 0.0778094 3.372263 0.11617873 11118 1.1676373 up 4.270437 4.046845 0.084997 0.039595 0.2235925 1.055251
1618856_at 25.72689 27.07689 25.66653 25.82873 8 4.685206 4.75899 4.681816 4.690905 0.4377843 0.961429 0.49236986 14760 1.0250807 up 4.722098 4.68636 0.052174 0.006427 0.0357376 1.007626
1618857_aVvi.6865 Transcr ibed locus, moderately similar to NP_198883.1 PQ-loop repeat family protein / transm 2122.246 2072.298 2553.361 2663.72 16 11.05138 11.01702 11.31818 11.37923 0.0121763 8.979429 0.03603134 5609 1.2435879 down 11.0342 11.3487 0.024297 0.043165 -0.314508 0.972287
1618858_at 619.428 608.6181 1074.807 1038.916 16 9.274793 9.249393 10.06986 10.02086 0.0012389 28.38458 0.02331889 879 1.7210271 down 9.262093 10.04536 0.01796 0.034647 -0.783269 0.922027
1618859_aVvi.12672 Transcr ibed locus 135.1086 131.5138 158.9287 152.1776 16 7.077976 7.03907 7.312236 7.249612 0.0263898 6.03325 0.05283053 8292 1.1666733 down 7.058523 7.280924 0.027511 0.044282 -0.222401 0.969454
1618860_aVvi.13748 Transcr ibed locus 224.3894 269.3752 194.7154 185.985 16 7.809861 8.073473 7.605223 7.539043 0.1128113 2.719236 0.15674064 11948 1.2919354 up 7.941667 7.572133 0.186402 0.046796 0.369534 1.048802
1618861_s_at 2.536158 2.549508 2.465623 2.479135 16 1.342645 1.350219 1.301952 1.309837 0.017705 7.415225 0.04226299 6954 1.0284967 up 1.346432 1.305895 0.005356 0.005576 0.0405372 1.031042
1618862_aVvi.9860 Transcr ibed locus, weakly similar to NP_173716.1 armadillo/beta-catenin repeat family protein 545.5718 496.0622 253.6098 247.3369 16 9.091625 8.954377 7.986466 7.950334 0.0044972 14.86142 0.02926091 2545 2.0771432 up 9.023001 7.9684 0.097049 0.02555 1.054601 1.132348
1618863_aVvi.9370 Transcr ibed locus, moderately similar to NP_566736.1 glycosyl hydrolase family 31 protein [A 477.1977 490.9698 576.7989 492.5678 16 8.898443 8.93949 9.171925 8.944179 0.3523659 1.202036 0.4083755 14324 1.101207 down 8.918966 9.058052 0.029025 0.161041 -0.139086 0.984645
1618864_aVvi.13169 Transcr ibed locus, strongly similar to NP_563813.2 60S ribosomal protein L10A (RPL10aA) 10736.58 10302.38 11775.72 11494.4 16 13.39025 13.33069 13.52353 13.48864 0.0518399 4.219416 0.08490144 10136 1.106204 down 13.36047 13.50609 0.042114 0.024666 -0.145617 0.989218
1618865_aVvi.9579 Transcr ibed locus, weakly similar to NP_916641.1 putative alpha-amylase [Oryza sativa (japon  60.36867 67.83878 46.39798 44.46861 16 5.915728 6.084038 5.53599 5.474715 0.0312667 5.521851 0.05892005 8809 1.4088614 up 5.999883 5.505353 0.119014 0.043328 0.4945297 1.089827
1618866_sVvi.2518 Transcr ibed locus, moderately similar to NP_566732.1 dienelactone hydrolase family protein [ 7735.195 7513.687 4364.816 4314.429 16 12.91722 12.87531 12.09171 12.07495 7.70E-04 36.01827 0.02212453 574 1.7567793 up 12.89626 12.08333 0.02964 0.011845 0.812933 1.067277
1618867_aVvi.15681 Transcr ibed locus 5.16567 5.166831 4.940547 4.897262 16 2.368956 2.36928 2.304671 2.291975 0.0079492 11.14903 0.03158117 4176 1.050295 up 2.369118 2.298323 2.29E-04 0.008977 0.0707945 1.030803
1618868_aVvi.750 Transcr ibed locus, moderately similar to NP_180196.1 smr (Small MutS Related) domain-co 681.9602 599.1844 644.5283 549.9567 16 9.413544 9.226856 9.3321 9.103174 0.5592461 0.694408 0.60560983 15330 1.0736791 up 9.3202 9.217637 0.132008 0.161875 0.102563 1.011127
1618869_aVvi.9364 Transcr ibed locus, moderately similar to NP_194192.1 expressed protein [Arabidopsis thalian 18.29985 20.02678 64.90173 84.02004 16 4.193759 4.323859 6.020186 6.392662 0.0101042 9.872748 0.03399048 4928 3.8573623 down 4.258809 6.206424 0.091994 0.263381 -1.9476148 0.686194
1618870_aVvi.8158 Transcr ibed locus 101.2942 101.8033 140.3098 115.7432 16 6.662408 6.669641 7.132472 6.854784 0.1423447 2.358711 0.1893291 12481 1.2549269 down 6.666024 6.993628 0.005114 0.196355 -0.3276035 0.953157
1618871_aVvi.10533 Transcr ibed locus, weakly similar to NP_568046.1 thaumatin, putative [Arabidopsis thaliana] 136.7503 171.8222 543.5696 491.185 16 7.0954 7.424772 9.086321 8.940123 0.0103984 9.729894 0.03441097 5015 3.3709044 down 7.260086 9.013222 0.232901 0.103378 -1.753136 0.805493
1618872_aVvi.6091 Transcr ibed locus 7.467224 7.48652 6.990358 6.982309 16 2.900572 2.904295 2.805366 2.803704 4.33E-04 48.02157 0.01871624 380 1.0702132 up 2.902434 2.804535 0.002633 0.001175 0.0978982 1.034907
1618873_aVvi.6557 Transcr ibed locus, moderately similar to NP_850625.1 imidazoleglycerol-phosphate dehydrat 6210.864 5924.734 5908.175 6199.285 16 12.60058 12.53253 12.5285 12.59789 0.9510987 0.06924 0.95854676 16472 1.0023348 up 12.56656 12.56319 0.048115 0.049066 0.003365 1.000268
1618874_at 4.20993 4.223933 4.060972 4.080797 16 2.073796 2.078587 2.021825 2.028851 0.0069181 11.96037 0.03077344 3727 1.0358776 up 2.076191 2.025338 0.003388 0.004968 0.0508534 1.025109
1618875_sVvi.5203 Transcr ibed locus, moderately similar to NP_188271.1 auxin-responsive AUX/IAA family prote  162.8975 209.6789 694.0704 648.8751 16 7.34782 7.712038 9.438938 9.341797 0.0101077 9.871033 0.03399048 4931 3.6311798 down 7.529929 9.390368 0.257541 0.068689 -1.8604385 0.801878
1618876_aVvi.7233 Transcr ibed locus 5.986464 6.219367 5.687567 5.670246 16 2.581704 2.636768 2.507812 2.503411 0.0642681 3.751857 0.10002608 10666 1.0744693 up 2.609236 2.505611 0.038936 0.003111 0.1036244 1.041357
1618877_aVvi.10208 Transcr ibed locus, moderately similar to NP_196710.1 adaptin family protein [Arabidopsis tha 420.4053 431.3648 454.8306 427.2189 16 8.715637 8.752765 8.829186 8.738832 0.4151181 1.019762 0.47039732 14650 1.0351261 down 8.734201 8.784008 0.026253 0.06389 -0.049807 0.99433
1618878_aVvi.2409 Transcr ibed locus 9.808632 9.590899 9.081266 9.03927 16 3.294052 3.261666 3.182894 3.176206 0.0271412 5.945687 0.05366186 8396 1.0705181 up 3.277859 3.17955 0.0229 0.004729 0.0983093 1.030919
1618879_sVvi.3530 Transcr ibed locus, moderately similar to XP_465274.1 nuclear protein-like [Oryza sativa (japo 394.8556 362.9351 346.6846 329.8191 16 8.625181 8.503568 8.43748 8.365531 0.1476164 2.305246 0.1951216 12559 1.1195116 up 8.564375 8.401505 0.085994 0.050876 0.16287 1.019386
1618880_aVvi.13112 Transcr ibed locus, moderately similar to NP_194505.2 expressed protein [Arabidopsis thalian 766.1256 758.6378 799.0909 712.7531 16 9.581437 9.567267 9.642216 9.477259 0.8761233 0.176548 0.8931228 16285 1.0101819 up 9.574352 9.559737 0.010019 0.116642 0.014615 1.001529
1618881_x_at 7.048226 7.085208 6.649796 6.702817 16 2.81726 2.82481 2.73331 2.744768 0.0069283 11.95148 0.03077344 3733 1.0584818 up 2.821035 2.739039 0.005339 0.008102 0.0819964 1.029936
1618882_aVvi.2879 Transcr ibed locus, moderately similar to NP_568867.1 cytochrome c oxidase subunit 6b, puta 1726.993 1641.382 1677.506 1694.677 16 10.75405 10.6807 10.7121 10.72679 0.9607639 0.055532 0.96623474 16507 1.0014408 down 10.71737 10.71945 0.051867 0.010389 -0.002077 0.999806
1618883_aVvi.367 Transcr ibed locus, strongly similar to NP_910779.1 putative NADH dehydrogenase [Oryza sa 125.9113 122.8407 118.639 112.5743 16 6.976264 6.940644 6.890434 6.814733 0.1270408 2.530889 0.17262495 12217 1.0761437 up 6.958454 6.852583 0.025187 0.053529 0.1058707 1.01545
1618884_aVvi.11443 Transcr ibed locus, moderately similar to NP_181299.1 myb family transcr iption factor (MYB9 13.96659 13.33873 14.1714 14.68117 16 3.803908 3.737549 3.824911 3.875895 0.1971911 1.904183 0.24863425 13166 1.0567793 down 3.770729 3.850403 0.046923 0.036051 -0.079674 0.979308
1618885_aVvi.3596 Transcr ibed locus 5.743025 5.811914 5.463298 5.39816 16 2.521811 2.539013 2.449772 2.432468 0.0181612 7.318951 0.04285752 7034 1.0638481 up 2.530412 2.44112 0.012164 0.012236 0.0892922 1.036578
1618886_aVvi.12670 Transcr ibed locus, weakly similar to NP_175409.1 expressed protein [Arabidopsis thaliana] 6.441883 6.485683 10.73682 7.177636 16 2.687482 2.697259 3.424495 2.843509 0.2678609 1.520067 0.32313806 13761 1.3581394 down 2.69237 3.134002 0.006913 0.41082 -0.4416316 0.859084
1618887_aVvi.4040 Transcr ibed locus, moderately similar to NP_723089.1 CG7269-PA, isoform A [Drosophila m 6.3242 6.378014 6.144691 6.151344 16 2.660883 2.673107 2.61934 2.620902 0.0168446 7.607272 0.04119821 6787 1.0330242 up 2.666995 2.620121 0.008644 0.001104 0.046874 1.01789
1618888_aVvi.3871 Transcr ibed locus 202.0474 178.4514 232.6334 319.9672 16 7.65855 7.479387 7.861915 8.32178 0.1682399 2.118918 0.21775311 12826 1.4368193 down 7.568969 8.091847 0.126687 0.325174 -0.522878 0.935382
1618889_at 4.301638 4.309825 4.13056 4.139775 16 2.104886 2.107629 2.046337 2.049552 0.0013107 27.59482 0.02357308 921 1.0412472 up 2.106258 2.047945 0.00194 0.002273 0.0583127 1.028474
1618890_aVvi.9812 Transcr ibed locus, weakly similar to NP_172519.1 expressed protein [Arabidopsis thaliana] 331.3928 366.527 615.0768 553.385 16 8.372398 8.517776 9.264623 9.11214 0.019499 7.056183 0.04449292 7274 1.6739933 down 8.445087 9.188381 0.102797 0.107822 -0.743294 0.919105
1618891_aVvi.2356 Transcr ibed locus, weakly similar to NP_192880.1 short-chain dehydrogenase/reductase (SD 5.734047 5.768322 5.533402 5.489574 16 2.519554 2.528152 2.468167 2.456694 0.0133485 8.56844 0.03724467 5949 1.043494 up 2.523853 2.462431 0.00608 0.008112 0.0614223 1.024944
1618892_at 44.67049 42.3148 22.3194 20.16352 16 5.48125 5.403091 4.480227 4.333676 0.0063738 12.46573 0.03038486 3480 2.049425 up 5.44217 4.406951 0.055267 0.103627 1.035219 1.234906
1618893_at 2375.071 2459.704 1140.181 1180.285 16 11.21376 11.26427 10.15505 10.20492 0.0011213 29.83787 0.0230302 804 2.0835283 up 11.23901 10.17998 0.035719 0.035265 1.059029 1.104031
1618894_at 2.824086 2.074687 3.301046 2.77206 9 1.497784 1.052894 1.722923 1.470959 0.335361 1.258011 0.39162013 14216 1.2497174 down 1.275339 1.596941 0.314585 0.178166 -0.3216019 0.798614
1618895_aVvi.9267 Transcr ibed locus 137.2623 110.3706 100.9611 104.686 16 7.100792 6.786212 6.657656 6.709924 0.2448978 1.628835 0.2989993 13597 1.1972395 up 6.943502 6.68379 0.222442 0.036959 0.259712 1.038857
1618896_aVvi.14833 Transcr ibed locus 5.269737 5.290767 5.124085 5.052825 16 2.397731 2.403477 2.357294 2.33709 0.0365588 5.085521 0.06565868 9243 1.037716 up 2.400604 2.347192 0.004063 0.014287 0.0534117 1.022756
1618897_aVvi.288 Transcr ibed locus, weakly similar to NP_194380.1 BolA-like family protein / Fe-S metabolism 133.1222 138.4973 134.4992 143.0866 16 7.056607 7.113714 7.071453 7.160745 0.6184284 0.583794 0.66077673 15537 1.0216769 down 7.08516 7.116099 0.04038 0.063139 -0.0309391 0.995652
1618898_at 4.523707 4.507334 4.357471 4.380548 16 2.177506 2.172274 2.123491 2.131111 0.0092998 10.29716 0.03315336 4656 1.0335361 up 2.17489 2.127301 0.003699 0.005388 0.0475888 1.022371
1618899_at 7.918105 6.329748 5.778981 5.793738 16 2.985155 2.662148 2.530815 2.534494 0.2133863 1.801681 0.26606378 13314 1.2234854 up 2.823652 2.532655 0.228401 0.002602 0.2909968 1.114898
1618900_aVvi.8674 Transcr ibed locus 7.568303 7.604085 7.255378 8.028996 16 2.91997 2.926775 2.859051 3.005219 0.9156124 0.119769 0.92864543 16368 1.0060924 down 2.923372 2.932135 0.004811 0.103357 -0.0087627 0.997011
1618901_aVvi.10216 Transcr ibed locus, weakly similar to NP_850218.1 ubiquitin-conjugating enzyme family protei 94.75468 81.05522 58.68659 64.31079 16 6.566125 6.340833 5.874959 6.006989 0.0591969 3.925305 0.0938495 10469 1.4265255 up 6.453479 5.940974 0.159306 0.093359 0.5125055 1.086266
1618902_aVvi.12741 Transcr ibed locus 135.0528 150.8106 105.5898 102.57 16 7.077381 7.236594 6.722326 6.680464 0.031126 5.534922 0.05874877 8795 1.3713455 up 7.156987 6.701395 0.112581 0.029601 0.455592 1.067985
1618903_at 547.1537 513.9396 480.3753 501.4417 16 9.095802 9.005455 8.908018 8.969938 0.178334 2.038726 0.22846675 12958 1.0804636 up 9.050629 8.938978 0.063885 0.043784 0.111651 1.01249
1618904_aVvi.7900 Transcr ibed locus, weakly similar to NP_178546.2 cellular repressor of E1A-stimulated gene 1006.85 1057.733 766.385 722.9969 16 9.975633 10.04676 9.581925 9.497846 0.0133767 8.55923 0.03727415 5957 1.3863684 up 10.0112 9.539886 0.050294 0.059453 0.4713105 1.049404
1618905_aVvi.7031 Transcr ibed locus, weakly similar to NP_565603.1 expressed protein [Arabidopsis thaliana] 886.728 944.1708 951.3405 916.6863 16 9.792348 9.882904 9.893818 9.840284 0.6321561 0.559433 0.67332107 15586 1.0206057 down 9.837626 9.867051 0.064033 0.037854 -0.0294255 0.997018
1618906_aVvi.5268 Transcr ibed locus 29.29991 27.9401 48.49905 39.3436 16 4.872824 4.804266 5.599885 5.298057 0.0586747 3.944392 0.09321703 10449 1.5267099 down 4.838545 5.448971 0.048478 0.213424 -0.610426 0.887974
1618907_x_at 11.38165 11.564 9.93224 9.535131 8 3.508638 3.531569 3.312119 3.253253 0.0172446 7.516209 0.04169149 6866 1.1788805 up 3.520103 3.282686 0.016214 0.041625 0.2374174 1.072324
1618908_aVvi.15580 Transcr ibed locus 4.503245 4.523342 4.385051 4.412847 16 2.170965 2.177389 2.132594 2.14171 0.0219371 6.640056 0.04734794 7691 1.0259962 up 2.174177 2.137152 0.004543 0.006446 0.0370255 1.017325
1618909_aVvi.5760 Transcr ibed locus 57.35254 56.68138 114.0777 109.2176 16 5.841785 5.824803 6.833873 6.771062 0.0011249 29.79057 0.0230302 807 1.9577186 down 5.833294 6.802467 0.012008 0.044414 -0.9691733 0.857526
1618910_aVvi.15508 Transcr ibed locus 3.755226 3.763301 3.635038 3.739389 16 1.9089 1.911999 1.86197 1.902803 0.3040511 1.370606 0.35950837 14040 1.0196421 up 1.910449 1.882386 0.002191 0.028873 0.0280629 1.014908
1618911_aVvi.7408 Transcr ibed locus, weakly similar to XP_475666.1 putative thioredoxin H-type (TRX-H) (TrxT 4588.876 4053.877 4721.21 4841.609 16 12.16393 11.98509 12.20494 12.24127 0.2449487 1.62858 0.29901755 13599 1.108493 down 12.07451 12.22311 0.126457 0.025689 -0.148599 0.987843
1618912_aVvi.9946 Transcr ibed locus, moderately similar to NP_568834.1 zinc finger (C3HC4-type RING finger 4.327025 4.344285 4.248679 4.159042 16 2.113375 2.119119 2.087014 2.056251 0.1041443 2.851233 0.14669979 11785 1.0314074 up 2.116247 2.071633 0.004061 0.021753 0.0446143 1.021536
1618913_aVvi.15253 Transcr ibed locus 3.461162 3.471537 3.355717 3.36092 16 1.791257 1.795575 1.746621 1.748856 0.002821 18.78773 0.0270467 1725 1.0321674 up 1.793416 1.747739 0.003053 0.001581 0.0456769 1.026135
1618914_aVvi.7493 Transcr ibed locus, strongly similar to NP_849529.1 histone H3.2 [Arabidopsis thaliana] 1271.186 1281.147 1381.395 1428.885 16 10.31196 10.32322 10.43191 10.48067 0.0310404 5.542924 0.05864041 8787 1.1009145 down 10.31759 10.45629 0.007963 0.034481 -0.138702 0.986735
1618915_aVvi.6726 Transcr ibed locus, weakly similar to NP_187098.1 endoribonuclease L-PSP family protein [Ar  153.8731 141.7327 270.3874 259.8774 16 7.265598 7.147028 8.078884 8.021688 0.0060276 12.82204 0.03011773 3319 1.7949855 down 7.206313 8.050285 0.083841 0.040444 -0.843972 0.895162
1618916_aVvi.2319 Transcr ibed locus, moderately similar to XP_469737.1 cysteine synthase [Oryza sativa (japon 232.4723 215.8335 296.2365 264.2707 16 7.860915 7.753775 8.210606 8.045873 0.0823389 3.265946 0.12121927 11276 1.2491045 down 7.807344 8.128239 0.075759 0.116484 -0.3208946 0.960521
1618917_aVvi.5374 Transcr ibed locus, moderately similar to XP_469773.1 putative oligopeptide transporter prote 5.379226 5.342544 5.208873 5.230337 16 2.427399 2.417527 2.380971 2.386904 0.0216219 6.689905 0.04687479 7657 1.0270635 up 2.422463 2.383937 0.006981 0.004195 0.0385253 1.01616
1618918_aVvi.2767 Transcr ibed locus, moderately similar to NP_683507.1 expressed protein [Arabidopsis thalian 10.22832 8.153178 7.647811 7.127192 16 3.354498 3.027362 2.935047 2.833334 0.2152167 1.790746 0.26790336 13336 1.2369094 up 3.19093 2.88419 0.23132 0.071922 0.3067398 1.106352
1618919_aVvi.792 Transcr ibed locus, weakly similar to NP_187172.1 nucleotide repair protein, putative [Arabido 19.94023 20.0068 18.47272 18.67891 16 4.31761 4.322418 4.207324 4.223338 0.0063176 12.52157 0.03037211 3449 1.075258 up 4.320014 4.215331 0.0034 0.011324 0.104683 1.024834
1618920_aVvi.15455 Transcr ibed locus 3.462317 3.464577 3.353892 3.36724 16 1.791738 1.792679 1.745836 1.751567 0.0044245 14.98376 0.02922683 2508 1.0306163 up 1.792209 1.748702 6.66E-04 0.004052 0.0435072 1.02488
1618921_at 7.860293 7.993526 7.229308 7.193727 16 2.974583 2.998832 2.853858 2.846739 0.0084722 10.79516 0.03208511 4382 1.0991658 up 2.986707 2.850298 0.017147 0.005033 0.136409 1.047858
1618922_aVvi.12997 Transcr ibed locus, weakly similar to NP_197460.1 expressed protein [Arabidopsis thaliana] 75.56601 90.96973 100.5597 108.6952 16 6.239666 6.507314 6.651909 6.764144 0.1476074 2.305336 0.1951216 12558 1.2609723 down 6.37349 6.708026 0.189256 0.079362 -0.3345364 0.950129
1618923_x_at 11.87479 12.05634 10.23662 10.3821 16 3.56983 3.59172 3.355668 3.376027 0.0048016 14.37926 0.02932456 2712 1.1606455 up 3.580775 3.365847 0.015478 0.014396 0.2149275 1.063855
1618924_aVvi.10317 Transcr ibed locus, weakly similar to NP_909920.1 unknown protein [Oryza sativa (japonica cu 54.05338 44.19161 65.84129 60.12713 16 5.756313 5.465701 6.040921 5.909945 0.1495291 2.286496 0.19747686 12570 1.287369 down 5.611007 5.975432 0.205494 0.092614 -0.3644257 0.939013
1618925_aVvi.12801 Transcr ibed locus 5.987649 6.973907 5.65378 5.597204 16 2.58199 2.801967 2.499216 2.484706 0.2112527 1.814585 0.2637204 13298 1.1487123 up 2.691979 2.491961 0.155548 0.01026 0.2000175 1.080265
1618926_at 9.161662 9.629111 13.0173 14.73277 16 3.195609 3.267403 3.702359 3.880957 0.0282752 5.820123 0.0550559 8525 1.4744241 down 3.231506 3.791657 0.050766 0.126288 -0.5601515 0.852267
1618927_aVvi.14647 Transcr ibed locus 128.0419 154.0236 116.5838 114.6118 16 7.000473 7.267008 6.865223 6.840612 0.1707618 2.098282 0.22034718 12865 1.2148875 up 7.13374 6.852918 0.188469 0.017403 0.2808227 1.040979
1618928_aVvi.4342 Transcr ibed locus, weakly similar to NP_201420.1 ferredoxin--NADP(+) reductase, putative / 4.811167 4.832095 4.672232 4.664387 16 2.266387 2.272649 2.224112 2.221688 0.005147 13.8849 0.02943507 2902 1.0328411 up 2.269518 2.2229 0.004428 0.001714 0.0466183 1.020972
1618929_aVvi.9728 Transcr ibed locus 4.282242 4.30297 4.138595 4.133443 16 2.098367 2.105333 2.049141 2.047344 0.0044724 14.90281 0.02926091 2533 1.0378565 up 2.10185 2.048243 0.004926 0.001271 0.053607 1.026172
1618930_at 149.039 133.476 171.6343 164.6301 16 7.219545 7.060437 7.423194 7.363084 0.0967537 2.976734 0.13803422 11636 1.1918052 down 7.139991 7.393139 0.112507 0.042504 -0.2531484 0.965759
1618931_aVvi.7531 Transcr ibed locus, moderately similar to NP_921687.1 putative endoplasmic reticulum membr 3653.697 3590.054 3460.502 3536.319 16 11.83514 11.80979 11.75677 11.78803 0.1306672 2.487566 0.17664166 12280 1.035313 up 11.82247 11.7724 0.017926 0.022109 0.050067 1.004253
1618932_sVvi.3214 Transcr ibed locus, strongly similar to NP_187644.1 transcr iption initiation factor IIB-2 / gene 708.3792 708.132 664.928 572.9611 16 9.468378 9.467875 9.377054 9.162293 0.2058381 1.848121 0.2580086 13244 1.1474664 up 9.468126 9.269674 3.56E-04 0.151859 0.198452 1.021409
1618933_aVvi.9403 Transcr ibed locus, moderately similar to NP_922170.1 putative glycine-rich protein [Oryza sa 81.12016 98.35126 67.37495 70.68758 16 6.341988 6.619872 6.074141 6.143385 0.1216102 2.599108 0.1665957 12118 1.2942955 up 6.48093 6.108763 0.196493 0.048963 0.3721673 1.060924
1618934_aVvi.4099 Transcr ibed locus, moderately similar to NP_197777.1 expressed protein [Arabidopsis thalian 76.68248 77.90702 68.87045 69.49859 16 6.260825 6.283681 6.105814 6.118912 0.0067183 12.13877 0.03067327 3634 1.117202 up 6.272253 6.112363 0.016162 0.009262 0.15989 1.026158
1618935_aVvi.3704 Transcr ibed locus 6.733885 6.79187 6.282227 6.269501 16 2.751439 2.763809 2.651276 2.648351 0.0034571 16.96354 0.02794284 2053 1.0775915 up 2.757624 2.649813 0.008747 0.002069 0.1078106 1.040686
1618936_aVvi.12153 Transcr ibed locus 36.1156 37.89675 45.03211 38.9824 16 5.17455 5.244002 5.492882 5.284751 0.243367 1.636549 0.29745576 13582 1.1325232 down 5.209276 5.388817 0.04911 0.147171 -0.179541 0.966683
1618937_aVvi.1121 Transcr ibed locus, weakly similar to NP_567837.1 expressed protein [Arabidopsis thaliana] 298.853 300.3842 327.2517 320.2217 16 8.223292 8.230665 8.354257 8.322927 0.0201616 6.93573 0.04519432 7403 1.0804365 down 8.226978 8.338593 0.005213 0.022153 -0.111615 0.986615
1618938_aVvi.12440 Transcr ibed locus 14.48272 14.91932 13.2531 13.30288 16 3.856261 3.89911 3.728258 3.733666 0.0209821 6.79448 0.046053 7563 1.1070522 up 3.877686 3.730962 0.030299 0.003824 0.1467232 1.039326
1618939_aVvi.9299 Transcr ibed locus, moderately similar to NP_566118.1 NPL4 family protein [Arabidopsis thali 784.0985 823.6586 754.8216 760.484 16 9.614891 9.685903 9.559992 9.570774 0.1415283 2.367235 0.18843955 12468 1.0606976 up 9.650396 9.565383 0.050213 0.007624 0.085013 1.008888
1618940_aVvi.10316 Transcr ibed locus, moderately similar to NP_908379.1 putative 1-deoxy-D-xylulose 5-phospha      962.0051 992.251 642.5808 638.8017 16 9.909901 9.954561 9.327734 9.319224 0.0013915 26.77948 0.02397054 959 1.5249398 up 9.932231 9.323479 0.03158 0.006017 0.608752 1.065292
1618941_aVvi.11741 Transcr ibed locus, moderately similar to NP_188401.1 expressed protein [Arabidopsis thalian 111.6395 116.2439 119.2992 122.4539 16 6.802704 6.861011 6.898441 6.936095 0.132954 2.461098 0.17919686 12316 1.0609893 down 6.831858 6.917268 0.041229 0.026625 -0.0854103 0.987653
1618942_aVvi.2701 Transcr ibed locus, weakly similar to XP_474698.1 OSJNBb0003A12.6 [Oryza sativa (japonica 117.8433 127.3839 112.031 112.9996 16 6.880726 6.99304 6.807755 6.820174 0.1615719 2.175578 0.21056722 12738 1.0889356 up 6.936883 6.813964 0.079418 0.008782 0.1229186 1.018039
1618943_aVvi.12723 Transcr ibed locus 44.75578 40.58642 38.28241 37.12136 16 5.484002 5.342925 5.25861 5.214178 0.1389775 2.394316 0.18571354 12423 1.1305852 up 5.413464 5.236394 0.099757 0.031418 0.1770696 1.033815
1618944_aVvi.10516 Transcr ibed locus, strongly similar to NP_568227.1 histone H3 [Arabidopsis thaliana] 82.8428 115.1269 2621.134 2912.926 16 6.372304 6.847081 11.35598 11.50825 0.0026618 19.34386 0.02679435 1648 28.293938 down 6.609693 11.43211 0.335718 0.107677 -4.8224214 0.578169
1618945_aVvi.10215 Transcr ibed locus, strongly similar to XP_472893.1 OSJNBa0044K18.22 [Oryza sativa (japon  1529.697 1418.729 1442.256 1501.868 16 10.57903 10.47038 10.49411 10.55254 0.9841836 0.022373 0.9868584 16556 1.000957 up 10.52471 10.52333 0.076825 0.041317 0.00138 1.000131
1618946_aVvi.355 Transcr ibed locus, weakly similar to XP_474215.1 OSJNBa0015K02.19 [Oryza sativa (japonic 941.9702 943.7303 1549.544 1685.902 16 9.879538 9.882231 10.59763 10.71931 0.0060689 12.77792 0.03013007 3342 1.7142556 down 9.880884 10.65847 0.001904 0.086039 -0.777582 0.927046
1618947_at 3.85212 3.873915 3.718363 3.74042 16 1.945653 1.953792 1.894668 1.9032 0.0132112 8.613756 0.03712028 5905 1.035831 up 1.949723 1.898934 0.005756 0.006033 0.0507886 1.026746
1618948_aVvi.15668 Transcr ibed locus 3.680871 3.69249 3.541321 3.555951 16 1.880047 1.884594 1.824287 1.830236 0.0045908 14.70807 0.02926091 2595 1.0389017 up 1.882321 1.827261 0.003215 0.004206 0.0550592 1.030132
1618949_aVvi.14370 Transcr ibed locus 6.689716 6.816078 6.347621 6.266666 16 2.741945 2.768942 2.666216 2.647698 0.0265294 6.016706 0.05297583 8313 1.0706496 up 2.755444 2.656957 0.01909 0.013094 0.0984865 1.037067
1618950_aVvi.15094 Transcr ibed locus 6.214273 6.508528 6.696127 6.896165 16 2.635586 2.702331 2.743327 2.785794 0.1368964 2.416927 0.18345766 12386 1.0685114 down 2.668958 2.764561 0.047196 0.030029 -0.0956023 0.965419
1618951_aVvi.1760 Transcr ibed locus 9.016979 9.066276 8.493759 8.699406 16 3.172644 3.18051 3.086403 3.120917 0.0541756 4.11976 0.08774003 10250 1.0518413 up 3.176577 3.10366 0.005562 0.024405 0.072917 1.023494
1618952_aVvi.11097 Transcr ibed locus 5.887273 5.915069 5.70881 5.739113 16 2.557599 2.564395 2.51319 2.520828 0.0132361 8.605486 0.03713761 5915 1.03096 up 2.560997 2.517009 0.004805 0.005401 0.0439882 1.017476
1618953_aVvi.15237 Transcr ibed locus 4.856729 4.959907 4.716922 4.685317 16 2.279985 2.310313 2.237846 2.228147 0.0597904 3.90391 0.09457313 10495 1.0440223 up 2.295149 2.232996 0.021445 0.006858 0.0621526 1.027834
1618954_aVvi.11059 Transcr ibed locus, weakly similar to XP_463935.1 hypothetical protein [Oryza sativa (japonica 137.1137 134.5619 86.80584 77.98333 16 7.099228 7.072126 6.439721 6.285094 0.0115734 9.214563 0.03547655 5415 1.6509197 up 7.085677 6.362407 0.019164 0.109338 0.72327 1.113679
1618955_aVvi.14419 Transcr ibed locus 4.648758 4.659092 4.516117 4.536522 16 2.216846 2.220049 2.175083 2.181587 0.0080679 11.06573 0.03159664 4235 1.028194 up 2.218447 2.178335 0.002265 0.004599 0.0401125 1.018414
1618956_aVvi.4086 Transcr ibed locus, weakly similar to NP_200038.1 transducin family protein / WD-40 repeat fa 445.9798 342.2524 6.149878 6.484753 16 8.800835 8.418917 2.620558 2.697052 0.0010692 30.55725 0.02259248 781 61.865826 up 8.609876 2.658805 0.270057 0.054089 5.9510713 3.238251
1618957_aVvi.13714 Transcr ibed locus, weakly similar to NP_190206.2 MutT/nudix family protein [Arabidopsis thal 294.3174 240.2586 232.6202 216.3547 16 8.201229 7.908445 7.861833 7.757255 0.2553124 1.577954 0.31005022 13670 1.185334 up 8.054837 7.809544 0.20703 0.073948 0.2452934 1.031409
1618958_at 4.120008 4.128862 3.958061 3.97382 16 2.042647 2.045744 1.984794 1.990527 0.0033043 17.35318 0.02783547 1959 1.0399654 up 2.044196 1.98766 0.00219 0.004054 0.0565355 1.028443



1618959_aVvi.6199 Transcr ibed locus 4.068388 4.09505 3.935087 3.946842 16 2.024457 2.033881 1.976396 1.980699 0.0103092 9.772593 0.03427398 4992 1.0357112 up 2.029169 1.978547 0.006664 0.003043 0.0506217 1.025585
1618960_aVvi.11035 Transcr ibed locus, weakly similar to NP_176419.2 aspartyl protease family protein [Arabidops 4.678948 4.698883 4.496331 4.503554 16 2.226184 2.232318 2.168748 2.171064 0.0030374 18.10328 0.02766159 1822 1.0419924 up 2.229251 2.169906 0.004337 0.001638 0.0593449 1.027349
1618961_at 52.85201 54.33164 52.86686 61.20572 16 5.723887 5.763721 5.724292 5.935595 0.5070714 0.801207 0.5576952 15093 1.061526 down 5.743804 5.829943 0.028167 0.149414 -0.0861395 0.985225
1618962_aVvi.40 Transcr ibed locus, moderately similar to NP_564433.1 transporter-related [Arabidopsis thalia 622.1445 613.8972 862.0564 835.7023 16 9.281106 9.261853 9.751638 9.706845 0.002824 18.77789 0.0270467 1727 1.3734103 down 9.27148 9.729242 0.013614 0.031674 -0.457762 0.95295
1618963_aVvi.2634 Transcr ibed locus, moderately similar to NP_564438.1 tRNA pseudouridine synthase family p 6.576038 6.020305 5.767048 5.739475 16 2.717219 2.589837 2.527833 2.520919 0.1801694 2.024805 0.23042697 12980 1.0936506 up 2.653528 2.524376 0.090073 0.004889 0.1291517 1.051162
1618964_aVvi.9096 Transcr ibed locus, moderately similar to NP_566192.1 NADH:ubiquinone oxidoreductase fam 1745.154 1794.957 1484.953 1471.279 16 10.76914 10.80973 10.5362 10.52286 0.0066904 12.16432 0.03067327 3617 1.197403 up 10.78944 10.52953 0.028705 0.009438 0.259908 1.024684
1618965_aVvi.11612 Transcr ibed locus 1256.56 1500.731 376.9894 425.0265 16 10.29526 10.55145 8.55838 8.731409 0.0074694 11.50569 0.03124114 3967 3.4306035 up 10.42336 8.644895 0.181151 0.12235 1.778462 1.205724
1618966_aVvi.15759 Transcr ibed locus 349.5537 383.5006 466.0546 447.8052 16 8.44937 8.583085 8.864355 8.806727 0.0482507 4.38605 0.08030663 9974 1.2477363 down 8.516228 8.835541 0.094551 0.040749 -0.319313 0.96386
1618967_aVvi.6299 Transcr ibed locus, weakly similar to NP_200151.2 expressed protein [Arabidopsis thaliana] 4.862701 4.885335 4.653275 4.678258 16 2.281758 2.288457 2.218247 2.225971 0.0065217 12.32218 0.03048215 3548 1.0446348 up 2.285108 2.222109 0.004737 0.005462 0.0629988 1.028351
1618968_aVvi.2615 Transcr ibed locus, weakly similar to NP_197325.1 myb family transcr iption factor [Arabidopsis 5.467915 5.458066 5.156649 5.152337 16 2.450991 2.44839 2.366434 2.365227 2.92E-04 58.49441 0.01827131 262 1.0598499 up 2.44969 2.36583 0.001839 8.53E-04 0.0838599 1.035446
1618969_aVvi.8427 Transcr ibed locus, weakly similar to NP_181798.1 expressed protein [Arabidopsis thaliana] 9.735809 10.28225 8.906042 11.28796 16 3.283301 3.362083 3.154784 3.496712 0.9876812 0.01742 0.98976773 16566 1.0021207 down 3.322692 3.325748 0.055708 0.24178 -0.0030562 0.999081
1618970_aVvi.14696 Transcr ibed locus 4.406936 4.419222 4.278515 4.301178 16 2.139776 2.143792 2.09711 2.104732 0.0109301 9.486455 0.03495031 5190 1.0287291 up 2.141784 2.100921 0.00284 0.005389 0.040863 1.01945
1618971_aVvi.4890 Transcr ibed locus 6.073748 6.072022 5.879016 5.917855 16 2.602587 2.602177 2.555575 2.565074 0.0125389 8.846182 0.03649785 5702 1.0295811 up 2.602382 2.560325 2.90E-04 0.006717 0.0420575 1.016427
1618972_aVvi.2614 Transcr ibed locus, strongly similar to NP_568092.1 expressed protein [Arabidopsis thaliana] 402.9634 388.8689 474.2856 384.8351 16 8.654505 8.60314 8.889612 8.588097 0.5465516 0.719494 0.59434396 15266 1.0792522 down 8.628822 8.738854 0.03632 0.213204 -0.110032 0.987409
1618973_s_at 737.0402 623.8202 11.56703 10.6062 14 9.5256 9.284987 3.531946 3.406836 5.21E-04 43.77577 0.01967435 439 61.21875 up 9.405293 3.469391 0.170139 0.088466 5.9359015 2.710935
1618974_aVvi.3003 Transcr ibed locus, moderately similar to NP_196751.2 eukaryotic translation initiation factor S 1522.363 1382.218 1554.742 1612.669 16 10.5721 10.43277 10.60246 10.65523 0.2317936 1.696976 0.28543514 13481 1.0915766 down 10.50243 10.62885 0.098519 0.037317 -0.126413 0.988107
1618975_aVvi.14736 Transcr ibed locus 4.515319 4.413464 4.276029 4.296747 16 2.174828 2.141912 2.096272 2.103245 0.0734293 3.483907 0.11099631 10982 1.041463 up 2.15837 2.099758 0.023276 0.004931 0.0586117 1.027914
1618976_aVvi.1069 Transcr ibed locus, weakly similar to NP_197175.1 expressed protein [Arabidopsis thaliana] 197.603 222.586 436.8832 400.6729 16 7.626461 7.798219 8.771104 8.646281 0.0111633 9.38522 0.0351249 5274 1.9949502 down 7.71234 8.708693 0.121451 0.088263 -0.996353 0.885591
1618977_aVvi.13096 Transcr ibed locus, moderately similar to NP_187938.2 transducin family protein / WD-40 repe 449.1042 432.6851 388.1795 377.0734 16 8.810906 8.757174 8.60058 8.558702 0.0266656 6.000688 0.05311623 8333 1.1522063 up 8.78404 8.579641 0.037995 0.029613 0.204399 1.023824
1618978_aVvi.7802 Transcr ibed locus, weakly similar to NP_200879.1 zinc finger (C3HC4-type RING finger) fam 554.61 521.3043 402.9362 373.3007 16 9.11533 9.025982 8.654408 8.544194 0.0219094 6.644406 0.04731259 7687 1.3864114 up 9.070656 8.5993 0.063178 0.077933 0.471356 1.054813
1618979_aVvi.5658 Transcr ibed locus 12.0515 13.04361 14.44139 12.66955 16 3.591141 3.705272 3.852138 3.663294 0.425511 0.992594 0.4805669 14699 1.0788614 down 3.648206 3.757716 0.080703 0.133533 -0.1095095 0.970857
1618980_aVvi.905 Transcr ibed locus, moderately similar to NP_909855.1 putative  cytochrome c oxidase subunit 5285.655 5322.607 5474.485 5341.88 16 12.36787 12.37792 12.41851 12.38313 0.2681416 1.518811 0.32340628 13764 1.0195464 down 12.37289 12.40082 0.007107 0.025015 -0.027928 0.997748
1618981_aVvi.7905 Transcr ibed locus, moderately similar to NP_196982.1 formate dehydrogenase (FDH) [Arabi  8580.567 8470.823 5804.593 5341.983 16 13.06686 13.04829 12.50298 12.38316 0.0095934 10.1361 0.03347416 4757 1.5310304 up 13.05757 12.44307 0.013132 0.084725 0.614503 1.049385
1618982_aVvi.11420 Transcr ibed locus, moderately similar to NP_567135.1 transport inhibitor response 1 (TIR1) 721.3666 743.5845 296.3192 287.8406 16 9.494589 9.538353 8.211008 8.169127 5.21E-04 43.79357 0.01967435 438 2.5077674 up 9.516471 8.190067 0.030946 0.029615 1.326404 1.161953
1618983_aVvi.14644 Transcr ibed locus 2.998264 3.016124 2.92135 2.932033 16 1.584127 1.592696 1.546635 1.551902 0.0161071 7.783859 0.04025443 6642 1.0275034 up 1.588412 1.549268 0.006059 0.003724 0.0391433 1.025266
1618984_at 2052.199 2032.387 2794.82 2885.051 16 11.00295 10.98896 11.44854 11.49438 0.0025304 19.84159 0.0266497 1570 1.3904037 down 10.99596 11.47146 0.009896 0.032415 -0.475504 0.958549
1618985_aVvi.9292 Transcr ibed locus 4.521021 4.541271 4.32334 4.340886 16 2.176649 2.183096 2.112146 2.11799 0.0044769 14.89526 0.02926091 2535 1.0459433 up 2.179873 2.115068 0.004559 0.004132 0.0648045 1.030639
1618986_aVvi.6742 Transcr ibed locus, moderately similar to NP_568361.1 transcr iption regulator NOT2/NOT3/N    619.1312 613.5978 555.5548 593.4204 16 9.274101 9.261149 9.117785 9.212911 0.1668214 2.130713 0.2161699 12811 1.0734669 up 9.267626 9.165348 0.009158 0.067264 0.102278 1.011159
1618987_aVvi.5853 Transcr ibed locus 410.3033 445.6433 727.6886 753.3934 16 8.680547 8.799746 9.507177 9.55726 0.0065955 12.2524 0.03057452 3578 1.7315599 down 8.740147 9.532219 0.084286 0.035413 -0.792072 0.916906
1618988_at 3.761324 3.776998 3.656544 3.646557 16 1.911241 1.91724 1.870481 1.866535 0.0061069 12.73781 0.03013007 3361 1.0322073 up 1.91424 1.868508 0.004242 0.00279 0.0457327 1.024476
1618989_aVvi.14969 Transcr ibed locus 46.11556 62.70479 4.789414 4.754776 16 5.527182 5.970504 2.259849 2.249377 0.0040023 15.75944 0.02858611 2322 11.268545 up 5.748843 2.254613 0.313476 0.007405 3.4942293 2.549813
1618990_aVvi.11676 Transcr ibed locus, moderately similar to XP_468427.1 OTU-like cysteine protease-like [Oryza 84.78544 90.50485 189.0051 183.4876 16 6.405745 6.499923 7.562282 7.519538 0.0022511 21.04108 0.02595298 1438 2.125903 down 6.452834 7.54091 0.066594 0.030224 -1.088076 0.85571
1618991_sVvi.1159 Transcr ibed locus, weakly similar to NP_195634.1 isoflavone reductase, putative [Arabidopsis 233.8895 241.258 726.0161 822.901 16 7.869683 7.914433 9.503858 9.684575 0.0029774 18.28552 0.02754448 1793 3.253873 down 7.892058 9.594216 0.031643 0.127787 -1.7021576 0.822585
1618992_aVvi.7833 Transcr ibed locus, weakly similar to NP_565731.1 expressed protein [Arabidopsis thaliana] 27.20932 33.69151 294.9196 279.9659 16 4.766029 5.074313 8.204178 8.129107 0.0023795 20.46357 0.02619858 1506 9.490423 down 4.920171 8.166643 0.21799 0.053083 -3.246472 0.602472
1618993_aVvi.14602 Transcr ibed locus 3.540203 3.559228 3.446815 3.577629 16 1.823832 1.831564 1.785264 1.839004 0.6242911 0.573337 0.6657982 15566 1.0108467 up 1.827698 1.812134 0.005467 0.038 0.0155642 1.008589
1618994_aVvi.14966 Transcr ibed locus 5.278462 5.308716 5.128924 5.158664 16 2.400118 2.408363 2.358656 2.366998 0.0194686 7.061843 0.04448362 7265 1.0291216 up 2.40424 2.362827 0.00583 0.005898 0.0414136 1.017527
1618995_aVvi.3514 Transcr ibed locus, moderately similar to NP_567718.1 Clp amino terminal domain-containing 1361.079 1313.95 1472.061 1526.801 16 10.41054 10.35969 10.52362 10.5763 0.0459357 4.50348 0.07749457 9840 1.1210452 down 10.38512 10.54996 0.03595 0.037246 -0.164844 0.984375
1618996_aVvi.9005 Transcr ibed locus, moderately similar to NP_198971.1 expressed protein [Arabidopsis thalian 263.0084 262.5384 205.6062 195.5636 16 8.038965 8.036385 7.683741 7.611494 0.0084785 10.79108 0.032089 4385 1.3104457 up 8.037675 7.647617 0.001825 0.051086 0.3900577 1.051004
1618997_at 6.55677 6.623088 6.174211 6.275731 16 2.712985 2.727504 2.626255 2.649783 0.0271199 5.948124 0.05363884 8393 1.0586499 up 2.720245 2.638019 0.010266 0.016637 0.0822256 1.031169
1618998_at 29.42733 55.47325 23.75032 30.94124 16 4.879085 5.793721 4.569875 4.951459 0.3651943 1.161879 0.42106786 14398 1.4904376 up 5.336403 4.760667 0.646745 0.26982 0.575736 1.120936
1618999_aVvi.1416 Transcr ibed locus, moderately similar to NP_192112.1 expressed protein [Arabidopsis thalian 481.623 487.479 543.2675 522.3139 16 8.91176 8.929196 9.085519 9.028773 0.0440737 4.604407 0.07518606 9731 1.0993626 down 8.920479 9.057146 0.012329 0.040125 -0.136667 0.984911
1619000_aVvi.15739 Transcr ibed locus 3.847621 3.869684 3.739482 3.755983 16 1.943967 1.952216 1.902839 1.909191 0.0149628 8.083083 0.0388888 6385 1.0295948 up 1.948091 1.906015 0.005833 0.004492 0.0420767 1.022076
1619001_aVvi.12813 Transcr ibed locus, weakly similar to NP_918787.1 B1096D03.1 [Oryza sativa (japonica cultiva 193.6785 206.5883 205.383 190.55 16 7.59752 7.690615 7.682173 7.574026 0.843692 0.223804 0.8645747 16200 1.0111295 up 7.644067 7.628099 0.065828 0.076472 0.0159679 1.002093
1619002_aVvi.14825 Transcr ibed locus 4.571083 4.680836 4.435266 4.689835 16 2.192536 2.226766 2.149021 2.229537 0.6872227 0.4657 0.7237089 15764 1.0142211 up 2.209651 2.189279 0.024204 0.056934 0.0203722 1.009305
1619003_at 6.304563 6.168313 6.272782 6.421075 16 2.656396 2.624876 2.649106 2.682815 0.3869253 1.097457 0.44252777 14515 1.0177083 down 2.640636 2.66596 0.022288 0.023836 -0.0253241 0.990501
1619004_at 118.577 118.6507 112.819 130.9343 16 6.88968 6.890577 6.817866 7.0327 0.7745431 0.32727 0.80283225 16016 1.0246668 down 6.890128 6.925283 6.34E-04 0.15191 -0.035155 0.994924
1619005_at 546.4276 521.1337 471.1934 411.8519 16 9.093886 9.02551 8.880176 8.685982 0.1150686 2.68719 0.1593302 11989 1.2113527 up 9.059698 8.783079 0.04835 0.137316 0.276619 1.031495
1619006_aVvi.11853 Transcr ibed locus, weakly similar to XP_483476.1 unknown protein [Oryza sativa (japonica cu 85.07909 72.96599 80.97076 94.15485 16 6.410732 6.189152 6.339329 6.556964 0.4406222 0.954358 0.4948058 14783 1.1081897 down 6.299942 6.448147 0.156681 0.153891 -0.148205 0.977016
1619007_aVvi.4374 Transcr ibed locus 4.303862 4.316939 4.15092 4.179908 16 2.105632 2.110009 2.053431 2.063471 0.0120825 9.014858 0.03595679 5574 1.0348123 up 2.10782 2.058451 0.003095 0.0071 0.0493691 1.023984
1619008_x_at 2130.284 2047.383 2325.507 2584.695 16 11.05683 10.99957 11.18333 11.33578 0.1047598 2.841352 0.14745423 11794 1.1739376 down 11.0282 11.25955 0.040493 0.107797 -0.231356 0.979452
1619009_aVvi.14694 Transcr ibed locus 4.051211 4.078224 3.915839 3.929524 16 2.018353 2.027941 1.969322 1.974354 0.010952 9.476832 0.03495294 5200 1.0362047 up 2.023147 1.971838 0.00678 0.003559 0.051309 1.026021
1619010_sVvi.13160 Transcr ibed locus, moderately similar to NP_181593.1 expansin, putative (EXP8) [Arabidopsi 18.74724 17.13841 379.947 367.476 16 4.228606 4.099162 8.569654 8.521506 2.48E-04 63.45264 0.0180123 223 20.845957 down 4.163884 8.54558 0.091531 0.034046 -4.381696 0.487256
1619011_aVvi.9359 Transcr ibed locus, moderately similar to XP_475915.1 putative beta-ketoacyl synthase [Oryza   4.332775 4.313716 4.113135 4.178477 16 2.115291 2.108931 2.040239 2.062977 0.036029 5.124903 0.064994 9202 1.0428293 up 2.112111 2.051608 0.004497 0.016079 0.060503 1.029491
1619012_sVvi.7886 Transcr ibed locus, moderately similar to NP_172620.1 thioredoxin family protein [Arabidopsis 2220.236 2232.294 1050.951 891.6313 16 11.1165 11.12431 10.03748 9.800303 0.0096117 10.12633 0.03350965 4761 2.2998064 up 11.1204 9.918892 0.005526 0.167709 1.201512 1.121134
1619013_aVvi.11636 Transcr ibed locus, moderately similar to XP_479392.1 integral membrane protein-like [Oryza 506.4945 545.7006 431.6113 445.6283 16 8.984403 9.091966 8.753589 8.799697 0.0465849 4.469687 0.0782717 9880 1.1987587 up 9.038184 8.776643 0.076059 0.032603 0.261541 1.0298
1619014_aVvi.4141 Transcr ibed locus, weakly similar to NP_196647.1 CBS domain-containing protein [Arabidops 8.11631 8.142241 7.904672 7.883018 16 3.020824 3.025426 2.982706 2.978748 0.0050847 13.97027 0.02943507 2856 1.0298241 up 3.023125 2.980727 0.003254 0.002799 0.042398 1.014224
1619015_aVvi.14646 Transcr ibed locus 4.46842 4.578037 4.33449 4.344503 16 2.159765 2.194729 2.115862 2.119191 0.0766591 3.40069 0.11486413 11079 1.0422639 up 2.177247 2.117527 0.024724 0.002354 0.0597205 1.028203
1619016_at 3.868693 3.885761 3.766067 3.768457 16 1.951846 1.958197 1.913059 1.913974 0.005922 12.93687 0.03008822 3264 1.0291872 up 1.955022 1.913516 0.004491 6.47E-04 0.0415054 1.021691
1619017_aVvi.4237 Transcr ibed locus, weakly similar to NP_177419.1 mitochondrial import inner membrane trans 1082.394 1037.031 1334.162 1354.176 16 10.08001 10.01824 10.38172 10.4032 0.0089482 10.50031 0.03270043 4542 1.2686827 down 10.04913 10.39246 0.043675 0.01519 -0.343331 0.966963
1619018_aVvi.11479 Transcr ibed locus 61.56854 46.13135 63.31652 59.93967 16 5.944121 5.527676 5.98451 5.905439 0.4278917 0.986473 0.48285088 14711 1.1559476 down 5.735899 5.944974 0.294472 0.055912 -0.2090759 0.964831
1619019_aVvi.7986 Transcr ibed locus, moderately similar to NP_568553.1 ADP-ribosylation factor, putative [Arab 1286.979 1332.786 1346.861 1375.263 16 10.32977 10.38023 10.39539 10.42549 0.1997827 1.887042 0.2514064 13191 1.0391738 down 10.355 10.41044 0.035678 0.021289 -0.055438 0.994675
1619020_at 5.510563 5.586251 5.200346 5.209498 16 2.4622 2.48188 2.378608 2.381145 0.0113916 9.289051 0.03535031 5349 1.0659679 up 2.47204 2.379876 0.013916 0.001794 0.0921641 1.038726
1619021_aVvi.14970 Transcr ibed locus 9.284061 9.221309 8.925985 9.01586 16 3.214756 3.204972 3.158011 3.172465 0.0361797 5.113612 0.06518941 9213 1.0314156 up 3.209864 3.165238 0.006918 0.01022 0.0446259 1.014099
1619022_aVvi.1667 Transcr ibed locus 10.7944 11.63978 25.04891 23.99192 16 3.432211 3.540991 4.646676 4.584477 0.0030656 18.01934 0.02768036 1833 2.187033 down 3.486601 4.615576 0.076919 0.043982 -1.1289749 0.755399
1619023_aVvi.8683 Transcr ibed locus 12.75852 12.47794 11.10622 10.65907 16 3.673389 3.641308 3.473296 3.414009 0.0239858 6.34014 0.04994958 7969 1.1596552 up 3.657349 3.443653 0.022685 0.041922 0.213696 1.062055
1619024_at 493.6308 473.944 508.6408 550.5248 16 8.947289 8.888573 8.990503 9.104664 0.1808211 2.019908 0.23115353 12986 1.0940305 down 8.917931 9.047584 0.041518 0.080724 -0.129653 0.98567
1619025_aVvi.11025 Transcr ibed locus 520.8534 515.1737 599.2394 576.919 16 9.024734 9.008915 9.226989 9.172225 0.0234619 6.413129 0.04919354 7917 1.1350707 down 9.016825 9.199607 0.011185 0.038724 -0.182782 0.980132
1619026_sVvi.4960 Transcr ibed locus, moderately similar to NP_196802.1 rcd1-like cell differentiation protein, pu  1497.277 1450.156 1449.096 1527.881 16 10.54813 10.50199 10.50094 10.57732 0.7823768 0.315323 0.8100923 16033 1.0097994 down 10.52506 10.53913 0.032621 0.054008 -0.014068 0.998665
1619027_aVvi.2688 Transcr ibed locus, weakly similar to XP_478649.1 putative S-receptor kinase KIK1 precursor 506.7758 510.8823 336.7143 330.512 16 8.985204 8.996847 8.395381 8.368559 5.76E-04 41.65868 0.02042291 467 1.5252614 up 8.991026 8.381969 0.008233 0.018966 0.609057 1.072663
1619028_at 359.1744 369.66 408.5673 444.8525 16 8.488541 8.530055 8.67443 8.797183 0.0729778 3.495959 0.11047485 10966 1.1699997 down 8.509298 8.735806 0.029355 0.0868 -0.226508 0.974071
1619029_aVvi.11278 Transcr ibed locus, moderately similar to NP_566629.1 ABA-responsive element-binding prot 1319.954 1188.263 331.079 295.3066 16 10.36627 10.21464 8.371032 8.20607 0.0031172 17.86898 0.02771931 1866 4.005281 up 10.29046 8.288551 0.107221 0.116646 2.001904 1.241526
1619030_aVvi.14845 Transcr ibed locus 5.027151 5.048799 4.872545 4.896095 16 2.329741 2.33594 2.284676 2.291632 0.0106943 9.592194 0.03475867 5107 1.0314595 up 2.332841 2.288154 0.004383 0.004919 0.0446871 1.01953
1619031_aVvi.8067 GO:004573Putative proline-rich cell wall protein (grip3 gene) 6.045577 6.071772 5.866348 5.845974 16 2.59588 2.602118 2.552463 2.547443 0.0065959 12.252 0.03057452 3579 1.0345805 up 2.598999 2.549953 0.004411 0.003549 0.0490458 1.019234
1619032_aVvi.12392 Transcr ibed locus, moderately similar to NP_849456.1 expressed protein [Arabidopsis thalian 813.9964 862.2707 966.1187 929.9367 16 9.668879 9.751997 9.916057 9.860989 0.070212 3.572222 0.10730519 10861 1.1313814 down 9.710438 9.888523 0.058774 0.038939 -0.178085 0.981991
1619033_aVvi.3023 Transcr ibed locus 6.549591 6.466606 6.10595 6.104014 16 2.711405 2.693009 2.610216 2.609758 0.0098082 10.02289 0.0337194 4828 1.0660089 up 2.702207 2.609987 0.013008 3.23E-04 0.0922196 1.035333
1619034_at 4.111742 4.139256 3.980001 3.987316 16 2.03975 2.049371 1.992769 1.995418 0.0096349 10.11391 0.03355114 4765 1.0356001 up 2.04456 1.994093 0.006804 0.001873 0.050467 1.025308
1619035_aVvi.15409 Transcr ibed locus 6.033684 5.905117 8.561448 5.985358 16 2.593039 2.561966 3.097855 2.581438 0.4175237 1.013408 0.47280046 14660 1.1992595 down 2.577502 2.839646 0.021972 0.365162 -0.2621437 0.907684
1619036_aVvi.10190 Transcr ibed locus, weakly similar to NP_194197.1 zinc finger homeobox family protein / ZF-H     6.296574 6.35264 19.97775 10.98368 16 2.654567 2.667356 4.320322 3.45729 0.1045253 2.845108 0.14713675 11792 2.3421674 down 2.660962 3.888806 0.009043 0.610256 -1.2278443 0.684262
1619037_aVvi.8824 Transcr ibed locus, moderately similar to NP_197723.1 isoprenylcysteine carboxyl methyltrans 544.5385 625.6009 798.5317 703.5204 16 9.08889 9.289099 9.641206 9.458448 0.1168735 2.662197 0.16142543 12019 1.2841673 down 9.188994 9.549828 0.141569 0.129229 -0.360834 0.962216
1619038_aVvi.2073 Transcr ibed locus, moderately similar to NP_974037.1 uracil phosphoribosyltransferase, puta 155.2713 153.8912 146.7112 149.3641 16 7.278647 7.265767 7.196836 7.222689 0.0495491 4.323737 0.0818929 10044 1.0442334 up 7.272207 7.209763 0.009108 0.018281 0.0624444 1.008661
1619039_aVvi.3283 Transcr ibed locus, weakly similar to NP_176730.1 enoyl-CoA hydratase/isomerase family pro 2138.338 2116.691 2578.514 2610.636 16 11.06227 11.0476 11.33232 11.35019 0.001626 24.76898 0.02492374 1082 1.2195262 down 11.05493 11.34126 0.01038 0.01263 -0.2863205 0.974754
1619040_at 261.4102 245.4023 221.3262 236.6411 16 8.030171 7.939004 7.790031 7.886557 0.158399 2.203674 0.2071314 12695 1.106723 up 7.984588 7.838294 0.064465 0.068254 0.1462941 1.018664
1619041_at 12.42705 13.2688 11.20155 10.03823 16 3.635412 3.729966 3.485626 3.327433 0.0956371 2.996882 0.1367704 11608 1.2109668 up 3.682689 3.406529 0.06686 0.11186 0.2761593 1.081068
1619042_at 5.308799 5.362852 5.130859 5.135302 16 2.408386 2.423 2.359201 2.360449 0.0167998 7.617661 0.04114935 6777 1.0394844 up 2.415693 2.359825 0.010334 8.83E-04 0.0558681 1.023675
1619043_aVvi.10387 Transcr ibed locus, moderately similar to NP_037197.1 protein phosphatase 1, catalytic subun 1548.446 1565.441 1329.839 1509.298 16 10.59661 10.61235 10.37704 10.55966 0.275775 1.4853 0.3312412 13821 1.0989528 up 10.60448 10.46835 0.011136 0.129136 0.13613 1.013004
1619044_aVvi.1402 Transcr ibed locus, weakly similar to NP_200150.1 hypothetical protein [Arabidopsis thaliana] 61.98417 43.12645 9.346184 9.313868 16 5.953828 5.430501 3.224377 3.21938 0.0110356 9.44026 0.03503452 5226 5.541534 up 5.692164 3.221879 0.370048 0.003533 2.4702854 1.766722
1619045_at 3.345779 3.35389 3.224678 3.250457 16 1.742342 1.745835 1.689155 1.700643 0.014571 8.193472 0.03857572 6270 1.0346837 up 1.744089 1.694899 0.00247 0.008123 0.0491898 1.029022
1619046_aVvi.9319 Transcr ibed locus, weakly similar to NP_199801.2 expressed protein [Arabidopsis thaliana] 143.579 136.7878 144.9254 139.5383 16 7.1657 7.095796 7.179167 7.124517 0.6813311 0.475453 0.71823347 15748 1.0147289 down 7.130748 7.151842 0.04943 0.038643 -0.021094 0.997051
1619047_aVvi.8827 Transcr ibed locus, moderately similar to NP_188323.1 DNA-directed RNA polymerase II, put 443.0131 415.1944 508.6078 461.9357 16 8.791205 8.697643 8.99041 8.851548 0.1694627 2.108861 0.21897721 12847 1.130181 down 8.744425 8.920979 0.066158 0.09819 -0.176554 0.980209
1619048_aVvi.103 Transcr ibed locus 2.704406 2.718819 2.635283 2.642973 16 1.435311 1.44298 1.397958 1.402161 0.0122855 8.938662 0.03620883 5632 1.027463 up 1.439146 1.40006 0.005423 0.002972 0.0390863 1.027918
1619049_at 59.67625 58.08662 31.44114 29.16428 16 5.899086 5.860134 4.974582 4.86613 0.0035883 16.64878 0.02809704 2112 1.9443046 up 5.87961 4.920356 0.027543 0.076687 0.959254 1.194956
1619050_aVvi.6182 Transcr ibed locus, weakly similar to NP_192165.1 homeobox protein LUMINIDEPENDENS ( 13.24007 13.34854 13.24294 12.59296 16 3.726838 3.738611 3.727151 3.654545 0.3728629 1.138652 0.42842203 14448 1.0294516 up 3.732724 3.690848 0.008324 0.05134 0.041876 1.011346
1619051_aVvi.2001 Transcr ibed locus, weakly similar to NP_177083.1 expressed protein [Arabidopsis thaliana] 355.5579 334.7057 650.2366 706.44 16 8.473941 8.386749 9.344821 9.464423 0.0057203 13.16499 0.02989742 3175 1.9646558 down 8.430346 9.404622 0.061654 0.084572 -0.974276 0.896405
1619052_aVvi.5797 Transcr ibed locus, weakly similar to NP_176340.1 expressed protein [Arabidopsis thaliana] 82.45302 80.14619 67.81111 93.20972 16 6.365501 6.324562 6.08345 6.542409 0.9019485 0.139337 0.9165788 16336 1.0225009 up 6.345031 6.312929 0.028948 0.324532 0.0321023 1.005085
1619053_s_at 1540.91 1500.224 1403.377 1730.492 16 10.58957 10.55096 10.45469 10.75697 0.8371661 0.233397 0.8589476 16180 1.0249563 down 10.57027 10.60583 0.027298 0.213744 -0.035562 0.996647
1619054_aVvi.5193 Transcr ibed locus, weakly similar to XP_463997.1 putative S-ribonuclease binding protein SB 198.5481 208.6 219.8663 198.9742 16 7.633345 7.704595 7.780483 7.636437 0.6717381 0.491466 0.7096529 15714 1.0277503 down 7.66897 7.70846 0.050382 0.101855 -0.03949 0.994877
1619055_aVvi.14314 Transcr ibed locus 3.900759 3.913137 3.785969 3.778458 16 1.963755 1.968326 1.920663 1.917797 0.0033039 17.35438 0.02783547 1958 1.0329784 up 1.96604 1.91923 0.003232 0.002026 0.0468101 1.02439
1619056_aVvi.7606 Transcr ibed locus, moderately similar to NP_915734.1 putative Nuclear transport factor 2 [Or    3.659943 3.684672 4.392576 3.862264 16 1.871821 1.881536 2.135067 1.949447 0.2167608 1.781616 0.26934087 13360 1.1216154 down 1.876679 2.042257 0.00687 0.131253 -0.1655781 0.918924
1619057_aVvi.6146 Transcr ibed locus, moderately similar to XP_479284.1 pyrrolidone carboxyl peptidase-like pro 687.3104 702.6188 459.3635 447.0338 16 9.424818 9.456598 8.843493 8.80424 0.0016717 24.4271 0.02493529 1107 1.533515 up 9.440708 8.823866 0.022472 0.027756 0.616842 1.069906
1619058_at 5.943569 5.997306 5.668726 5.599988 16 2.571329 2.584315 2.503025 2.485424 0.0166868 7.644065 0.04103608 6750 1.0596575 up 2.577822 2.494224 0.009182 0.012446 0.083598 1.033517
1619059_at 3.419131 3.430973 3.304683 3.321545 16 1.77363 1.778618 1.724512 1.731854 0.0084623 10.80155 0.03208288 4378 1.033788 up 1.776124 1.728183 0.003527 0.005192 0.0479403 1.02774
1619060_aVvi.2889 Transcr ibed locus 6.203193 6.250664 5.855818 5.8036 16 2.633011 2.644009 2.549871 2.536948 0.0078659 11.20864 0.0314613 4147 1.0681401 up 2.63851 2.543409 0.007777 0.009138 0.0951009 1.037391
1619061_aVvi.15728 Transcr ibed locus 310.9569 326.1927 456.1548 410.9028 16 8.280571 8.349581 8.83338 8.682653 0.0332788 5.343935 0.06151128 8981 1.3593724 down 8.315076 8.758017 0.048797 0.10658 -0.442941 0.949425
1619062_aVvi.4761 Transcr ibed locus 6.124122 6.185926 5.80311 5.715169 16 2.614503 2.62899 2.536826 2.514796 0.0183652 7.277051 0.04313794 7067 1.0687579 up 2.621746 2.525811 0.010244 0.015578 0.0959351 1.037982
1619063_aVvi.7299 Transcr ibed locus, strongly similar to NP_175683.1 histone H2A, putative [Arabidopsis thalia 1038.23 991.9421 1052.604 1074.236 16 10.01991 9.954112 10.03975 10.0691 0.2022072 1.871272 0.2540136 13215 1.0478342 down 9.987011 10.05442 0.046527 0.020752 -0.06741 0.993295
1619064_aVvi.4681 Transcr ibed locus, strongly similar to NP_568238.1 expressed protein [Arabidopsis thaliana] 6404.147 6460.289 7444.157 7072.263 16 12.64479 12.65738 12.86189 12.78796 0.0435213 4.635554 0.07448878 9699 1.1280552 down 12.65109 12.82492 0.008903 0.052282 -0.173837 0.986445
1619065_aVvi.1544 Transcr ibed locus, weakly similar to NP_922868.1 putative cinnamoyl-CoA reductase [Oryza s 150.3645 155.9765 82.13077 86.22601 16 7.23232 7.285185 6.359851 6.430051 0.0025775 19.65883 0.0266497 1603 1.8198278 up 7.258753 6.394951 0.037381 0.049639 0.863802 1.135076
1619066_sVvi.973 Transcr ibed locus, weakly similar to NP_565478.1 expressed protein [Arabidopsis thaliana] 703.4306 741.1295 1324.632 1309.957 16 9.458264 9.533582 10.37138 10.3553 0.0019649 22.52646 0.02541744 1281 1.824394 down 9.495923 10.36334 0.053257 0.011365 -0.867417 0.916299
1619067_aVvi.7305 Transcr ibed locus, weakly similar to NP_177233.1 inorganic carbon transport protein-related 27.10817 37.88453 14.11782 19.50269 16 4.760656 5.243537 3.819445 4.285601 0.1054995 2.829586 0.14834449 11806 1.931301 up 5.002096 4.052523 0.341449 0.329622 0.949573 1.234316
1619068_aVvi.10247 Transcr ibed locus, weakly similar to NP_194756.1 MERI-5 protein (MERI-5) (MERI5B) / end 1273.063 1205.979 515.2639 613.0504 16 10.31409 10.23599 9.009168 9.259862 0.0129932 8.68714 0.03690187 5844 2.2046106 up 10.27504 9.134515 0.055224 0.177268 1.140524 1.124859
1619069_aVvi.972 Transcr ibed locus, moderately similar to NP_201088.1 integral membrane protein, putative [A 23.87751 23.44489 34.48572 40.65997 16 4.577581 4.551202 5.107927 5.345537 0.031061 5.540989 0.05865279 8791 1.5826488 down 4.564391 5.226732 0.018653 0.168016 -0.6623413 0.873278
1619070_aVvi.9190 Transcr ibed locus, weakly similar to NP_173030.1 expressed protein [Arabidopsis thaliana] 2138.789 2033.012 1680.684 1625.048 16 11.06258 10.9894 10.71483 10.66627 0.0167092 7.638825 0.04105793 6755 1.2617627 up 11.02599 10.69055 0.051743 0.034341 0.3354405 1.031377
1619071_aVvi.11430 Transcr ibed locus 5.150509 5.048764 4.771656 4.826909 16 2.364715 2.33593 2.25449 2.2711 0.0342021 5.267509 0.06267369 9059 1.0625479 up 2.350323 2.262795 0.020354 0.011745 0.087528 1.038681
1619072_aVvi.6969 Transcr ibed locus, strongly similar to NP_194915.2 glutathione peroxidase, putative [Arabido 73.3745 60.74337 25.15772 24.52374 16 6.197207 5.924655 4.652929 4.616107 0.0091664 10.37285 0.03293699 4618 2.6877763 up 6.060931 4.634518 0.192723 0.026037 1.426413 1.30778
1619073_at 26.46724 19.77064 12.89131 13.78405 16 4.726136 4.305287 3.688327 3.784929 0.0689459 3.608599 0.10573059 10825 1.7160412 up 4.515712 3.736628 0.297585 0.068308 0.7790844 1.208499
1619074_aVvi.1394 Transcr ibed locus, moderately similar to NP_565157.1 expressed protein [Arabidopsis thalian 11.37084 11.42434 11.11345 11.39185 16 3.507267 3.514039 3.474235 3.50993 0.4141785 1.022255 0.46956068 14642 1.0129551 up 3.510653 3.492082 0.004789 0.02524 0.0185701 1.005318
1619075_at 742.1202 759.155 716.2199 708.9952 16 9.535509 9.568251 9.484259 9.469632 0.0527627 4.179273 0.08599052 10185 1.0533129 up 9.55188 9.476946 0.023152 0.010342 0.074934 1.007907
1619076_aVvi.1500 Transcr ibed locus, weakly similar to NP_192755.1 synaptobrevin-related family protein [Arabid  654.5093 563.5203 550.9876 536.5153 16 9.35427 9.138324 9.105876 9.067475 0.2827922 1.455509 0.3384943 13869 1.1169939 up 9.246297 9.086676 0.152697 0.027153 0.159621 1.017566
1619077_aVvi.1787 Transcr ibed locus, strongly similar to NP_192117.1 GTP-binding protein (SAR1A) [Arabidop 1163.639 1198.645 1441.121 1395.757 16 10.18443 10.22719 10.49298 10.44683 0.0138913 8.395906 0.03776868 6105 1.2008828 down 10.20581 10.4699 0.030236 0.032628 -0.264095 0.974776
1619078_at 6.459302 6.532676 6.076225 6.073433 16 2.691378 2.707674 2.603175 2.602512 0.0070389 11.8562 0.03087745 3782 1.0693117 up 2.699526 2.602844 0.011523 4.69E-04 0.0966825 1.037145
1619079_sVvi.7440 Transcr ibed locus, moderately similar to NP_908411.1 putative acetoacetyl-coenzyme A thiola 4513.103 4654.997 4992.571 4450.074 16 12.1399 12.18457 12.28557 12.11961 0.6848349 0.469645 0.7215147 15757 1.028368 down 12.16223 12.20259 0.03158 0.117347 -0.040357 0.996693
1619080_aVvi.2780 Transcr ibed locus, weakly similar to XP_538044.1 PREDICTED: similar to PP2250 [Canis fa 482.3551 519.8792 797.7951 804.9875 16 8.913952 9.022033 9.639874 9.652823 0.0063759 12.46363 0.03038486 3482 1.6003153 down 8.967993 9.646349 0.076425 0.009156 -0.678356 0.929677
1619081_aVvi.7821 Transcr ibed locus, moderately similar to NP_200058.1 MATE efflux protein-related [Arabidop  1487.95 1477.32 986.7239 892.946 16 10.53911 10.52877 9.946503 9.802429 0.011782 9.131166 0.0356634 5483 1.579505 up 10.53394 9.874466 0.007314 0.101875 0.659472 1.066786
1619082_aVvi.5197 Transcr ibed locus, moderately similar to NP_177112.1 expansin, putative (EXP1) [Arabidopsi 4.700301 12.04211 138.4844 163.2447 16 2.232753 3.590016 7.113579 7.350892 0.0244918 6.271857 0.05057374 8039 19.985079 down 2.911385 7.232236 0.95973 0.167806 -4.3208514 0.402557
1619083_aVvi.8779 Transcr ibed locus, moderately similar to XP_463395.1 P0025A05.24 [Oryza sativa (japonica c 1201.485 1250.134 1375.236 1512.375 16 10.2306 10.28787 10.42546 10.5626 0.0872459 3.159852 0.1270269 11401 1.1767408 down 10.25924 10.49403 0.040493 0.09697 -0.234797 0.977626
1619084_aVvi.7590 Transcr ibed locus, weakly similar to XP_476200.1 unknown protein [Oryza sativa (japonica cu 308.0652 296.0711 269.7652 290.4087 16 8.267092 8.2098 8.075561 8.181941 0.2110638 1.815735 0.26352423 13296 1.0789998 up 8.238445 8.128751 0.040512 0.075222 0.109694 1.013495
1619085_aVvi.4986 Transcr ibed locus 6.353691 6.386851 6.106211 6.122454 16 2.667595 2.675105 2.610277 2.61411 0.0050399 14.03279 0.02943507 2834 1.0418564 up 2.67135 2.612194 0.00531 0.00271 0.0591564 1.022646
1619086_aVvi.6895 Transcr ibed locus, weakly similar to NP_191814.1 universal stress protein (USP) family prote  103.2242 127.3141 73.02092 47.99774 16 6.689637 6.992249 6.190238 5.584895 0.1062707 2.817445 0.14927705 11818 1.9363997 up 6.840943 5.887566 0.213979 0.428042 0.953377 1.161931
1619087_sVvi.2970 Transcr ibed locus, moderately similar to NP_199915.1 expressed protein [Arabidopsis thalian 137.9251 122.796 121.5467 128.3534 16 7.107742 6.94012 6.925367 7.003977 0.5876211 0.640158 0.63172215 15442 1.0419304 up 7.023931 6.964672 0.118526 0.055586 0.059259 1.008509
1619088_aVvi.10787 Transcr ibed locus 78.71048 75.25806 138.6595 123.0009 16 6.298484 6.233774 7.115402 6.942525 0.0143249 8.265114 0.03830279 6208 1.6968206 down 6.26613 7.028964 0.045757 0.122243 -0.7628341 0.891473
1619089_aVvi.10082 Transcr ibed locus, weakly similar to XP_469998.1 putative zinc finger protein [Oryza sativa (ja 278.5425 274.355 372.2042 319.5751 16 8.121754 8.0999 8.53995 8.320011 0.1018996 2.887979 0.14406349 11742 1.2475994 down 8.110827 8.429981 0.015453 0.155521 -0.3191545 0.962141
1619090_aVvi.909 Transcr ibed locus, moderately similar to XP_482618.1 glyceraldehyde-3-phosphate dehydrog 1244.872 1248.009 1383.697 1453.39 16 10.28178 10.28541 10.43431 10.50521 0.0344821 5.244936 0.06306834 9076 1.1377323 down 10.2836 10.46976 0.002567 0.05013 -0.186161 0.982219
1619091_aVvi.12364 Transcr ibed locus, moderately similar to NP_197695.1 expressed protein [Arabidopsis thalian 568.0021 563.12 556.3027 543.539 16 9.149753 9.137299 9.119726 9.08624 0.1512864 2.269559 0.19943276 12593 1.0285006 up 9.143526 9.102983 0.008806 0.023678 0.040543 1.004454
1619092_sVvi.13111 Transcr ibed locus, moderately similar to NP_172432.1 expressed protein [Arabidopsis thalian 5.025886 5.063087 4.885327 4.886933 16 2.329378 2.340017 2.288455 2.288929 0.0131335 8.639691 0.03706953 5881 1.0324023 up 2.334698 2.288692 0.007523 3.35E-04 0.0460053 1.020101
1619093_aVvi.15507 Transcr ibed locus 3.450824 3.461273 3.349042 3.366585 16 1.786941 1.791303 1.743749 1.751286 0.0107764 9.55501 0.03484985 5132 1.029258 up 1.789122 1.747517 0.003084 0.00533 0.0416048 1.023808
1619094_aVvi.11251 Transcr ibed locus, weakly similar to XP_481915.1 putative wound inductive gene [Oryza sativa 8.009251 7.868334 7.531166 7.609333 16 3.001667 2.976058 2.912873 2.92777 0.0436722 4.626986 0.07470087 9705 1.0486556 up 2.988863 2.920322 0.018108 0.010534 0.0685411 1.02347
1619095_sVvi.3799 Transcr ibed locus, moderately similar to NP_568969.1 zinc finger (C2H2 type) family protein 252.6022 237.5455 294.8685 270.0018 16 7.980723 7.89206 8.203928 8.076825 0.1190673 2.632539 0.1638965 12060 1.1518759 down 7.936392 8.140377 0.062694 0.089875 -0.203985 0.974942
1619096_aVvi.15460 Transcr ibed locus 872.153 888.9835 726.6546 714.738 16 9.768437 9.796013 9.505126 9.481271 0.0039551 15.85358 0.02848929 2301 1.2218153 up 9.782225 9.493198 0.019499 0.016868 0.289027 1.030446
1619097_aVvi.757 Transcr ibed locus, strongly similar to NP_193130.1 adenosylhomocysteinase / S-adenosyl-L- 6758.733 7771.883 10419.01 9753.19 16 12.72254 12.92405 13.34693 13.25166 0.0506879 4.271015 0.08333539 10097 1.3908827 down 12.82329 13.29929 0.14249 0.067368 -0.476 0.964209
1619098_aVvi.15310 Transcr ibed locus 9.833288 9.482376 9.005141 10.29507 16 3.297674 3.245249 3.170749 3.363882 0.9707153 0.041432 0.9749435 16529 1.0028777 up 3.271461 3.267315 0.03707 0.136566 0.0041456 1.001269
1619099_aVvi.5800 Transcr ibed locus, moderately similar to NP_566891.1 glycerol-3-phosphate transporter, puta 51.35392 66.21034 29.24616 28.10293 16 5.682403 6.048985 4.870175 4.812649 0.031279 5.520712 0.05892088 8811 2.0339468 up 5.865694 4.841412 0.259213 0.040677 1.024282 1.211567
1619100_aVvi.6964 Transcr ibed locus, moderately similar to NP_850232.1 ribosomal protein S14 mitochondrial fa 4.811576 4.832362 4.911607 4.666338 16 2.26651 2.272728 2.296195 2.222291 0.8059091 0.279807 0.831709 16086 1.007218 up 2.269619 2.259243 0.004397 0.052258 0.010376 1.004593
1619101_aVvi.13092 Transcr ibed locus, moderately similar to NP_563718.1 ubiquitin-associated (UBA)/TS-N dom   543.1008 530.8846 605.8312 636.1129 16 9.085076 9.052255 9.242772 9.313139 0.032729 5.390942 0.06083068 8931 1.1561195 down 9.068666 9.277956 0.023208 0.049757 -0.2092905 0.977442
1619102_aVvi.5925 Transcr ibed locus, moderately similar to NP_566758.1 ER lumen protein retaining receptor, p 267.5528 298.3282 312.6458 342.14 16 8.06368 8.220757 8.288385 8.418443 0.1741443 2.071244 0.22399811 12906 1.1576482 down 8.142218 8.353415 0.11107 0.091964 -0.211197 0.974717
1619103_s_at 467.6692 424.8945 206.2115 179.3427 16 8.869345 8.730961 7.687981 7.486576 0.0099962 9.92676 0.03390677 4892 2.31799 up 8.800153 7.587278 0.097852 0.142415 1.2128746 1.159856
1619104_sVvi.4844 Transcr ibed locus, moderately similar to XP_507608.1 PREDICTED P0562A06.23 gene prod 669.9116 684.8586 960.6731 905.5131 16 9.387827 9.419662 9.907902 9.822592 0.0095925 10.1366 0.03347416 4755 1.3769747 down 9.403745 9.865247 0.022511 0.060323 -0.461502 0.953219
1619105_at 5.768931 6.175532 6.615377 6.80004 8 2.528304 2.626564 2.725823 2.765543 0.08652 3.175001 0.1261338 11386 1.1236941 down 2.577434 2.745683 0.06948 0.028086 -0.1682494 0.938722
1619106_aVvi.915 Transcr ibed locus, moderately similar to NP_199599.1 eukaryotic peptide chain release factor    723.4539 724.1798 812.9349 856.3851 16 9.498757 9.500204 9.666996 9.742116 0.0319573 5.458928 0.05980778 8870 1.1527457 down 9.499481 9.704556 0.001023 0.053118 -0.2050745 0.978868
1619107_aVvi.8634 Transcr ibed locus, weakly similar to NP_196258.1 pentatricopeptide (PPR) repeat-containing 5.37104 5.358939 5.216876 5.237015 16 2.425201 2.421948 2.383186 2.388745 0.0072532 11.67784 0.03107461 3874 1.0264114 up 2.423574 2.385965 0.002301 0.003931 0.0376091 1.015763
1619108_at 4.120776 4.183326 3.978082 3.990712 16 2.042916 2.064651 1.992073 1.996646 0.0331953 5.350996 0.06140489 8974 1.0420495 up 2.053783 1.99436 0.015369 0.003234 0.0594238 1.029796
1619109_s_at 5117.137 5014.324 5723.24 5768.797 16 12.32112 12.29184 12.48262 12.49406 0.0073875 11.57007 0.0311602 3935 1.1343416 down 12.30648 12.48834 0.020705 0.008088 -0.181856 0.985438
1619110_aVvi.11051 Transcr ibed locus, moderately similar to NP_565696.1 expressed protein [Arabidopsis thalian 92.40153 91.7867 68.34748 59.16206 16 6.529845 6.520213 6.094816 5.8866 0.0360026 5.126884 0.06495492 9201 1.4482602 up 6.525029 5.990708 0.006811 0.147231 0.5343206 1.089192
1619111_sVvi.10423 Transcr ibed locus, weakly similar to NP_176762.1 disease resistance-responsive family prote  7.682303 7.690974 7.709522 7.454965 16 2.941539 2.943166 2.946641 2.898202 0.4972734 0.822449 0.5485537 15049 1.0139109 up 2.942352 2.922422 0.001151 0.034252 0.0199308 1.00682
1619112_aVvi.10941 Transcr ibed locus, moderately similar to NP_567076.1 magnesium transporter CorA-like fam 684.3342 643.8176 808.6007 696.819 16 9.418557 9.330508 9.659284 9.44464 0.2657509 1.529556 0.32091913 13747 1.130867 down 9.374533 9.551962 0.06226 0.151776 -0.177429 0.981425
1619113_aVvi.8764 Transcr ibed locus 454.6211 386.014 445.8127 436.4779 16 8.828521 8.592509 8.800294 8.769765 0.595109 0.62623 0.6388619 15464 1.0530065 down 8.710515 8.785029 0.166885 0.021587 -0.074514 0.991518
1619114_aVvi.3627 Transcr ibed locus, strongly similar to NP_563881.1 endomembrane protein 70, putative [Arab 1508.241 1801.435 2064.234 1969.628 16 10.55865 10.81493 11.01139 10.94371 0.1594989 2.193848 0.20830713 12711 1.2232829 down 10.68679 10.97755 0.181217 0.047859 -0.290759 0.973513
1619115_sVvi.1128 Transcr ibed locus, weakly similar to NP_176762.1 disease resistance-responsive family prote 5158.722 5894.139 5358.935 6813.379 16 12.3328 12.52507 12.38773 12.73415 0.5737496 0.666378 0.61881316 15392 1.0958197 down 12.42893 12.56094 0.135954 0.244959 -0.132011 0.98949
1619116_aVvi.14935 Transcr ibed locus 618.554 643.8666 1017.12 988.7794 16 9.272756 9.330618 9.990274 9.949505 0.0027935 18.88038 0.0270467 1710 1.5890918 down 9.301687 9.96989 0.040915 0.028828 -0.668203 0.932978
1619117_sVvi.133 TFL1 4.13247 4.146979 3.96667 3.988875 16 2.047005 2.052061 1.987928 1.995982 0.00675 12.10988 0.03071929 3647 1.0407169 up 2.049533 1.991955 0.003575 0.005695 0.0575777 1.028905
1619118_at 6.175887 6.132002 5.85633 5.854024 16 2.626646 2.616358 2.549997 2.549429 0.0051105 13.93474 0.02943507 2877 1.0510197 up 2.621502 2.549713 0.007275 4.02E-04 0.0717897 1.028156
1619119_aVvi.2715 Transcr ibed locus, weakly similar to NP_197697.1 expressed protein [Arabidopsis thaliana] 9.287738 10.75782 6.613024 6.654038 16 3.215327 3.427314 2.72531 2.73423 0.0306892 5.576067 0.05820355 8752 1.5068651 up 3.321321 2.72977 0.149898 0.006307 0.5915503 1.216703
1619120_aVvi.7807 Transcr ibed locus, moderately similar to NP_191084.1 expressed protein [Arabidopsis thalian 5.674696 5.648517 5.455774 5.464882 16 2.504543 2.497872 2.447784 2.45019 0.004579 14.72721 0.02926091 2589 1.0368596 up 2.501208 2.448987 0.004717 0.001702 0.0522206 1.021323
1619121_aVvi.3325 Transcr ibed locus, strongly similar to NP_180441.1 histone H4 [Arabidopsis thaliana] 1287.055 1272.157 4211.193 4450.886 16 10.32986 10.31306 12.04001 12.11988 5.38E-04 43.09344 0.0198392 448 3.3834283 down 10.32146 12.07995 0.011877 0.056473 -1.758486 0.854429
1619122_sVvi.9008 Transcr ibed locus, moderately similar to NP_198663.1 DNA repair protein RAD23, putative [A 865.8829 947.1 901.7744 929.4026 16 9.758028 9.887373 9.816623 9.86016 0.8395132 0.229943 0.8607707 16191 1.0109354 down 9.822701 9.838391 0.091461 0.030785 -0.0156905 0.998405
1619123_aVvi.12876 Transcr ibed locus 4.250751 4.343772 4.084404 4.037571 16 2.087718 2.118949 2.030125 2.013488 0.0440123 4.607841 0.07512457 9723 1.058137 up 2.103333 2.021807 0.022083 0.011765 0.0815265 1.040324
1619124_aVvi.6364 Transcr ibed locus 3.868541 3.893406 3.757967 3.746756 16 1.95179 1.961033 1.909953 1.905642 0.0108249 9.533225 0.03488932 5150 1.0342706 up 1.956411 1.907797 0.006536 0.003048 0.0486138 1.025482
1619125_aVvi.14515 Transcr ibed locus 5.383425 5.431182 5.172698 5.197492 16 2.428524 2.441266 2.370917 2.377816 0.0140255 8.354788 0.03800401 6126 1.0428481 up 2.434895 2.374366 0.00901 0.004878 0.060529 1.025493
1619126_sVvi.2340 Transcr ibed locus, moderately similar to NP_192880.1 short-chain dehydrogenase/reductase    605.3745 533.9215 12.25615 13.33147 16 9.241684 9.060484 3.615434 3.736764 3.96E-04 50.21312 0.01871624 346 44.47691 up 9.151084 3.676099 0.128128 0.085793 5.4749847 2.489346
1619127_aVvi.277 Transcr ibed locus, weakly similar to NP_193014.2 auxilin-related [Arabidopsis thaliana] 17.17152 15.41367 11.69526 7.771026 16 4.101945 3.946139 3.547852 2.958105 0.1272655 2.528155 0.17287368 12221 1.7065274 up 4.024042 3.252979 0.110172 0.417014 0.7710634 1.237033
1619128_aVvi.14645 Transcr ibed locus 6.420261 6.388249 6.13734 6.176252 16 2.682632 2.675421 2.617614 2.626732 0.0102914 9.781138 0.03425393 4987 1.0401946 up 2.679026 2.622173 0.005099 0.006447 0.0568535 1.021682
1619129_aVvi.3381 Transcr ibed locus, moderately similar to NP_566953.1 expressed protein [Arabidopsis thalian 803.2329 823.3107 902.9453 881.8931 16 9.649674 9.685293 9.818495 9.78446 0.032173 5.439686 0.06012265 8883 1.0973268 down 9.667484 9.801477 0.025186 0.024066 -0.133993 0.986329
1619130_x_at 5.485024 5.523081 5.180656 5.181606 16 2.455498 2.465473 2.373135 2.373399 0.0032566 17.48051 0.02783547 1932 1.0623201 up 2.460486 2.373267 0.007054 1.87E-04 0.0872185 1.03675
1619131_aVvi.5691 Transcr ibed locus, weakly similar to XP_476085.1 putative MRP-like ABC transporter [Oryza   5.721312 5.771649 5.54931 5.582433 16 2.516346 2.528984 2.472308 2.480894 0.0264174 6.02997 0.05286664 8295 1.0324441 up 2.522665 2.476601 0.008936 0.006071 0.0460637 1.0186
1619132_sVvi.6437 Transcr ibed locus 372.1326 384.3043 448.3766 507.9761 16 8.539673 8.586105 8.808567 8.988617 0.0688683 3.61086 0.10565059 10821 1.2619921 down 8.562889 8.898592 0.032833 0.127315 -0.335703 0.962275
1619133_aVvi.10412 Transcr ibed locus, weakly similar to NP_567904.1 RNA recognition motif (RRM)-containing 3135.351 3070.689 3717.925 4352.945 16 11.61441 11.58435 11.86028 12.08778 0.0823672 3.265307 0.12123949 11278 1.296525 down 11.59938 11.97403 0.021258 0.160863 -0.37465 0.968711
1619134_aVvi.3359 Transcr ibed locus, weakly similar to NP_849605.1 transformer serine/arginine-rich ribonucle 107.1784 88.99085 97.93893 90.74912 16 6.74387 6.475585 6.613811 6.503811 0.7589872 0.351196 0.78941894 15961 1.0359229 up 6.609728 6.558811 0.189706 0.077782 0.050917 1.007763
1619135_s_at 12.87914 12.72418 10.34607 9.4765 14 3.686964 3.669501 3.371011 3.244354 0.028497 5.796429 0.05541203 8537 1.2928454 up 3.678232 3.307683 0.012349 0.08956 0.3705497 1.112027
1619136_aVvi.10779 Transcr ibed locus, weakly similar to NP_178070.2 cation efflux family protein [Arabidopsis tha 121.4064 143.7844 297.6708 273.0859 16 6.9237 7.167763 8.217574 8.093211 0.0148943 8.102057 0.03885992 6357 2.1579494 down 7.045732 8.155393 0.172578 0.087938 -1.1096615 0.863935
1619137_aVvi.12788 Transcr ibed locus, weakly similar to XP_469336.1 unknown protein [Oryza sativa] 4893.083 4672.434 2459.753 2499.97 16 12.25653 12.18996 11.2643 11.2877 0.0013844 26.84886 0.02397054 954 1.9281904 up 12.22324 11.276 0.047072 0.016544 0.947248 1.084006
1619138_aVvi.4269 Transcr ibed locus, weakly similar to NP_565765.1 50S ribosomal protein L28, chloroplast (CL 5.24343 5.262259 5.039006 5.056285 16 2.390511 2.395682 2.333139 2.338078 0.0038456 16.07904 0.02832705 2252 1.0406522 up 2.393096 2.335609 0.003657 0.003492 0.0574879 1.024614
1619139_aVvi.8845 Transcr ibed locus, moderately similar to NP_199210.1 expressed protein [Arabidopsis thalian 2631.686 2556.327 2912.107 3177.759 16 11.36177 11.31986 11.50785 11.63379 0.0741233 3.465585 0.1118113 11005 1.17284 down 11.34082 11.57082 0.029638 0.089057 -0.230006 0.980122
1619140_at 939.4449 892.9094 724.5336 757.9756 16 9.875665 9.80237 9.500909 9.566008 0.0247794 6.233969 0.05093952 8075 1.2358975 up 9.839018 9.533459 0.051827 0.046032 0.305559 1.032051
1619141_aVvi.8317 Transcr ibed locus 455.1985 477.4984 436.5195 459.0864 16 8.830352 8.899352 8.769902 8.842622 0.3629032 1.168928 0.41877517 14386 1.0414474 up 8.864852 8.806262 0.048791 0.051421 0.05859 1.006653
1619142_at 4.483511 4.506487 4.321729 4.343032 16 2.164629 2.172003 2.111609 2.118703 0.009136 10.39034 0.03290158 4609 1.0375352 up 2.168316 2.115156 0.005214 0.005016 0.0531603 1.025133
1619143_at 4.133893 4.165095 3.996845 4.028899 16 2.047501 2.058349 1.998861 2.010386 0.0258068 6.103767 0.05219209 8208 1.034047 up 2.052925 2.004623 0.007671 0.008149 0.0483016 1.024095
1619144_at 4.159263 4.15934 4.045667 4.075387 16 2.056328 2.056355 2.016377 2.026937 0.0223972 6.569182 0.04786791 7767 1.0243324 up 2.056341 2.021657 1.89E-05 0.007467 0.034684 1.017156
1619145_sVvi.316 Transcr ibed locus, moderately similar to NP_180273.1 ethylene-insensitive3-like1 (EIL1) [Ara 3576.871 3526.071 3386.261 3163.946 16 11.80448 11.78385 11.72548 11.62751 0.1431248 2.350627 0.19021438 12491 1.0849812 up 11.79416 11.67649 0.014592 0.069274 0.11767 1.010078
1619146_aVvi.14747 Transcr ibed locus 11.67264 12.37837 10.79515 10.94395 16 3.545059 3.629749 3.432312 3.452061 0.0791547 3.339774 0.11769001 11165 1.1058973 up 3.587404 3.442186 0.059885 0.013965 0.1452174 1.042188
1619147_aVvi.6724 Transcr ibed locus, weakly similar to NP_172473.1 expressed protein [Arabidopsis thaliana] 26295.87 26227.06 28111.23 26615.23 16 14.68255 14.67877 14.77886 14.69996 0.275225 1.487675 0.33074817 13814 1.0415645 down 14.68066 14.73941 0.002672 0.055787 -0.058752 0.996014
1619148_aVvi.11685 Transcr ibed locus, moderately similar to XP_464444.1 KH domain-containing protein-like [Or 389.9588 405.1892 641.1759 635.4753 16 8.607178 8.662452 9.324576 9.311692 0.0017202 24.0793 0.02493529 1143 1.60583 down 8.634815 9.318134 0.039085 0.00911 -0.683319 0.926668
1619149_at 271.437 239.2735 274.1768 258.239 16 8.084474 7.902517 8.098963 8.012563 0.5994299 0.618261 0.64283544 15480 1.044106 down 7.993495 8.055763 0.128663 0.061094 -0.062268 0.99227
1619150_aVvi.6476 Transcr ibed locus, moderately similar to NP_912466.1 Putative CAF protein [Oryza sativa (ja 165.1426 156.2079 108.2251 116.6265 16 7.367568 7.287324 6.75789 6.865752 0.0165733 7.670873 0.04088402 6729 1.4296134 up 7.327446 6.811821 0.056741 0.07627 0.515625 1.075696
1619151_at 726.3679 656.8768 979.9119 975.784 16 9.504557 9.359479 9.936508 9.930418 0.0203263 6.906699 0.04538358 7434 1.4156306 down 9.432018 9.933463 0.102585 0.004306 -0.501445 0.94952
1619152_aVvi.11069 Transcr ibed locus, weakly similar to NP_652499.1 CG14199-PA [Drosophila melanogaster] 1523.091 1437.677 1424.946 1311.592 16 10.57279 10.48952 10.47669 10.3571 0.2573738 1.568198 0.31211975 13689 1.0824181 up 10.53116 10.4169 0.058875 0.084561 0.114258 1.010969
1619153_at 67.27549 65.98096 69.995 66.13873 16 6.072009 6.043978 6.12918 6.047423 0.5557085 0.701346 0.602565 15310 1.02123 down 6.057994 6.088302 0.019821 0.057811 -0.0303077 0.995022
1619154_aVvi.10184 Transcr ibed locus, weakly similar to NP_194307.2 expressed protein [Arabidopsis thaliana] 158.6905 166.1937 178.7579 169.3782 16 7.310072 7.376722 7.481863 7.404105 0.1912276 1.944796 0.24233797 13099 1.0714667 down 7.343397 7.442984 0.047129 0.054983 -0.0995869 0.98662
1619155_aVvi.2805 Transcr ibed locus, moderately similar to NP_188751.1 expressed protein [Arabidopsis thalian 311.2354 279.5502 351.0129 342.4157 16 8.281862 8.126964 8.45538 8.419605 0.0992848 2.932261 0.14096694 11692 1.1753415 down 8.204412 8.437492 0.10953 0.025297 -0.23308 0.972376
1619156_aVvi.10057 Transcr ibed locus 33.6575 28.10617 36.22669 27.12506 16 5.072856 4.812815 5.178981 4.761554 0.921361 0.111559 0.9332785 16389 1.0191963 down 4.942835 4.970267 0.183877 0.295165 -0.027432 0.994481
1619157_aVvi.7 GO:000681Inward rectifying shaker-like K+ channel (SIRK) 145.6965 122.0758 6.465904 6.455054 16 7.186823 6.931633 2.692852 2.690429 8.52E-04 34.22855 0.0221369 638 20.643091 up 7.059228 2.691641 0.180447 0.001713 4.3675874 2.622649
1619158_aVvi.8769 Transcr ibed locus, moderately similar to NP_172448.1 myb family transcr iption factor [Arabid 128.3941 116.6316 171.4872 131.102 16 7.004436 6.865815 7.421958 7.034546 0.2902629 1.424794 0.34589037 13931 1.2252924 down 6.935125 7.228252 0.098019 0.273941 -0.2931261 0.959447
1619159_aVvi.15844 Transcr ibed locus 3.603494 3.63696 3.469021 3.477302 16 1.849397 1.862733 1.794529 1.797968 0.0129963 8.686082 0.03690187 5846 1.042333 up 1.856065 1.796248 0.00943 0.002432 0.0598163 1.033301
1619160_sVvi.5246 Transcr ibed locus, moderately similar to NP_192839.1 nucleoside diphosphate kinase 3, mito 2240.625 2124.47 2342.704 2460.467 16 11.12969 11.05289 11.19396 11.26472 0.11821 2.644037 0.16294608 12043 1.1004182 down 11.09129 11.22934 0.054305 0.050033 -0.138052 0.987706
1619161_aVvi.8660 Transcr ibed locus, moderately similar to NP_564303.2 VQ motif-containing protein [Arabidop  199.7421 205.5356 417.8688 403.3748 16 7.641995 7.683244 8.706906 8.655977 0.0010329 31.09088 0.02259248 756 2.0262647 down 7.66262 8.681442 0.029168 0.036012 -1.0188224 0.882644
1619162_aVvi.10933 Transcr ibed locus, moderately similar to NP_191004.1 expressed protein [Arabidopsis thalian 117.7656 112.12 114.5181 106.1189 16 6.879775 6.808899 6.839431 6.729539 0.4566136 0.915402 0.5099354 14865 1.0423585 up 6.844337 6.784485 0.050117 0.077706 0.0598515 1.008822
1619163_x_at 3.276861 3.300137 3.177801 3.192548 16 1.712314 1.722526 1.668029 1.674708 0.017102 7.548314 0.04152938 6835 1.0324354 up 1.71742 1.671369 0.007221 0.004723 0.0460515 1.027553
1619164_aVvi.6818 Transcr ibed locus, weakly similar to NP_197943.1 dehydration-responsive protein (RD22) [Ar 190.4843 194.4182 613.3978 531.5958 16 7.573528 7.603019 9.260679 9.054186 0.0043886 15.04549 0.02920871 2493 2.967316 down 7.588274 9.157433 0.020853 0.146013 -1.569159 0.828646
1619165_aVvi.14601 Transcr ibed locus 35.14202 30.63765 6.028532 4.837136 16 5.135125 4.937234 2.591807 2.274153 0.0051275 13.91147 0.02943507 2884 6.076328 up 5.03618 2.43298 0.13993 0.224615 2.6031997 2.069964
1619166_aVvi.12691 Transcr ibed locus, weakly similar to NP_567383.1 expressed protein [Arabidopsis thaliana] 24.2646 24.36909 23.66595 23.83234 16 4.600781 4.60698 4.564741 4.574849 0.0289454 5.74936 0.0559041 8595 1.0239081 up 4.603881 4.569795 0.004384 0.007147 0.0340863 1.007459
1619167_aVvi.5732 Transcr ibed locus, strongly similar to NP_912523.1 Putative beta tubulin [Oryza sativa (japon 217.4802 252.1083 1084.713 1283.417 16 7.76474 7.9779 10.0831 10.32577 0.0047573 14.44654 0.02932456 2690 5.0389237 down 7.87132 10.20444 0.150727 0.171598 -2.333115 0.771363
1619168_aVvi.1241 Transcr ibed locus, moderately similar to NP_194188.1 mitochondrial substrate carrier family 927.9029 928.3649 3072.561 3011.833 16 9.85783 9.858548 11.58523 11.55643 7.07E-05 118.8961 0.0147934 78 3.2775936 down 9.858189 11.57083 5.08E-04 0.020365 -1.712637 0.851987
1619169_aVvi.2117 Transcr ibed locus, moderately similar to NP_187456.1 serine carboxypeptidase S10 family pr 514.3073 516.7791 1042.984 1023.684 16 9.006487 9.013404 10.0265 9.999555 1.92E-04 72.11074 0.0168302 188 2.004279 down 9.009945 10.01303 0.004891 0.019054 -1.003083 0.899822
1619170_aVvi.1043 Transcr ibed locus, moderately similar to XP_473238.1 OSJNBa0038O10.10 [Oryza sativa (ja 65.30241 64.78345 73.32008 63.94141 16 6.029064 6.017553 6.196137 5.998679 0.5318415 0.749256 0.5808204 15201 1.0527031 down 6.023309 6.097407 0.008139 0.139624 -0.0740985 0.987848
1619171_at 63.30752 69.60088 80.08084 76.15108 16 5.984305 6.121034 6.323385 6.250793 0.093917 3.028587 0.13477546 11567 1.1764332 down 6.05267 6.287089 0.096682 0.051331 -0.2344195 0.962714
1619172_aVvi.8948 Transcr ibed locus, moderately similar to NP_564567.1 prolyl oligopeptidase family protein [Ar 170.1323 153.3507 173.018 188.7186 16 7.410513 7.260691 7.434778 7.560093 0.239348 1.657102 0.29343197 13541 1.1187081 down 7.335602 7.497436 0.10594 0.088611 -0.1618336 0.978415
1619173_aVvi.12065 Transcr ibed locus, weakly similar to NP_173326.1 hypothetical protein [Arabidopsis thaliana] 27.15943 19.62509 31.77426 37.33749 16 4.763382 4.294628 4.989787 5.222553 0.158185 2.205596 0.2069331 12690 1.4919147 down 4.529005 5.10617 0.331459 0.164591 -0.5771651 0.886967
1619174_aVvi.6390 Transcr ibed locus, moderately similar to XP_464691.1 putative MAP3K delta-1 protein kinase 300.6796 291.2995 286.4963 257.5371 16 8.232083 8.186359 8.162373 8.008636 0.2628663 1.542685 0.3180372 13721 1.0895379 up 8.209221 8.085505 0.032332 0.108708 0.123716 1.015301
1619175_at 3.775422 3.788025 3.653616 3.676597 16 1.916638 1.921446 1.869325 1.878371 0.0126037 8.822981 0.03657644 5719 1.0318217 up 1.919042 1.873848 0.0034 0.006397 0.0451938 1.024118
1619176_aVvi.12776 Transcr ibed locus, strongly similar to XP_450544.1 putative eukaryotic translation initiation fa      830.53 885.4962 876.2217 895.6672 16 9.697888 9.790342 9.775152 9.806819 0.4386729 0.95921 0.4932721 14763 1.0330207 down 9.744116 9.790985 0.065375 0.022392 -0.046869 0.995213
1619177_aVvi.15147 Transcr ibed locus 13.15265 13.61771 13.86494 14.34099 16 3.717282 3.767412 3.793369 3.842073 0.1637367 2.156838 0.21298723 12762 1.0536343 down 3.742347 3.817721 0.035447 0.034439 -0.0753742 0.980257
1619178_aVvi.7339 Transcr ibed locus, weakly similar to NP_918652.1 P0520B06.18 [Oryza sativa (japonica cultiv 3219.748 2888.285 2141.648 2071.729 16 11.65273 11.496 11.06451 11.01662 0.0227631 6.514324 0.04832039 7820 1.4477385 up 11.57436 11.04056 0.110827 0.03386 0.533801 1.048349
1619179_aVvi.8280 Transcr ibed locus, moderately similar to NP_568475.1 expressed protein [Arabidopsis thalian 116.6082 87.65552 181.3702 229.3555 16 6.865525 6.453773 7.502794 7.841442 0.0628517 3.798248 0.09831946 10612 2.017361 down 6.659649 7.672118 0.291152 0.23946 -1.012469 0.868033
1619180_aVvi.3267 Transcr ibed locus, moderately similar to NP_173223.1 major intrinsic family protein / MIP fam 4.405859 4.439172 4.272899 4.27588 16 2.139423 2.150291 2.095215 2.096221 0.012109 9.004798 0.03596554 5587 1.034647 up 2.144857 2.095718 0.007684 7.11E-04 0.0491386 1.023447
1619181_aVvi.3274 Transcr ibed locus, moderately similar to XP_466019.1 RNA binding protein Rp120 [Oryza sa   1331.388 1381.893 1628.73 1624.54 16 10.37872 10.43243 10.66953 10.66582 0.0103862 9.735708 0.03441097 5009 1.1992232 down 10.40557 10.66767 0.037982 0.002628 -0.2621 0.97543
1619182_aVvi.9118 Transcr ibed locus, moderately similar to XP_475706.1 unknown protein [Oryza sativa (japonic 1482.563 1421.68 1907.595 1902.941 16 10.53388 10.47338 10.89754 10.89402 0.005917 12.94242 0.03008822 3260 1.312345 down 10.50363 10.89578 0.042777 0.002492 -0.392147 0.964009
1619183_aVvi.7219 Transcr ibed locus, moderately similar to NP_567780.1 pfkB-type carbohydrate kinase family p 2057.436 1865.114 663.8621 708.3366 16 11.00663 10.86505 9.37474 9.468291 0.0031248 17.84718 0.02772998 1869 2.8566518 up 10.93584 9.421515 0.100115 0.066151 1.514326 1.160731
1619184_at 9.638833 9.615746 8.971311 8.697001 16 3.268858 3.265399 3.165319 3.120518 0.0311945 5.528546 0.05882213 8803 1.0899109 up 3.267129 3.142918 0.002446 0.031679 0.1242102 1.039521
1619185_aVvi.2690 Transcr ibed locus 4.501069 4.460885 4.306406 4.298439 16 2.170268 2.15733 2.106484 2.103813 0.0124476 8.879192 0.03640461 5675 1.041491 up 2.163799 2.105148 0.009148 0.001889 0.0586505 1.027861
1619186_aVvi.4215 Transcr ibed locus, weakly similar to NP_567795.1 GCN5-related N-acetyltransferase (GNAT    37.22416 29.87533 28.05008 27.59335 16 5.218167 4.900883 4.809933 4.786249 0.2420223 1.643376 0.29609832 13569 1.1986697 up 5.059525 4.798091 0.224354 0.016747 0.261434 1.054487
1619187_aVvi.3125 Transcr ibed locus 5.704787 5.709432 5.371992 5.361462 16 2.512173 2.513347 2.425457 2.422627 2.98E-04 57.89836 0.01827131 265 1.0634251 up 2.51276 2.424042 8.30E-04 0.002002 0.0887185 1.036599
1619188_at 26.98232 24.87948 40.10834 45.80566 11 4.753943 4.636885 5.325831 5.517454 0.0230768 6.468338 0.04871216 7864 1.654309 down 4.695414 5.421642 0.082772 0.135498 -0.7262287 0.86605
1619189_aVvi.15232 Transcr ibed locus 3.794102 3.719582 3.546686 3.614867 16 1.923759 1.89514 1.826472 1.853943 0.0731641 3.490972 0.11066609 10975 1.0491655 up 1.90945 1.840207 0.020236 0.019425 0.0692423 1.037627
1619190_aVvi.13447 Transcr ibed locus, moderately similar to XP_466950.1 putative alcohol dehydrogenase [Oryza 1719.491 1691.257 1467.645 1614.777 16 10.74777 10.72388 10.51929 10.65712 0.1692538 2.110571 0.2188436 12839 1.1077399 up 10.73582 10.5882 0.01689 0.097462 0.14762 1.013942
1619191_at 5.098784 5.122949 4.938308 4.909686 16 2.350153 2.356975 2.304017 2.295631 0.0099649 9.942563 0.03389936 4877 1.0379522 up 2.353564 2.299824 0.004823 0.00593 0.05374 1.023367
1619192_aVvi.11356 Transcr ibed locus, weakly similar to XP_464042.1 putative HGA1 [Oryza sativa (japonica culti 4.362649 4.381451 4.197949 4.212403 16 2.125205 2.131409 2.069685 2.074644 0.0049663 14.13712 0.02943507 2795 1.0396824 up 2.128307 2.072164 0.004387 0.003506 0.0561429 1.027094
1619193_aVvi.7724 Transcr ibed locus, moderately similar to NP_917279.1 OSJNBb0032K15.9 [Oryza sativa (jap 6.097175 6.123336 5.814866 5.898363 16 2.608141 2.614318 2.539746 2.560315 0.0294345 5.699226 0.05654895 8640 1.0433326 up 2.611229 2.55003 0.004368 0.014544 0.0611992 1.023999
1619194_aVvi.4895 Transcr ibed locus, weakly similar to NP_189261.1 cytochrome P450 family protein [Arabidops 3.555245 3.575088 3.458976 3.472031 16 1.829949 1.837979 1.790345 1.79578 0.0137605 8.436533 0.03764673 6065 1.0287565 up 1.833964 1.793062 0.005678 0.003843 0.0409016 1.022811
1619195_aVvi.15055 Transcr ibed locus 3.663178 3.769477 132.3987 126.72 16 1.873096 1.914364 7.048745 6.9855 5.43E-05 135.6864 0.01326001 67 34.857388 down 1.89373 7.017123 0.029181 0.044721 -5.1233925 0.269873
1619196_at 4.808741 4.827858 4.670366 4.691956 16 2.265659 2.271383 2.223536 2.23019 0.010917 9.492271 0.03495031 5184 1.0292966 up 2.268521 2.226862 0.004048 0.004705 0.0416589 1.018707
1619197_aVvi.14826 Transcr ibed locus 1699.535 1570.847 13.53852 35.09089 16 10.73093 10.61733 3.758998 5.133025 0.0120305 9.034671 0.03592265 5559 74.96338 up 10.67413 4.446012 0.080326 0.971583 6.2281145 2.400832
1619198_aVvi.5434 Transcr ibed locus, moderately similar to NP_173855.1 myosin-related [Arabidopsis thaliana] 110.9714 106.1658 126.3278 107.0218 16 6.794043 6.730175 6.981028 6.741761 0.5067769 0.80184 0.5574445 15092 1.0712432 down 6.762109 6.861395 0.045162 0.169187 -0.099286 0.98553
1619199_aVvi.15049 Transcr ibed locus 7.402012 7.518846 7.234511 7.226728 16 2.887918 2.910511 2.854896 2.853343 0.0576534 3.982446 0.09195587 10407 1.0317513 up 2.899214 2.854119 0.015976 0.001098 0.0450953 1.0158
1619200_aVvi.7650 Transcr ibed locus, moderately similar to NP_193915.1 methionine sulfoxide reductase domain 360.0197 357.9871 233.3583 228.2248 16 8.491932 8.483764 7.866403 7.834311 6.74E-04 38.50185 0.02179512 511 1.5556216 up 8.487848 7.850357 0.005776 0.022692 0.637491 1.081205
1619201_aVvi.10375 Transcr ibed locus, moderately similar to NP_200132.2 myb family transcr iption factor (TRIPT  5.816799 5.858795 5.631357 5.669969 16 2.540226 2.550604 2.493483 2.503341 0.0224091 6.56738 0.04787505 7769 1.0331166 up 2.545415 2.498412 0.007339 0.006971 0.047003 1.018813
1619202_sVvi.4801 Transcr ibed locus, moderately similar to NP_172382.1 luminal binding protein 3 (BiP-3) (BP3 3988.575 4145.258 3581.239 3591.314 16 11.96166 12.01725 11.80624 11.8103 0.0228505 6.501416 0.04843779 7831 1.1338131 up 11.98945 11.80827 0.039307 0.002866 0.1811825 1.015344
1619203_at 3.799261 3.818649 3.686924 3.707985 16 1.925719 1.933062 1.882418 1.890636 0.0161282 7.778635 0.04026478 6649 1.0301569 up 1.929391 1.886527 0.005193 0.005811 0.0428641 1.022721
1619204_aVvi.10602 Transcr ibed locus, weakly similar to NP_917855.1 P0663E10.22 [Oryza sativa (japonica cultiv 3.204935 3.226346 3.113421 3.113452 16 1.680295 1.689901 1.638501 1.638515 0.010461 9.700299 0.03450609 5030 1.0328208 up 1.685098 1.638508 0.006792 1.00E-05 0.0465899 1.028434
1619205_aVvi.8462 Transcr ibed locus, weakly similar to NP_174166.1 leucine-rich repeat transmembrane protein 4.041708 4.045949 3.905866 3.939066 16 2.014965 2.016478 1.965643 1.977854 0.0190183 7.147424 0.04387584 7195 1.0309494 up 2.015722 1.971748 0.00107 0.008635 0.0439735 1.022302
1619206_aVvi.11734 Transcr ibed locus 278.6267 297.0226 593.4345 562.903 16 8.12219 8.214429 9.212945 9.136743 0.0035138 16.82536 0.02806392 2077 2.0090795 down 8.168309 9.174844 0.065223 0.053883 -1.006535 0.890294
1619207_aVvi.12444 Transcr ibed locus 48.67674 57.32004 116.1427 117.4633 16 5.605161 5.840968 6.859755 6.876066 0.0104895 9.686884 0.03453259 5041 2.2112253 down 5.723064 6.86791 0.166741 0.011533 -1.144846 0.833305
1619208_aVvi.13753 Transcr ibed locus, weakly similar to NP_182100.2 BON1-associated protein (BAP1)-related 248.1728 451.7515 102.6412 114.5024 16 7.955201 8.819386 6.681467 6.839233 0.0657766 3.704049 0.10188315 10717 3.0885777 up 8.387293 6.76035 0.611071 0.111558 1.626943 1.24066
1619209_aVvi.12890 Transcr ibed locus, strongly similar to NP_051044.1 ATPase alpha subunit [Arabidopsis thalia 310.7504 224.7839 375.4641 625.7167 16 8.279613 7.812395 8.552531 9.289366 0.182736 2.005655 0.23327821 13004 1.8339378 down 8.046003 8.920948 0.330373 0.521021 -0.874945 0.901922
1619210_aVvi.114 GO:000680Putative Cu/Zn superoxide dismutase precursor, mRNA, nuclear gene encoding chloroplast p 1334.013 1394.242 1375.996 1214.597 16 10.38156 10.44527 10.42626 10.24626 0.503872 0.808099 0.55483735 15076 1.0549315 up 10.41341 10.33626 0.045049 0.127278 0.077149 1.007464
1619211_sVvi.8778 Transcr ibed locus, strongly similar to NP_173215.1 SNF7 family protein [Arabidopsis thalian 7523.786 6960.469 6392.106 6879.677 16 12.87724 12.76497 12.64208 12.74812 0.2443124 1.631777 0.2983944 13592 1.0912685 up 12.82111 12.6951 0.079391 0.074988 0.126006 1.009926
1619212_aVvi.13073 Transcr ibed locus, weakly similar to NP_564659.1 expressed protein [Arabidopsis thaliana] 1201.004 1290.019 1119.722 965.1772 16 10.23003 10.33318 10.12892 9.91465 0.1604924 2.185051 0.20932475 12728 1.1973238 up 10.2816 10.02179 0.072939 0.151515 0.259813 1.025925
1619213_at 8.869745 8.869634 8.125357 8.059363 16 3.148893 3.148874 3.022431 3.010666 0.00197 22.4968 0.02541744 1285 1.096066 up 3.148883 3.016549 1.30E-05 0.008319 0.1323347 1.04387
1619214_aVvi.9244 Transcr ibed locus 3.831193 4.10104 3.96849 4.224683 16 1.937794 2.03599 1.98859 2.078843 0.5552911 0.702167 0.60228235 15305 1.032989 down 1.986892 2.033717 0.069435 0.063819 -0.046825 0.976976
1619215_aVvi.15606 Transcr ibed locus 3.74769 3.764055 3.645484 3.664671 16 1.906002 1.912288 1.86611 1.873684 0.0153614 7.975098 0.03934107 6481 1.0275778 up 1.909145 1.869897 0.004445 0.005356 0.0392476 1.020989
1619216_aVvi.4937 Transcr ibed locus, weakly similar to NP_180452.1 cytochrome P450 family protein [Arabidops  152.1378 164.6123 189.5549 169.609 16 7.249235 7.362928 7.566473 7.406069 0.2082625 1.832962 0.260595 13267 1.1330328 down 7.306081 7.486271 0.080393 0.113423 -0.1801897 0.975931
1619217_aVvi.3627 Transcr ibed locus, strongly similar to NP_563881.1 endomembrane protein 70, putative [Arab 318.8606 337.1432 432.4469 454.5072 16 8.316782 8.397218 8.756379 8.828159 0.0149921 8.074988 0.03891484 6395 1.3521624 down 8.357 8.792269 0.056877 0.050756 -0.435269 0.950494
1619218_at 6.50909 6.381949 6.01805 5.774181 16 2.702456 2.673997 2.589296 2.529616 0.0600351 3.895176 0.09485181 10507 1.0933613 up 2.688227 2.559456 0.020123 0.0422 0.1287702 1.050312
1619219_at 425.5939 407.8662 346.2241 368.4051 16 8.733334 8.671952 8.435562 8.525149 0.0548102 4.09376 0.08853962 10276 1.1665808 up 8.702642 8.480356 0.043403 0.063348 0.222286 1.026212
1619220_aVvi.2088 Transcr ibed locus, strongly similar to XP_506281.1 PREDICTED P0492E07.108 gene produ 794.7606 770.5932 1392.486 1399.228 16 9.634377 9.589826 10.44345 10.45042 7.29E-04 37.02738 0.02181481 553 1.7836484 down 9.612101 10.44693 0.031502 0.004927 -0.834831 0.920088
1619221_at 8.238759 8.21414 7.542791 7.466755 16 3.042427 3.03811 2.915098 2.900482 0.0032926 17.38415 0.02783547 1953 1.0961753 up 3.040268 2.90779 0.003053 0.010336 0.1324784 1.04556
1619222_aVvi.10354 Transcr ibed locus 5.889092 5.846323 5.732212 6.652422 16 2.558045 2.54753 2.519092 2.73388 0.5638585 0.685423 0.60988855 15348 1.0524112 down 2.552787 2.626486 0.007436 0.151878 -0.0736985 0.97194
1619223_sVvi.7949 Transcr ibed locus, moderately similar to NP_566865.2 sucrose synthase, putative / sucrose-U 2111.029 1869.311 3230.612 3222.84 16 11.04373 10.86829 11.65759 11.65412 0.0153558 7.976594 0.03933629 6479 1.6243285 down 10.95601 11.65585 0.124055 0.002457 -0.699843 0.939958
1619224_at 8.476601 8.434194 8.178675 8.137669 16 3.083486 3.07625 3.031867 3.024616 0.0096998 10.07954 0.03358614 4791 1.0364331 up 3.079868 3.028241 0.005116 0.005128 0.0516268 1.017048
1619225_sVvi.1660 Transcr ibed locus, moderately similar to NP_568412.1 DNAJ heat shock protein, putative [Ara 3638.431 3664.441 3270.025 3273.507 16 11.8291 11.83938 11.67509 11.67662 0.0010743 30.4855 0.02259248 787 1.1160374 up 11.83424 11.67585 0.007267 0.001086 0.158385 1.013565
1619226_aVvi.12281 Transcr ibed locus, moderately similar to NP_565476.1 golden2-like transcr iption factor (GLK  3.355447 3.393256 3.244973 3.23484 16 1.746505 1.76267 1.698206 1.693694 0.0198724 6.987557 0.04483249 7358 1.0414815 up 1.754588 1.69595 0.011431 0.00319 0.0586372 1.034575
1619227_aVvi.2582 Transcr ibed locus, moderately similar to XP_481609.1 putative Na+/K+/Cl-cotransport protei 83.35421 83.57819 96.07925 87.93906 16 6.381183 6.385055 6.586154 6.458432 0.1612563 2.178338 0.21018901 12736 1.1012747 down 6.383119 6.522293 0.002738 0.090313 -0.1391744 0.978662
1619228_aVvi.6775 Transcr ibed locus, moderately similar to NP_187842.1 ankyrin repeat family protein [Arabidop 298.2629 324.2227 425.3751 397.9997 16 8.220441 8.340841 8.732592 8.636623 0.0344513 5.247405 0.06303611 9072 1.3231403 down 8.280642 8.684608 0.085136 0.06786 -0.4039655 0.953485
1619229_x_at 11.96198 12.17464 10.59823 10.32956 16 3.580384 3.605807 3.405751 3.368707 0.0116989 9.164132 0.03558587 5456 1.1533791 up 3.593096 3.387229 0.017977 0.026194 0.2058668 1.060777
1619230_aVvi.10595 Transcr ibed locus, moderately similar to NP_565388.1 expressed protein [Arabidopsis thalian 5.100184 5.131638 4.838424 4.901544 16 2.350549 2.359419 2.274537 2.293236 0.0205338 6.870613 0.04552621 7484 1.0505154 up 2.354984 2.283887 0.006272 0.013222 0.0710973 1.03113
1619231_aVvi.415 Transcr ibed locus 39.73322 34.20478 44.23822 71.25718 16 5.312274 5.096126 5.467221 6.154963 0.2342763 1.683688 0.28806514 13501 1.5229753 down 5.2042 5.811092 0.15284 0.486307 -0.6068924 0.895563
1619232_aVvi.2761 Transcr ibed locus, moderately similar to NP_566518.1 autophagy 8i (APG8i) [Arabidopsis tha 782.0264 742.2105 560.244 517.7868 16 9.611074 9.535685 9.129911 9.016214 0.0180843 7.33492 0.04278085 7017 1.414524 up 9.57338 9.073063 0.053308 0.080396 0.5003165 1.055143
1619233_aVvi.11131 Transcr ibed locus, weakly similar to XP_468558.1 cation efflux family protein-like [Oryza sativa 49.17134 48.84151 58.88693 66.63422 16 5.619746 5.610036 5.879876 6.058191 0.0580859 3.966212 0.09255612 10418 1.2782253 down 5.614891 5.969033 0.006866 0.126088 -0.3541422 0.94067
1619234_aVvi.1376 Transcr ibed locus, moderately similar to NP_671857.2 transducin family protein / WD-40 repe 230.949 202.9253 271.0911 300.5119 16 7.85143 7.664805 8.082634 8.231278 0.0790061 3.343324 0.11752404 11159 1.3184456 down 7.758118 8.156956 0.131964 0.105107 -0.3988383 0.951105
1619235_aVvi.1415 Transcr ibed locus, weakly similar to NP_916470.1 hypothetical protein [Oryza sativa (japonica 7.320014 8.675403 14.14842 9.40933 16 2.871846 3.116931 3.822569 3.234092 0.2358831 1.675185 0.28974044 13515 1.4478799 down 2.994389 3.528331 0.173301 0.416116 -0.533942 0.84867
1619236_aVvi.7686 Transcr ibed locus, strongly similar to XP_468043.1 putative dnaK-type molecular chaperone p     3601.975 3603.828 4342.051 4840.643 16 11.81457 11.81531 12.08416 12.24098 0.0472973 4.433394 0.07915617 9919 1.2724682 down 11.81494 12.16257 5.25E-04 0.110889 -0.34763 0.971418
1619237_aVvi.13722 Transcr ibed locus, moderately similar to NP_850753.1 prenylated rab acceptor (PRA1) family 6.035813 6.098136 5.824862 5.87224 16 2.593548 2.608368 2.542224 2.553911 0.0303914 5.604618 0.05786882 8718 1.0373414 up 2.600958 2.548067 0.010479 0.008264 0.0528907 1.020757
1619238_aVvi.9186 Transcr ibed locus, moderately similar to NP_566813.1 expressed protein [Arabidopsis thalian 2541.822 2859.691 5711.358 5999.731 16 11.31165 11.48164 12.47962 12.55068 0.0067158 12.14105 0.03067327 3631 2.171218 down 11.39665 12.51515 0.120206 0.050249 -1.118504 0.910628
1619239_aVvi.14260 Transcr ibed locus 195.9174 198.2543 255.4699 288.376 16 7.614101 7.631209 7.99701 8.171807 0.0343175 5.258171 0.06282274 9068 1.377215 down 7.622655 8.084409 0.012097 0.123601 -0.461754 0.942883
1619240_aVvi.144 Transcr ibed locus, weakly similar to NP_567947.1 expressed protein [Arabidopsis thaliana] 4936.898 4765.423 4662.663 5130.858 16 12.26939 12.21839 12.18694 12.32498 0.8847677 0.164056 0.90110505 16300 1.0084025 down 12.24389 12.25596 0.036062 0.097613 -0.012071 0.999015
1619241_aVvi.7142 Transcr ibed locus, moderately similar to XP_473723.1 OSJNBa0086O06.23 [Oryza sativa (ja  1600.665 1597.629 989.3789 886.6378 16 10.64446 10.64172 9.950379 9.792201 0.0103414 9.757095 0.0343446 4998 1.7073942 up 10.64309 9.87129 0.001937 0.111849 0.771796 1.078186
1619242_aVvi.7620 Transcr ibed locus, moderately similar to NP_850923.1 expressed protein [Arabidopsis thalian 1612.526 1563.813 1690.984 1520.613 16 10.65511 10.61085 10.72365 10.57044 0.8762484 0.176367 0.89319557 16286 1.0097953 down 10.63298 10.64704 0.031293 0.108336 -0.014063 0.998679
1619243_aVvi.1277 Transcr ibed locus, moderately similar to NP_565083.1 heat shock protein 101 (HSP101) [Ara 3.954791 3.973493 3.834508 3.836501 16 1.983601 1.990408 1.939042 1.939791 0.0051363 13.89945 0.02943507 2892 1.0335357 up 1.987005 1.939416 0.004813 5.30E-04 0.0475882 1.024537
1619244_aVvi.4708 Transcr ibed locus 3.482091 3.499337 3.383053 3.405291 16 1.799954 1.807082 1.758326 1.767778 0.0207329 6.836496 0.04575453 7521 1.028446 up 1.803518 1.763052 0.00504 0.006684 0.0404661 1.022952
1619245_aVvi.15200 Transcr ibed locus 189.4917 185.5015 67.74299 76.823 16 7.565991 7.535287 6.082 6.263466 0.0044306 14.97351 0.02922683 2515 2.5989084 up 7.550639 6.172733 0.021711 0.128316 1.3779057 1.223225
1619246_aVvi.7694 Transcr ibed locus 264.511 229.5906 123.4681 132.3201 16 8.047184 7.84292 6.947995 7.047888 0.0141054 8.330566 0.03811491 6143 1.9280075 up 7.945052 6.997942 0.144437 0.070635 0.9471105 1.135341
1619247_aVvi.3382 Transcr ibed locus, moderately similar to NP_921284.1 putative translation initiation factor 2B 831.4446 884.7526 829.9757 835.1208 16 9.699476 9.78913 9.696925 9.705841 0.4412656 0.952762 0.49521422 14792 1.0301962 up 9.744303 9.701384 0.063395 0.006304 0.042919 1.004424
1619248_aVvi.14383 Transcr ibed locus 247.4849 242.0438 266.6643 252.3083 16 7.951197 7.919125 8.058881 7.979044 0.1907628 1.948032 0.24188837 13092 1.0598075 down 7.935161 8.018963 0.022678 0.056453 -0.0838024 0.989549
1619249_aVvi.10298 Transcr ibed locus, strongly similar to XP_467730.1 small GTP-binding protein OsRac3 [Ory 6.019063 4.279768 55.87273 66.86207 16 2.589539 2.097533 5.804072 6.063116 0.0059437 12.91309 0.03008995 3278 12.042462 down 2.343536 5.933594 0.347901 0.183172 -3.5900583 0.394961
1619250_aVvi.2641 Transcr ibed locus 604.4368 673.7874 766.1732 687.7099 16 9.239448 9.39615 9.581527 9.425656 0.2347431 1.68121 0.28854296 13505 1.137442 down 9.317799 9.503592 0.110805 0.110217 -0.185793 0.98045
1619251_aVvi.1091 Transcr ibed locus, weakly similar to NP_195607.2 zinc finger (B-box type) family protein [Ara  359.3344 377.9361 122.1597 128.9135 16 8.489183 8.561998 6.932624 7.01026 0.0011706 29.20254 0.02316751 836 2.9366047 up 8.525591 6.971442 0.051488 0.054897 1.5541493 1.222931
1619252_at 544.3257 537.3959 500.1236 489.3523 16 9.088326 9.069841 8.966141 8.93473 0.0194808 7.059563 0.04449292 7267 1.0932692 up 9.079084 8.950436 0.013071 0.022211 0.128648 1.014373
1619253_aVvi.2062 Transcr ibed locus 16.80599 17.01554 22.12125 16.00096 16 4.070904 4.088781 4.467361 4.000087 0.5780697 0.658152 0.62270135 15411 1.1125584 down 4.079843 4.233724 0.012641 0.330413 -0.153881 0.963654
1619254_aVvi.7179 Transcr ibed locus, weakly similar to NP_177584.1 expressed protein [Arabidopsis thaliana] 1658.827 1763.585 1211.785 970.4539 16 10.69595 10.7843 10.24292 9.922516 0.0583608 3.955985 0.09284268 10435 1.577243 up 10.74012 10.08272 0.062471 0.226559 0.657405 1.065201
1619255_aVvi.3974 Transcr ibed locus 4.707768 4.746095 4.509727 4.493403 16 2.235043 2.246741 2.17304 2.167808 0.0081658 10.99837 0.03164294 4280 1.050057 up 2.240892 2.170424 0.008271 0.003699 0.0704678 1.032467
1619256_at 38.58034 30.30767 69.93288 42.66991 16 5.269794 4.921611 6.127899 5.415147 0.2305085 1.703927 0.2842111 13464 1.5975059 down 5.095702 5.771524 0.246203 0.503992 -0.6758215 0.882904
1619257_aVvi.7931 Clone 7 powdery mildew-resistant-like mRNA, partial sequence 437.0418 452.6892 472.3392 474.231 16 8.771627 8.822377 8.883679 8.889446 0.0725706 3.506925 0.10995822 10955 1.0640453 down 8.797003 8.886562 0.035886 0.004078 -0.089559 0.989922
1619258_aVvi.14397 Transcr ibed locus 107.1848 104.0077 89.11679 88.32505 16 6.743957 6.700547 6.477625 6.464751 0.0080336 11.08958 0.03158401 4221 1.1900843 up 6.722252 6.471188 0.030696 0.009104 0.251064 1.038797
1619259_aVvi.12193 Transcr ibed locus 6.798303 6.603403 6.383244 6.610185 16 2.765175 2.72321 2.67429 2.724691 0.3060013 1.363187 0.36145386 14054 1.0314702 up 2.744192 2.69949 0.029674 0.035639 0.0447021 1.016559
1619260_aVvi.12088 Transcr ibed locus, weakly similar to NP_199378.1 subtilase family protein [Arabidopsis thalia 17.7051 20.52486 16.98653 16.57946 16 4.146093 4.3593 4.086319 4.051325 0.2308518 1.702066 0.2844653 13472 1.1359302 up 4.252697 4.068822 0.15076 0.024745 0.1838741 1.045191
1619261_sVvi.6599 Transcr ibed locus 24.77496 36.19815 29.73654 26.33902 16 4.630811 5.177844 4.894165 4.71913 0.7661542 0.340139 0.79567695 15985 1.0700514 up 4.904327 4.806647 0.386811 0.123769 0.0976801 1.020322
1619262_aVvi.4014 Transcr ibed locus, moderately similar to NP_566806.1 oligopeptide transporter OPT family p 9.618311 9.416895 8.571093 8.685503 16 3.265784 3.235251 3.099479 3.11861 0.0158318 7.852908 0.03989661 6587 1.1030306 up 3.250517 3.109045 0.02159 0.013527 0.1414728 1.045504
1619263_at 487.2455 433.273 318.0182 368.8923 16 8.928505 8.759132 8.312965 8.527056 0.0899498 3.104972 0.13009386 11478 1.3414638 up 8.843819 8.420011 0.119764 0.151385 0.423808 1.050333
1619264_aVvi.356 Transcr ibed locus 4.518948 4.559147 4.323348 4.341347 16 2.175987 2.188764 2.112149 2.118143 0.0108385 9.527123 0.03489617 5155 1.0477029 up 2.182375 2.115146 0.009035 0.004238 0.0672297 1.031785
1619265_aVvi.15641 Transcr ibed locus 3.748604 3.767012 3.633416 3.633803 16 1.906353 1.913421 1.861326 1.86148 0.0052727 13.71708 0.02950386 2959 1.0341775 up 1.909887 1.861403 0.004997 1.09E-04 0.0484839 1.026047
1619266_at 4.639623 4.663773 4.507785 4.57622 16 2.214008 2.221498 2.172419 2.194156 0.0955753 2.998008 0.13670549 11606 1.024177 up 2.217753 2.183288 0.005296 0.015371 0.0344651 1.015786
1619267_aVvi.1170 Transcr ibed locus, moderately similar to NP_567965.1 LytB family protein [Arabidopsis thalian 120.6687 127.4105 89.35452 83.42832 16 6.914908 6.993341 6.481469 6.382465 0.0143148 8.268084 0.03829651 6203 1.4361014 up 6.954125 6.431967 0.055461 0.070006 0.5221575 1.081182
1619268_at 297.2151 292.0895 540.2103 514.1669 16 8.215364 8.190267 9.077377 9.006093 0.0020226 22.20153 0.02553182 1310 1.7887101 down 8.202815 9.041735 0.017746 0.050406 -0.83892 0.907217
1619269_aVvi.7086 Transcr ibed locus 3.651695 3.662247 3.534399 3.55295 16 1.868566 1.872729 1.821465 1.829018 0.0088982 10.5302 0.03259589 4530 1.031974 up 1.870648 1.825241 0.002944 0.005341 0.0454066 1.024877
1619270_aVvi.4036 Transcr ibed locus, weakly similar to NP_175081.1 aldehyde dehydrogenase, putative (ALDH) 3.780142 3.793572 3.694952 3.719984 16 1.918441 1.923557 1.885556 1.895297 0.0308888 5.557165 0.05846046 8771 1.0214176 up 1.920999 1.890426 0.003618 0.006888 0.0305729 1.016172
1619271_aVvi.6461 Transcr ibed locus 105.1849 131.3504 96.35045 99.68824 16 6.716784 7.037276 6.59022 6.639352 0.2471472 1.617613 0.30147964 13609 1.1993433 up 6.87703 6.614786 0.226622 0.034742 0.2622447 1.039645
1619272_aVvi.3305 Transcr ibed locus, weakly similar to NP_564328.1 stress- responsive protein, putative [Arabid 165.0517 163.2974 274.8635 237.6249 16 7.366775 7.351358 8.102572 7.892542 0.0261357 6.063706 0.05249264 8265 1.5566992 down 7.359067 7.997557 0.010901 0.148513 -0.6384902 0.920164
1619273_s_at 14506.12 13750.53 14639.83 15177.86 14 13.82437 13.7472 13.83761 13.88968 0.2363668 1.67264 0.2902701 13518 1.0554498 down 13.78579 13.86365 0.05457 0.036819 -0.077858 0.994384
1619274_aVvi.15302 Transcr ibed locus 111.2935 117.916 159.7606 149.714 16 6.798225 6.881615 7.319768 7.226066 0.0203422 6.903913 0.04538358 7439 1.350035 down 6.83992 7.272917 0.058966 0.066257 -0.432997 0.940464
1619275_aVvi.14293 Transcr ibed locus 5.515104 5.506851 5.260416 5.297432 16 2.463388 2.461228 2.395177 2.405293 0.0068716 12.00116 0.03077344 3706 1.0439646 up 2.462308 2.400235 0.001528 0.007153 0.0620728 1.025861
1619276_aVvi.16046 Transcr ibed locus 409.1762 407.3163 1671.028 1742.908 16 8.676579 8.670006 10.70652 10.76728 2.19E-04 67.53201 0.01744732 206 4.180305 down 8.673292 10.7369 0.004648 0.042964 -2.063608 0.807802
1619277_aVvi.2049 Transcr ibed locus 535.212 534.8039 470.3952 454.5953 16 9.063967 9.062866 8.877729 8.828439 0.0134597 8.532246 0.03738007 5977 1.1569543 up 9.063417 8.853085 7.78E-04 0.034854 0.2103315 1.023758
1619278_aVvi.4872 Transcr ibed locus, weakly similar to NP_680182.1 expressed protein [Arabidopsis thaliana] 478.3429 507.2742 508.2146 479.1378 16 8.901901 8.986622 8.989294 8.904297 0.9701519 0.042229 0.9744366 16528 1.0017579 down 8.944262 8.946795 0.059907 0.060102 -0.002533 0.999717
1619279_aVvi.9284 Transcr ibed locus 30.08368 25.97296 24.5789 24.38396 16 4.910909 4.698938 4.619349 4.607861 0.2132498 1.802502 0.26593348 13312 1.1418076 up 4.804924 4.613605 0.149886 0.008123 0.1913195 1.041469
1619280_aVvi.9852 Transcr ibed locus, strongly similar to NP_567564.1 cellulose synthase, catalytic subunit (IRX 10.44841 9.520837 10.253 12.53755 16 3.385212 3.251088 3.357974 3.648184 0.3668304 1.156876 0.42269 14407 1.136761 down 3.31815 3.503079 0.094839 0.205209 -0.184929 0.94721
1619281_aVvi.6454 Transcr ibed locus, weakly similar to NP_191267.1 eukaryotic rpb5 RNA polymerase subunit fa   490.3749 473.2408 729.5356 701.1401 16 8.937741 8.886431 9.510835 9.453559 0.0045175 14.82774 0.02926091 2559 1.4846371 down 8.912087 9.482197 0.036282 0.0405 -0.5701105 0.939876
1619282_aVvi.3309 Transcr ibed locus, strongly similar to NP_193902.1 DNA-directed RNA polymerase II 135 kD 740.9085 720.2036 912.6957 848.3207 16 9.533152 9.492261 9.83399 9.728466 0.0416513 4.745472 0.07215122 9582 1.2045726 down 9.512707 9.781228 0.028914 0.074617 -0.268521 0.972547
1619283_sVvi.7856 Transcr ibed locus, strongly similar to NP_039382.1 photosystem I P700 apoprotein A2 [Oryza 1137.287 1124 1017.477 925.72 16 10.15138 10.13443 9.99078 9.854432 0.0850284 3.206708 0.12429496 11355 1.1649741 up 10.1429 9.922606 0.011989 0.096412 0.2202975 1.022202
1619284_aVvi.388 Transcr ibed locus, moderately similar to NP_850004.1 expressed protein [Arabidopsis thalian 311.4315 296.4077 427.44 343.5564 16 8.282771 8.211439 8.739578 8.424403 0.1739655 2.072656 0.22380275 12904 1.2612783 down 8.247105 8.581991 0.050439 0.222862 -0.334886 0.960978
1619285_aVvi.2623 Transcr ibed locus, weakly similar to NP_916435.1 putative dimethylaniline monooxygenase [O 3250.693 3156.231 1015.481 954.5153 16 11.66653 11.62399 9.987947 9.898624 8.44E-04 34.40502 0.0221369 627 3.253458 up 11.64526 9.943286 0.030083 0.063161 1.701974 1.171168
1619286_aVvi.9645 Transcr ibed locus 359.919 335.2061 223.8651 265.1262 16 8.491529 8.388905 7.806486 8.050535 0.0608748 3.865599 0.09584099 10544 1.4257345 up 8.440216 7.928511 0.072566 0.172569 0.5117053 1.06454
1619287_at 4.61239 4.635873 4.429446 4.481442 16 2.205514 2.212841 2.147126 2.163963 0.0280742 5.841834 0.05481204 8502 1.0378752 up 2.209178 2.155545 0.005181 0.011905 0.053633 1.024881
1619288_sVvi.2311 Transcr ibed locus, moderately similar to NP_922832.1 unknown protein [Oryza sativa (japonic 3889.326 3817.329 4310.926 4237.002 16 11.9253 11.89835 12.07378 12.04883 0.0147644 8.138431 0.03877961 6317 1.1091695 down 11.91183 12.06131 0.019062 0.017645 -0.14948 0.987607
1619289_aVvi.3760 Transcr ibed locus, moderately similar to NP_181402.1 pyrimidine 5'-nucleotidase family prote 280.085 294.3248 332.6086 327.6068 16 8.129721 8.201265 8.377682 8.355822 0.0328495 5.380545 0.06097175 8943 1.149701 down 8.165493 8.366752 0.05059 0.015457 -0.201259 0.975945
1619290_aVvi.10340 Transcr ibed locus 5.056521 5.068243 4.873695 4.900953 16 2.338145 2.341486 2.285016 2.293062 0.0072794 11.65662 0.03107765 3887 1.0358223 up 2.339816 2.289039 0.002362 0.005689 0.0507765 1.022182
1619291_aVvi.11546 Transcr ibed locus, moderately similar to XP_469777.1 putative  ribosomal protein L6 [Oryza s   9.943701 8.921843 7.882128 8.277847 16 3.313783 3.157342 2.978585 3.049255 0.122918 2.582295 0.16808209 12140 1.16606 up 3.235562 3.01392 0.110621 0.049971 0.221642 1.073539
1619292_aVvi.10861 Transcr ibed locus, weakly similar to NP_173390.1 pfkB-type carbohydrate kinase family protei 10.59502 14.71867 8.112671 9.815637 16 3.405314 3.879576 3.020177 3.295082 0.2189483 1.768828 0.2717133 13377 1.3994066 up 3.642445 3.15763 0.335354 0.194387 0.4848151 1.153538
1619293_aVvi.5075 Transcr ibed locus, moderately similar to NP_568321.1 RNA-binding S4 domain-containing p 1004.845 990.775 1539.913 1642.68 16 9.972757 9.952414 10.58863 10.68184 0.0049909 14.10196 0.02943507 2806 1.5939975 down 9.962585 10.63524 0.014385 0.065905 -0.67265 0.936753
1619294_aVvi.3989 Transcr ibed locus 4.220447 4.233645 4.097236 4.11303 16 2.077396 2.0819 2.034651 2.040201 0.0070897 11.81323 0.03091369 3803 1.0296984 up 2.079648 2.037426 0.003185 0.003925 0.0422218 1.020723
1619295_aVvi.2254 Transcr ibed locus, weakly similar to NP_568306.1 heavy-metal-associated domain-containing 388.41 427.6204 395.2368 363.8039 16 8.601437 8.740187 8.626574 8.507017 0.3738053 1.135835 0.42941567 14451 1.0747613 up 8.670812 8.566795 0.098111 0.084539 0.104017 1.012142
1619296_aVvi.332 Transcr ibed locus 11.44025 10.58605 16.08563 17.61591 16 3.516046 3.404092 4.007701 4.138807 0.0191954 7.113411 0.04406559 7231 1.5296323 down 3.460069 4.073254 0.079164 0.092706 -0.6131848 0.849461
1619297_aVvi.11274 Transcr ibed locus, weakly similar to NP_568234.1 expressed protein [Arabidopsis thaliana] 504.0196 603.5971 160.4139 198.4635 16 8.977336 9.237442 7.325656 7.63273 0.0149312 8.09183 0.03885992 6378 3.0912638 up 9.107389 7.479193 0.183923 0.217134 1.6281963 1.217697
1619298_aVvi.12105 Transcr ibed locus 9.892605 9.951592 10.15251 9.681911 16 3.30635 3.314927 3.343765 3.275292 0.9772517 0.032179 0.9807963 16541 1.0007701 up 3.310639 3.309528 0.006065 0.048418 0.0011106 1.000336
1619299_aVvi.5159 Transcr ibed locus, weakly similar to NP_568771.1 expressed protein [Arabidopsis thaliana] 830.1688 847.2302 10.53465 8.657035 16 9.697261 9.72661 3.397071 3.113873 4.86E-04 45.35389 0.01924971 417 87.81913 up 9.711935 3.255472 0.020753 0.200251 6.4564633 2.983265
1619300_aVvi.10199 Transcr ibed locus, weakly similar to NP_194465.1 expressed protein [Arabidopsis thaliana] 4.207133 4.20468 4.037309 4.055158 16 2.072838 2.071996 2.013394 2.019758 0.0032879 17.39666 0.02783547 1951 1.0394647 up 2.072417 2.016576 5.95E-04 0.0045 0.0558408 1.027691
1619301_aVvi.7939 Transcr ibed locus, moderately similar to NP_566700.1 4-aminobutyrate aminotransferase / ga 5.290175 5.330185 5.072245 5.062033 16 2.403315 2.414186 2.342624 2.339717 0.0068597 12.01167 0.03077144 3700 1.0479572 up 2.408751 2.341171 0.007686 0.002056 0.0675797 1.028866
1619302_aVvi.3448 Transcr ibed locus, weakly similar to NP_200110.1 expressed protein [Arabidopsis thaliana] 236.5771 226.7601 326.958 288.8507 16 7.886167 7.825024 8.352962 8.17418 0.0496628 4.318395 0.08201548 10052 1.3268228 down 7.855595 8.263571 0.043235 0.126418 -0.407976 0.95063
1619303_aVvi.10936 Transcr ibed locus, moderately similar to NP_569040.1 protein kinase family protein [Arabidop 305.5736 315.6739 410.5279 405.0242 16 8.255376 8.302291 8.681336 8.661864 0.0041554 15.46463 0.02887699 2388 1.312909 down 8.278833 8.6716 0.033174 0.013769 -0.392767 0.954707
1619304_sVvi.1439 Transcr ibed locus, weakly similar to NP_563933.1 expressed protein [Arabidopsis thaliana] 5.45887 5.896738 5.278906 5.299281 16 2.448602 2.559917 2.400239 2.405797 0.2108965 1.816756 0.2633549 13294 1.0726964 up 2.50426 2.403018 0.078711 0.00393 0.1012418 1.042131
1619305_aVvi.14514 Transcr ibed locus 992.4359 891.9898 985.5395 908.0373 16 9.95483 9.800883 9.94477 9.826608 0.9430179 0.080715 0.9514423 16454 1.0054432 down 9.877857 9.885689 0.108857 0.083553 -0.007832 0.999208
1619306_aVvi.10288 Transcr ibed locus, weakly similar to XP_473199.1 OSJNBb0061C13.8 [Oryza sativa (japonica 4.753177 4.706624 4.559022 4.516833 16 2.248892 2.234693 2.188725 2.175312 0.0256723 6.120379 0.05201394 8193 1.0423026 up 2.241792 2.182018 0.010041 0.009484 0.0597742 1.027394
1619307_aVvi.3579 Transcr ibed locus 165.9099 160.4968 121.4122 147.5554 16 7.374256 7.326401 6.92377 7.205113 0.1830242 2.003528 0.23350249 13012 1.2191594 up 7.350328 7.064442 0.033839 0.19894 0.2858867 1.040468
1619308_aVvi.2273 Transcr ibed locus, moderately similar to NP_193037.1 oxidoreductase, zinc-binding dehydrog 721.298 710.3181 312.5332 297.5495 16 9.494452 9.472322 8.287866 8.216986 9.08E-04 33.15527 0.02238427 671 2.3472326 up 9.483387 8.252426 0.015648 0.05012 1.230961 1.149164
1619309_aVvi.10013 Transcr ibed locus, moderately similar to XP_507035.1 PREDICTED OJ1116_E04.3 gene pro 1544.065 1394.122 69.08797 71.19618 16 10.59252 10.44514 6.110363 6.153728 3.06E-04 57.11046 0.01827131 273 20.919617 up 10.51883 6.132045 0.104211 0.030664 4.386784 1.715387
1619310_aVvi.11093 Transcr ibed locus, moderately similar to NP_177422.1 hydroxyproline-rich glycoprotein family 40.00615 42.37616 50.23701 47.73968 16 5.32215 5.405181 5.650679 5.577117 0.0457829 4.511532 0.07729375 9832 1.1893985 down 5.363666 5.613898 0.058712 0.052016 -0.2502324 0.955426
1619311_aVvi.5349 Transcr ibed locus, weakly similar to NP_199533.1 ethylene-responsive element-binding facto    8.143077 8.011164 16.35251 8.455919 16 3.025574 3.002012 4.03144 3.079962 0.3728345 1.138737 0.42841902 14447 1.4558965 down 3.013793 3.555701 0.016661 0.672797 -0.5419078 0.847595
1619312_aVvi.8751 Transcr ibed locus, strongly similar to NP_568028.1 formamidase, putative / formamide amido 441.2939 440.323 267.7644 222.7956 16 8.785596 8.782418 8.06482 7.799577 0.0233967 6.42238 0.04910533 7909 1.8047619 up 8.784007 7.932199 0.002247 0.187555 0.8518085 1.107386
1619313_aVvi.9444 Transcr ibed locus 6.032827 6.086376 5.737748 5.82249 16 2.592834 2.605583 2.520485 2.541636 0.0312996 5.518812 0.05892088 8817 1.0483702 up 2.599209 2.531061 0.009015 0.014956 0.0681483 1.026925
1619314_aVvi.2115 Transcr ibed locus 312.73 287.3365 304.7102 338.3848 16 8.288774 8.166597 8.251294 8.402521 0.4147518 1.020733 0.47007847 14647 1.0711957 down 8.227686 8.326908 0.086392 0.106934 -0.099222 0.988084
1619315_sVvi.7320 Transcr ibed locus, moderately similar to XP_475453.1 putative 60S ribosomal protein L24 [Or 12052.68 11829.29 13543.22 13885.84 16 13.55707 13.53008 13.72528 13.76133 0.0124689 8.871456 0.03643875 5680 1.1484864 down 13.54357 13.74331 0.019085 0.025486 -0.199734 0.985467
1619316_sVvi.7504 Transcr ibed locus, strongly similar to XP_476729.1 OsRad6 [Oryza sativa (japonica cultivar- 6981.053 6787.885 6421.616 6543.514 16 12.76923 12.72875 12.64872 12.67585 0.0707034 3.558358 0.10789052 10878 1.0619394 up 12.74899 12.66229 0.028625 0.019183 0.086701 1.006847
1619317_aVvi.7801 Transcr ibed locus, moderately similar to NP_567980.1 protein kinase family protein [Arabidop 5746.015 5239.967 228.3707 264.7225 16 12.48835 12.35534 7.835234 8.048337 7.85E-04 35.66885 0.02212453 583 22.3168 up 12.42184 7.941785 0.094047 0.150687 4.4800587 1.564112
1619318_aVvi.6763 Transcr ibed locus, weakly similar to NP_197349.2 glycogenin glucosyltransferase (glycogen 600.9317 663.6212 984.3916 908.6287 16 9.231057 9.374216 9.943089 9.827547 0.0240264 6.334586 0.04999444 7977 1.4976294 down 9.302637 9.885318 0.101229 0.0817 -0.582681 0.941056
1619319_aVvi.11604 Transcr ibed locus, weakly similar to NP_195281.1 expressed protein [Arabidopsis thaliana] 84.3325 89.69719 65.10508 42.77875 16 6.398017 6.486991 6.024698 5.418822 0.1428051 2.353932 0.18988071 12485 1.6480314 up 6.442504 5.72176 0.062914 0.428419 0.7207437 1.125965
1619320_aVvi.5821 Transcr ibed locus, moderately similar to NP_175579.1 4-coumarate--CoA ligase 1 / 4-couma 669.816 797.9728 89.11055 85.05804 16 9.387621 9.640196 6.477524 6.410376 0.0018069 23.49322 0.02511424 1191 8.397493 up 9.513908 6.44395 0.178597 0.047481 3.0699583 1.476409
1619321_at 5.539277 5.585334 5.260026 5.250868 16 2.469698 2.481644 2.39507 2.392556 0.0055141 13.41099 0.02965942 3082 1.05838 up 2.475671 2.393813 0.008447 0.001777 0.0818577 1.034196
1619322_aVvi.15711 Transcr ibed locus 4.045694 4.059516 3.930598 3.880145 16 2.016387 2.021308 1.974749 1.956111 0.0310484 5.542175 0.0586422 8789 1.0377203 up 2.018848 1.96543 0.003479 0.013179 0.0534177 1.027179
1619323_aVvi.10325 Transcr ibed locus 106.3364 123.246 1467.437 1459.513 16 6.732492 6.945397 10.51908 10.51127 8.39E-04 34.51066 0.0221369 625 12.7836895 down 6.838944 10.51518 0.150547 0.005524 -3.6762326 0.650388
1619324_aVvi.12409 Transcr ibed locus, moderately similar to NP_568846.1 myristoyl-CoA:protein N-myristoyltran 187.7355 185.6881 324.2088 298.3714 16 7.552558 7.536737 8.340779 8.220965 0.0066693 12.18372 0.03065775 3610 1.6658114 down 7.544647 8.280872 0.011186 0.084721 -0.736225 0.911093
1619325_aVvi.1289 Transcr ibed locus, weakly similar to NP_188087.1 cytochrome P450, putative [Arabidopsis tha 471.1146 493.5639 52.18953 45.53115 16 8.879934 8.947093 5.705689 5.508782 9.88E-04 31.78435 0.02255868 725 9.89211 up 8.913513 5.607235 0.047488 0.139234 3.306278 1.589645
1619326_aVvi.5602 Transcr ibed locus, moderately similar to NP_568219.1 nuclear matrix protein-related [Arabido  148.7133 163.2009 194.7156 201.649 16 7.21639 7.350505 7.605225 7.655703 0.0400857 4.843223 0.07014883 9486 1.2719274 down 7.283447 7.630464 0.094833 0.035693 -0.3470163 0.954522
1619327_aVvi.13746 Transcr ibed locus 3.19183 3.202003 3.100296 3.116795 16 1.674384 1.678975 1.632406 1.640063 0.0119648 9.059896 0.03583663 5540 1.0284306 up 1.676679 1.636235 0.003246 0.005415 0.0404445 1.024718
1619328_s_at 1910.432 3024.752 15793.57 18408.7 16 10.89968 11.5626 13.94705 14.1681 0.01494 8.089373 0.03887691 6379 7.093183 down 11.23114 14.05758 0.468754 0.156306 -2.826433 0.798939
1619329_aVvi.4106 Transcr ibed locus, weakly similar to NP_917056.1 putative CRS2 [Oryza sativa (japonica cult 120.4412 124.2136 171.2746 206.5277 16 6.912185 6.956679 7.420167 7.690192 0.0453132 4.536542 0.07670775 9806 1.5376718 down 6.934432 7.55518 0.031462 0.190936 -0.6207476 0.917838
1619330_aVvi.10332 Transcr ibed locus 9.354935 9.211276 8.444093 8.395274 16 3.225728 3.203401 3.077943 3.069577 0.0070919 11.81136 0.03091369 3807 1.1025196 up 3.214564 3.07376 0.015787 0.005915 0.1408043 1.045808
1619331_at 6.432489 6.508737 6.02518 6.023939 16 2.685377 2.702378 2.591004 2.590707 0.006741 12.11803 0.0306951 3645 1.0740206 up 2.693877 2.590856 0.012021 2.10E-04 0.1030216 1.039764
1619332_at 13.90742 11.0338 13.92726 17.80811 16 3.797782 3.463858 3.799839 4.154462 0.2909499 1.422019 0.34653485 13938 1.2713228 down 3.63082 3.977151 0.23612 0.250757 -0.3463304 0.91292
1619333_at 6695.747 6894.888 7233.377 6563.403 16 12.70903 12.75131 12.82045 12.68023 0.8088265 0.27544 0.8342013 16096 1.0140798 down 12.73017 12.75034 0.029898 0.099154 -0.020171 0.998418
1619334_aVvi.3301 Transcr ibed locus, moderately similar to NP_201478.1 scarecrow transcr iption factor family p 221.1165 236.4109 1205.438 1151.099 16 7.788663 7.885153 10.23534 10.1688 6.13E-04 40.35706 0.02101682 483 5.152103 down 7.836908 10.20207 0.068229 0.047055 -2.365161 0.768168
1619335_aVvi.15543 Transcr ibed locus 3.657759 3.674624 3.91578 3.520251 16 1.87096 1.877597 1.9693 1.815678 0.8348133 0.236863 0.8570103 16171 1.0127027 down 1.874278 1.892489 0.004693 0.108627 -0.0182107 0.990377
1619336_at 5.26257 5.273613 4.989026 4.970016 16 2.395768 2.398792 2.318758 2.313251 0.0014908 25.87014 0.02460261 1004 1.0579528 up 2.39728 2.316004 0.002138 0.003895 0.0812752 1.035093
1619337_aVvi.3039 Transcr ibed locus 688.4258 644.689 524.5123 485.5574 16 9.427157 9.332459 9.034833 8.923498 0.0316993 5.4822 0.05947913 8847 1.3200955 up 9.379808 8.979166 0.066962 0.078726 0.400642 1.044619
1619338_aVvi.15639 Transcr ibed locus 3.945697 3.964145 3.812029 3.847875 16 1.98028 1.98701 1.930559 1.944062 0.0254957 6.142371 0.05176471 8176 1.0326381 up 1.983645 1.93731 0.004759 0.009548 0.0463347 1.023917
1619339_sVvi.7619 Putative ripening-related protein (grip31 gene) 4.316408 4.338879 4.204919 4.220228 16 2.109831 2.117322 2.072078 2.077321 0.0135485 8.50368 0.03746359 6003 1.0273142 up 2.113577 2.074699 0.005297 0.003707 0.0388776 1.018739
1619340_aVvi.4322 Transcr ibed locus, weakly similar to NP_197519.1 expressed protein [Arabidopsis thaliana] 1108.908 1183.195 1036.229 904.5709 16 10.11492 10.20847 10.01713 9.82109 0.155107 2.233652 0.203548 12650 1.1831146 up 10.1617 9.919108 0.066148 0.138619 0.24259 1.024457
1619341_aVvi.2009 Transcr ibed locus, moderately similar to NP_566554.1 protein phosphatase 2C-related / PP2C  183.5588 194.3849 170.0939 180.35 16 7.520098 7.602772 7.410188 7.494655 0.2063876 1.844664 0.25856075 13251 1.078491 up 7.561435 7.452421 0.058459 0.059727 0.109014 1.014628
1619342_at 11.99643 12.14146 10.97153 10.12373 16 3.584534 3.601869 3.455693 3.339669 0.0794257 3.333325 0.11797511 11175 1.1451375 up 3.593202 3.397681 0.012258 0.082042 0.1955208 1.057545
1619343_aVvi.6929 Transcr ibed locus, strongly similar to NP_200128.1 expressed protein [Arabidopsis thaliana] 183.312 168.8827 116.1615 144.2536 16 7.518158 7.399878 6.859988 7.172463 0.1177274 2.65056 0.16236174 12037 1.3592322 up 7.459018 7.016226 0.083636 0.220953 0.4427918 1.06311
1619344_sVvi.7475 Transcr ibed locus, weakly similar to NP_190741.1 saposin B domain-containing protein [Arab 5088.664 5048.051 4186.191 4168.51 16 12.31307 12.30151 12.03142 12.02532 5.49E-04 42.6694 0.02006846 453 1.2132881 up 12.30729 12.02837 0.008174 0.004317 0.278922 1.023189
1619345_sVvi.6842 Transcr ibed locus, moderately similar to NP_186799.2 carbonic anhydrase 1, chloroplast / ca 5263.814 4811.065 788.6636 810.2808 16 12.36189 12.23214 9.623266 9.662278 6.51E-04 39.17992 0.02166615 497 6.2951617 up 12.29702 9.642773 0.091749 0.027586 2.654243 1.275257
1619346_aVvi.7407 Transcr ibed locus, weakly similar to NP_175919.1 hypothetical protein [Arabidopsis thaliana] 4.623092 4.642215 4.434085 4.45445 16 2.208858 2.214813 2.148636 2.155247 0.0054721 13.46284 0.02965942 3060 1.042389 up 2.211836 2.151942 0.004211 0.004675 0.0598938 1.027832
1619347_at 3.754968 3.776931 3.6216 3.640823 16 1.9088 1.917215 1.856627 1.864264 0.0114836 9.251142 0.03543693 5379 1.0371047 up 1.913008 1.860446 0.00595 0.0054 0.0525616 1.028252
1619348_aVvi.1316 Transcr ibed locus, moderately similar to NP_565225.1 expressed protein [Arabidopsis thalian 504.5369 502.0484 496.5799 500.6174 16 8.978816 8.971683 8.955882 8.967565 0.1867684 1.976291 0.23756509 13051 1.0094196 up 8.975249 8.961723 0.005044 0.008261 0.013526 1.001509
1619349_aVvi.11802 Transcr ibed locus, weakly similar to NP_186831.2 adenylate kinase family protein [Arabidopsi 1769.692 1682.38 1841.89 1798.251 16 10.78928 10.71629 10.84697 10.81238 0.1972551 1.903756 0.24869598 13167 1.0547426 down 10.75279 10.82968 0.051615 0.024461 -0.076891 0.9929
1619350_aVvi.15598 Transcr ibed locus 12.56946 12.64489 11.88618 13.50805 16 3.651851 3.660482 3.571214 3.755747 0.9440987 0.079179 0.95235914 16457 1.0050824 down 3.656167 3.66348 0.006103 0.130485 -0.0073137 0.998004
1619351_aVvi.2558 Transcr ibed locus 5.501778 5.546881 5.23233 5.163209 16 2.459898 2.471677 2.387454 2.368268 0.015997 7.811258 0.04010628 6619 1.0628417 up 2.465787 2.377861 0.008329 0.013566 0.0879266 1.036977
1619352_aVvi.7270 Transcr ibed locus, weakly similar to XP_322451.1 predicted protein [Neurospora crassa] 9069.502 8764.505 5582.569 5519.156 16 13.14681 13.09746 12.44671 12.43023 0.0014449 26.27938 0.02425447 988 1.6062089 up 13.12213 12.43847 0.034896 0.011654 0.683659 1.054963
1619353_sVvi.5726 Transcr ibed locus 35.87079 36.42467 279.4543 313.4487 16 5.164738 5.186844 8.126469 8.292086 7.58E-04 36.31052 0.02205423 569 8.18786 down 5.175791 8.209277 0.015631 0.117109 -3.033486 0.630481
1619354_sVvi.6801 Transcr ibed locus, moderately similar to NP_027726.1 eukaryotic translation initiation factor 2 4509.784 4334.614 2885.465 3134.052 16 12.13884 12.08169 11.49459 11.61381 0.0138412 8.411384 0.03770794 6093 1.4702532 up 12.11027 11.5542 0.040414 0.084305 0.556065 1.048127
1619355_aVvi.523 Transcr ibed locus, weakly similar to NP_178294.1 xyloglucan:xyloglucosyl transferase / xylog 1055.614 1171.822 2036.79 2128.946 16 10.04387 10.19454 10.99208 11.05592 0.0080782 11.05859 0.03160581 4242 1.8722855 down 10.1192 11.024 0.10654 0.045143 -0.9048 0.917925
1619356_aVvi.4344 Transcr ibed locus 6.096359 6.006002 5.777094 5.804216 16 2.607948 2.586405 2.530344 2.537101 0.0302239 5.620861 0.05766228 8701 1.0449643 up 2.597176 2.533723 0.015233 0.004778 0.0634537 1.025044
1619357_aVvi.1311 Transcr ibed locus, strongly similar to NP_173657.1 2-dehydro-3-deoxyphosphoheptonate aldo 4883.721 4859.244 6954.973 6675.316 16 12.25377 12.24652 12.76383 12.70462 0.0037746 16.23053 0.02824058 2218 1.3986967 down 12.25014 12.73422 0.005126 0.041867 -0.484083 0.961986
1619358_at 93.17818 97.47458 100.5074 85.31684 16 6.54192 6.606954 6.651157 6.414759 0.767314 0.338355 0.79672104 15988 1.0291685 up 6.574437 6.532958 0.045986 0.167159 0.041479 1.006349
1619359_aVvi.9311 Transcr ibed locus, weakly similar to NP_568463.1 cytochrome P450 family protein [Arabidops 6.770917 6.743235 6.395414 6.424903 16 2.759351 2.753441 2.677038 2.683675 0.0033977 17.11204 0.02783547 2025 1.0541205 up 2.756396 2.680356 0.004179 0.004693 0.0760397 1.028369
1619360_aVvi.14924 Transcr ibed locus 5.359224 5.39153 5.265717 5.170542 16 2.422024 2.430695 2.39663 2.370316 0.0904104 3.09586 0.13061202 11491 1.0301731 up 2.426359 2.383473 0.006131 0.018607 0.0428867 1.017993
1619361_aVvi.1339 Transcr ibed locus, weakly similar to NP_179983.1 MIF4G domain-containing protein / MA3 d   1856.113 1807.425 2100.717 2028.153 16 10.85807 10.81972 11.03667 10.98595 0.0323575 5.423373 0.06038483 8894 1.1269432 down 10.83889 11.01131 0.027116 0.035861 -0.172415 0.984342
1619362_aVvi.2744 Transcr ibed locus, weakly similar to NP_565856.1 RNA polymerase sigma subunit SigF (sig 103.8281 97.19543 94.22392 89.24999 16 6.698052 6.602817 6.558022 6.47978 0.1663881 2.134342 0.21567574 12807 1.0954576 up 6.650435 6.518901 0.067342 0.055325 0.1315335 1.020177
1619363_aVvi.14959 Transcr ibed locus 3.623264 3.638052 3.513618 3.539874 16 1.85729 1.863166 1.812958 1.823698 0.0206841 6.844822 0.04568234 7515 1.0294689 up 1.860228 1.818328 0.004155 0.007595 0.0419002 1.023043
1619364_at 6.08553 6.143247 5.932471 6.170144 16 2.605383 2.619001 2.568633 2.625304 0.6535004 0.522386 0.6929876 15655 1.010608 up 2.612192 2.596969 0.00963 0.040073 0.0152235 1.005862
1619365_aVvi.2568 Transcr ibed locus 4.422606 4.455615 4.245233 4.22956 16 2.144897 2.155625 2.085844 2.080508 0.0078809 11.19783 0.03147424 4156 1.0475979 up 2.150261 2.083176 0.007586 0.003773 0.067085 1.032203
1619366_a_at 185.103 195.4976 142.9037 143.886 16 7.532184 7.611007 7.1589 7.168782 0.0093561 10.26569 0.03325414 4670 1.3266189 up 7.571595 7.163841 0.055736 0.006988 0.4077538 1.056918
1619367_aVvi.8241 Transcr ibed locus, weakly similar to XP_469219.1 unknown protein [Oryza sativa (japonica cu 233.1157 249.9069 302.1267 253.4796 16 7.864902 7.965246 8.23901 7.985726 0.2845073 1.448368 0.34010586 13887 1.1465453 down 7.915074 8.112368 0.070954 0.179098 -0.1972937 0.97568
1619368_at 7.093489 7.097678 6.686014 6.65772 16 2.826495 2.827347 2.741146 2.735028 0.0012066 28.76258 0.02330539 858 1.0635103 up 2.826921 2.738087 6.02E-04 0.004326 0.088834 1.032444
1619369_aVvi.4305 Transcr ibed locus 5.130307 5.075589 4.851661 4.903092 16 2.359045 2.343575 2.278479 2.293692 0.0265666 6.012321 0.05301821 8318 1.0462482 up 2.35131 2.286085 0.010939 0.010757 0.0652252 1.028531
1619370_at 321.1201 336.2492 314.8305 317.6522 16 8.326969 8.393387 8.298431 8.311304 0.2436535 1.6351 0.2976772 13588 1.0390825 up 8.360178 8.304868 0.046964 0.009102 0.05531 1.00666
1619371_aVvi.2348 Transcr ibed locus, moderately similar to NP_200070.1 beta-carotene hydroxylase, putative [Ar  3.716642 3.734991 3.598563 3.605667 16 1.894 1.901105 1.847421 1.850266 0.006116 12.72817 0.03013007 3368 1.0343387 up 1.897552 1.848844 0.005024 0.002012 0.0487087 1.026345
1619372_aVvi.65 Transcr ibed locus, moderately similar to NP_564346.1 SGS domain-containing protein [Arab 5803.761 5796.192 4962.507 5415.256 16 12.50277 12.50089 12.27685 12.40281 0.1237364 2.5719 0.16899239 12155 1.1188346 up 12.50183 12.33983 0.001332 0.089067 0.161997 1.013128
1619373_aVvi.8173 Transcr ibed locus, strongly similar to XP_468385.1 alcohol dehydrogenase class III [Oryza s 698.2346 663.8414 642.3361 682.3859 16 9.447568 9.374695 9.327185 9.414444 0.5516951 0.709266 0.59907395 15288 1.0283395 up 9.411131 9.370814 0.051529 0.061702 0.040317 1.004302
1619374_at 6.48641 6.585235 6.144985 6.224112 16 2.69742 2.719235 2.61941 2.637868 0.0306764 5.577289 0.05819786 8750 1.05679 up 2.708328 2.628639 0.015425 0.013052 0.0796888 1.030316
1619375_aVvi.1380 Transcr ibed locus, strongly similar to XP_479006.1 translation initiation factor 5A [Oryza sati 14637.35 14561.38 13170.77 13598.07 16 13.83737 13.82986 13.68505 13.73111 0.0328621 5.379453 0.06097737 8945 1.0909079 up 13.83361 13.70808 0.005308 0.032571 0.125529 1.009157
1619376_at 5.338043 5.373139 5.026269 5.072961 16 2.416311 2.425765 2.329488 2.342828 0.0091497 10.38247 0.03293647 4611 1.0605998 up 2.421038 2.336158 0.006685 0.009433 0.0848804 1.036333
1619377_aVvi.10540 Transcr ibed locus, weakly similar to NP_180015.2 avirulence-responsive protein-related / avir 68.5752 86.90821 153.2451 133.6666 16 6.099615 6.44142 7.259697 7.062495 0.0457422 4.513683 0.0772546 9829 1.8539203 down 6.270517 7.161097 0.241693 0.139443 -0.8905793 0.875636
1619378_at 3.998762 4.059337 3.852014 3.878296 16 1.999554 2.021244 1.945613 1.955423 0.0373145 5.030783 0.06656958 9304 1.0423797 up 2.010399 1.950518 0.015337 0.006937 0.059881 1.0307
1619379_aVvi.6885 Transcr ibed locus, strongly similar to NP_172712.1 phosphate translocator-related [Arabidop 116.1938 161.2592 332.4849 296.2702 16 6.86039 7.333238 8.377145 8.21077 0.0411447 4.7765 0.07157967 9542 2.292851 down 7.096814 8.293957 0.334354 0.117645 -1.197143 0.855661
1619380_aVvi.372 Transcr ibed locus, moderately similar to NP_565629.1 hydroxymethylglutaryl-CoA lyase, puta 637.2631 648.5054 237.9863 259.0651 16 9.315745 9.340975 7.894735 8.017171 0.0020678 21.95703 0.02556811 1341 2.5890214 up 9.32836 7.955953 0.01784 0.086575 1.3724074 1.172501
1619381_aVvi.5764 Transcr ibed locus 105.6599 114.5746 103.1017 85.44572 16 6.723284 6.840144 6.687924 6.416936 0.2604373 1.553883 0.31540745 13707 1.1722529 up 6.781714 6.55243 0.082632 0.191617 0.229284 1.034992
1619382_aVvi.7654 Transcr ibed locus, moderately similar to NP_175258.2 novel plant SNARE 12 (NPSN12) [Ara 341.146 345.5297 385.5356 411.3208 16 8.414246 8.432666 8.59072 8.68412 0.0460955 4.495095 0.07769316 9849 1.1598711 down 8.423456 8.637421 0.013025 0.066044 -0.213965 0.975228
1619383_sVvi.1044 Transcr ibed locus, weakly similar to NP_917883.1 putative beta-galactosidase [Oryza sativa ( 153.8342 148.8225 450.7391 510.2252 16 7.265233 7.217449 8.816149 8.99499 0.0030788 17.98048 0.02768036 1842 3.169441 down 7.241341 8.905569 0.033788 0.12646 -1.6642284 0.813125
1619384_aVvi.12093 Transcr ibed locus, moderately similar to NP_187323.2 expressed protein [Arabidopsis thalian 17.57976 17.68534 17.18959 17.33573 16 4.135844 4.144482 4.103463 4.115676 0.0548992 4.090149 0.08865247 10280 1.0214322 up 4.140163 4.10957 0.006108 0.008636 0.0305935 1.007444
1619385_at 14.33668 15.11895 16.05247 15.58841 14 3.841639 3.918286 4.004723 3.962402 0.1415976 2.366509 0.18848646 12471 1.0744512 down 3.879962 3.983563 0.054198 0.029925 -0.1036001 0.973993
1619386_aVvi.5333 Transcr ibed locus, weakly similar to NP_568099.1 myb family transcr iption factor (MYB3R5) 215.1612 221.263 201.916 205.2024 16 7.749274 7.789619 7.657611 7.680903 0.0500286 4.301325 0.08253749 10062 1.0719141 up 7.769446 7.669257 0.028528 0.01647 0.1001894 1.013064
1619387_aVvi.8864 Transcr ibed locus, strongly similar to XP_475553.1 putative isovaleryl-CoA dehydrogenase [O 1178.446 1197.812 824.0419 751.1268 16 10.20267 10.22619 9.686574 9.552913 0.0127713 8.763783 0.03674486 5769 1.5101424 up 10.21443 9.619743 0.016628 0.094513 0.594685 1.061819
1619388_aVvi.6010 Transcr ibed locus, weakly similar to NP_850955.1 leucine-rich repeat transmembrane protein 6.647422 6.723103 6.442727 6.390399 16 2.732795 2.749127 2.687671 2.675906 0.0277313 5.879397 0.05438815 8464 1.041868 up 2.740961 2.681789 0.011549 0.008319 0.0591723 1.022064
1619389_aVvi.12652 Transcr ibed locus 3.666617 3.688816 3.557806 3.57473 16 1.87445 1.883158 1.830988 1.837834 0.0152115 8.015199 0.03919567 6441 1.031249 up 1.878804 1.834411 0.006157 0.004841 0.0443927 1.0242
1619390_aVvi.7063 Transcr ibed locus, weakly similar to NP_922743.1 putative ethylene-responsive element  bindi 200.8867 328.7127 14.95765 21.26912 16 7.650238 8.360683 3.902812 4.410688 0.0126287 8.814072 0.03658449 5729 14.4071245 up 8.005461 4.15675 0.502361 0.359123 3.848711 1.925894
1619391_aVvi.8296 Transcr ibed locus, moderately similar to NP_192169.1 seven transmembrane MLO family pro       636.4249 610.6169 318.1124 316.001 16 9.313847 9.254124 8.313393 8.303785 9.60E-04 32.24945 0.02252694 705 1.966181 up 9.283985 8.308589 0.04223 0.006793 0.975396 1.117396
1619392_aVvi.2892 Transcr ibed locus, moderately similar to NP_177331.1 protein tyrosine phosphatase 1 (PTP1 607.0732 577.091 824.2512 828.0444 16 9.245727 9.172655 9.68694 9.693564 0.0057653 13.1131 0.02994013 3194 1.3957707 down 9.20919 9.690252 0.051669 0.004684 -0.481062 0.950356
1619393_aVvi.11737 Transcr ibed locus 86.40578 91.63525 35.29402 39.77482 16 6.433056 6.517831 5.141352 5.313784 0.0058751 12.98892 0.03008681 3240 2.3749146 up 6.475443 5.227568 0.059945 0.121928 1.2478757 1.238711
1619394_aVvi.9971 Transcr ibed locus, weakly similar to XP_479408.1 nucleoid DNA-binding-like protein [Oryza s 6.56789 5.781722 7.622838 7.861699 16 2.71543 2.531499 2.930328 2.974841 0.0736397 3.478325 0.11123338 10990 1.256247 down 2.623465 2.952585 0.130059 0.031475 -0.3291201 0.888532
1619395_aVvi.7329 Transcr ibed locus, moderately similar to NP_171921.1 auxin-responsive protein / indoleacetic 1040.234 971.4808 306.9119 346.8568 16 10.02269 9.924042 8.261681 8.438196 0.0038563 16.05669 0.02833719 2258 3.0810654 up 9.973368 8.349938 0.069757 0.124815 1.62343 1.194424
1619396_aVvi.5138 Transcr ibed locus, weakly similar to NP_201115.1 expressed protein [Arabidopsis thaliana] 9.937228 10.04283 11.33417 9.052632 16 3.312843 3.328093 3.502607 3.178337 0.9131834 0.123243 0.9265215 16362 1.0139621 down 3.320468 3.340472 0.010783 0.229294 -0.0200038 0.994012
1619397_aVvi.2728 Transcr ibed locus, weakly similar to NP_192227.1 expressed protein [Arabidopsis thaliana] 218.9539 246.9188 231.6262 254.3772 16 7.774483 7.947894 7.855655 7.990826 0.6293111 0.564446 0.670635 15578 1.0439497 down 7.861188 7.923241 0.12262 0.09558 -0.0620523 0.992168
1619398_aVvi.9191 Transcr ibed locus, moderately similar to NP_567106.1 C2 domain-containing protein [Arabid 1235.27 1259.671 1719.247 1652.871 16 10.27061 10.29883 10.74756 10.69076 0.0052865 13.69896 0.02950386 2967 1.351385 down 10.28472 10.71916 0.019955 0.040166 -0.434439 0.959471
1619399_s_at 4.871747 4.906848 4.695213 4.71381 16 2.284439 2.294797 2.231191 2.236894 0.0111271 9.400736 0.0350667 5267 1.0392736 up 2.289618 2.234042 0.007324 0.004033 0.0555756 1.024877
1619400_aVvi.5973 Transcr ibed locus, moderately similar to NP_564623.2 sodium/calcium exchanger family prot 1907.538 2041.585 1361.997 1272.25 16 10.8975 10.99547 10.41151 10.31317 0.0138264 8.415998 0.03769345 6088 1.4991539 up 10.94649 10.36234 0.069281 0.069538 0.5841485 1.056372
1619401_aVvi.2174 Transcr ibed locus, weakly similar to NP_191723.1 arabinogalactan-protein (AGP20) [Arabido  395.3769 352.1199 1759.873 2046.992 16 8.627085 8.459923 10.78126 10.99929 0.0034089 17.08359 0.02783547 2031 5.0868354 down 8.543504 10.89027 0.118201 0.154173 -2.346768 0.784508
1619402_aVvi.3342 Transcr ibed locus, weakly similar to NP_921988.1 hypothetical protein [Oryza sativa (japonica 299.8182 280.6668 296.99 342.1347 16 8.227944 8.132714 8.214271 8.418421 0.3506332 1.207591 0.40662283 14315 1.0988663 down 8.180329 8.316345 0.067338 0.144356 -0.136016 0.983645
1619403_aVvi.9746 Transcr ibed locus, moderately similar to NP_174032.2 galactosyltransferase family protein [A 272.652 277.3032 348.7231 315.0524 16 8.090917 8.11532 8.445938 8.299448 0.0682022 3.630418 0.10481994 10801 1.205452 down 8.103119 8.372693 0.017256 0.103584 -0.269574 0.967803
1619404_aVvi.2791 Transcr ibed locus, moderately similar to NP_564477.1 expressed protein [Arabidopsis thalian 1520.542 1422.107 1843.756 1811.764 16 10.57037 10.47381 10.84843 10.82318 0.0243809 6.286641 0.05045342 8020 1.2429032 down 10.52209 10.83581 0.068275 0.017856 -0.313714 0.971048
1619405_s_at 5.479156 5.380449 5.215686 5.117274 16 2.453954 2.427727 2.382857 2.355376 0.0635216 3.77612 0.09915426 10634 1.0509716 up 2.44084 2.369116 0.018545 0.019432 0.0717237 1.030274
1619406_aVvi.14956 Transcr ibed locus 4.584312 4.609167 4.431729 4.422459 16 2.196705 2.204506 2.14787 2.144849 0.0058923 12.96978 0.03008681 3250 1.0383166 up 2.200606 2.146359 0.005516 0.002136 0.0542464 1.025274
1619407_sVvi.2408 Transcr ibed locus, moderately similar to NP_177795.1 12-oxophytodienoate reductase (OPR2 72.24853 73.23345 26.162 26.13938 16 6.174896 6.194431 4.709401 4.708153 4.40E-05 150.7937 0.01326001 51 2.7815456 up 6.184664 4.708777 0.013813 8.83E-04 1.475887 1.313433
1619408_aVvi.4068 Transcr ibed locus, moderately similar to NP_191569.1 citrate synthase, mitochondrial, putativ 4.179248 4.19263 4.043264 4.028568 16 2.063243 2.067856 2.015521 2.010267 0.0043778 15.06413 0.02920871 2480 1.0371724 up 2.065549 2.012894 0.003261 0.003715 0.0526557 1.026159
1619409_aVvi.6832 Transcr ibed locus, strongly similar to NP_198982.1 6-phosphogluconate dehydrogenase fam 2627.142 2483.347 5043.729 4920.764 16 11.35928 11.27807 12.30028 12.26467 0.0021094 21.73845 0.02580234 1352 1.950436 down 11.31867 12.28247 0.057423 0.025179 -0.963797 0.921531
1619410_aVvi.2773 Transcr ibed locus 530.2078 527.6328 962.8187 858.9512 16 9.050414 9.04339 9.91112 9.746432 0.0109298 9.486588 0.03495031 5189 1.7193636 down 9.046902 9.828776 0.004967 0.116452 -0.781874 0.920451
1619411_aVvi.348 Transcr ibed locus 7.059601 7.101101 6.450448 6.428493 16 2.819587 2.828043 2.689399 2.68448 0.0012746 27.98345 0.02354478 895 1.099521 up 2.823815 2.68694 0.005979 0.003478 0.1368752 1.050941
1619412_aVvi.12884 Transcr ibed locus 6.319652 6.379334 6.126993 6.149531 16 2.659845 2.673406 2.615179 2.620477 0.0215366 6.703583 0.04679982 7639 1.0344025 up 2.666626 2.617828 0.009589 0.003746 0.0487975 1.01864
1619413_aVvi.2424 Transcr ibed locus, moderately similar to NP_564841.1 calcium-binding EF hand family protei 4340.805 3954.177 1663.395 1358.918 16 12.08375 11.94916 10.69992 10.40824 0.0118487 9.104962 0.03572042 5506 2.7556174 up 12.01646 10.55408 0.095166 0.206244 1.462376 1.13856
1619414_aVvi.7916 Transcr ibed locus, moderately similar to NP_194077.1 beta-adaptin, putative [Arabidopsis tha 2297.48 2253.934 3064.353 2834.806 16 11.16584 11.13823 11.58137 11.46903 0.0231898 6.452001 0.04884505 7881 1.295193 down 11.15203 11.5252 0.019521 0.079431 -0.373167 0.967622
1619415_aVvi.15010 Transcr ibed locus 4.022909 4.03575 3.855282 3.877675 16 2.008239 2.012837 1.946836 1.955192 0.0063565 12.4828 0.03037423 3471 1.0421218 up 2.010538 1.951014 0.003251 0.005908 0.0595239 1.030509
1619416_aVvi.6756 Transcr ibed locus, moderately similar to NP_197024.1 40S ribosomal protein S9 (RPS9B) [A  1727.27 1676.756 2623.93 2637.309 16 10.75428 10.71146 11.35751 11.36485 0.0011931 28.92456 0.02324235 850 1.5457575 down 10.73287 11.36118 0.030279 0.005188 -0.628314 0.944696
1619417_aVvi.14991 Transcr ibed locus 3.654589 3.670949 3.529381 3.583072 16 1.869709 1.876153 1.819415 1.841197 0.0642334 3.752975 0.09998147 10665 1.029986 up 1.872931 1.830306 0.004556 0.015402 0.0426248 1.023288
1619418_aVvi.6996 Transcr ibed locus, weakly similar to NP_191916.3 basic helix-loop-helix (bHLH) family protei 3.675557 3.718001 3.579075 3.60003 16 1.877963 1.894527 1.839587 1.848009 0.0447231 4.568505 0.07604394 9763 1.0298592 up 1.886245 1.843798 0.011713 0.005955 0.0424471 1.023022
1619419_aVvi.4566 Transcr ibed locus, weakly similar to NP_177853.1 tetrachloro-p-hydroquinone reductive deha 160.6077 155.7154 81.57554 65.11815 16 7.327397 7.282768 6.350064 6.024988 0.0208791 6.811756 0.04593627 7545 2.1697917 up 7.305082 6.187526 0.031558 0.229864 1.1175566 1.180614
1619420_aVvi.10772 Transcr ibed locus 259.3974 266.4233 303.4054 345.3242 16 8.01902 8.057576 8.245103 8.431808 0.0877775 3.148873 0.12764135 11416 1.2312789 down 8.038298 8.338455 0.027263 0.13202 -0.300157 0.964003
1619421_at 4.605638 4.170678 3.99544 3.992898 16 2.203401 2.060282 1.998354 1.997436 0.2021294 1.871774 0.25393516 13214 1.0972909 up 2.131841 1.997895 0.1012 6.49E-04 0.133946 1.067044
1619422_at 3.78408 3.799484 3.658242 3.652346 9 1.919942 1.925803 1.87115 1.868823 0.0035357 16.77293 0.02809704 2085 1.037338 up 1.922873 1.869987 0.004144 0.001645 0.0528861 1.028282
1619423_aVvi.1469 Transcr ibed locus, moderately similar to NP_187574.1 60S ribosomal protein L4/L1 (RPL4A) 2906.436 3069.957 4264.508 4710.626 16 11.50504 11.584 12.05816 12.2017 0.0190221 7.146686 0.04387584 7196 1.5004685 down 11.54452 12.12993 0.055838 0.101498 -0.585413 0.951738
1619424_aVvi.1981 Transcr ibed locus, weakly similar to NP_565703.1 WRKY family transcr iption factor [Arabidop 576.7962 642.8922 488.1982 391.5833 16 9.171918 9.328433 8.931323 8.613175 0.1144516 2.695861 0.15856846 11982 1.3927402 up 9.250175 8.772249 0.110673 0.224964 0.477926 1.054482
1619425_aVvi.9503 Transcr ibed locus 3.649929 3.675722 3.531467 3.545139 16 1.867868 1.878027 1.820267 1.825842 0.013219 8.611154 0.03712772 5910 1.0351883 up 1.872948 1.823055 0.007184 0.003942 0.0498932 1.027368
1619426_sVvi.1484 Transcr ibed locus, strongly similar to NP_174304.1 pyruvate dehydrogenase E1 component b    668.3127 637.1536 939.8312 1052.69 16 9.384379 9.315497 9.876258 10.03987 0.0206453 6.85145 0.04563699 7509 1.5242746 down 9.349938 9.958061 0.048707 0.115688 -0.608123 0.938932
1619427_aVvi.12685 Transcr ibed locus, weakly similar to XP_472177.1 OSJNBa0069D17.7 [Oryza sativa (japonica 8122.672 8244.184 7619.815 8107.105 16 12.98774 13.00916 12.89554 12.98497 0.333123 1.26563 0.38928047 14206 1.0411611 up 12.99845 12.94026 0.015148 0.063237 0.058193 1.004497
1619428_aVvi.14759 Transcr ibed locus 4.864628 4.904342 4.705967 4.659313 16 2.28233 2.29406 2.234491 2.220117 0.0224313 6.564011 0.04790384 7773 1.0431092 up 2.288195 2.227305 0.008294 0.010164 0.0608902 1.027338
1619429_aVvi.14257 Transcr ibed locus 4.688103 4.661164 4.461649 4.45146 16 2.229004 2.22069 2.157577 2.154279 0.0041844 15.41052 0.0288901 2399 1.0489308 up 2.224847 2.155928 0.005879 0.002332 0.0689193 1.031967
1619430_sVvi.1457 Transcr ibed locus, weakly similar to NP_173594.1 protein disulfide isomerase, putative [Arabi 2750.265 2744.822 3536.246 3686.28 16 11.42536 11.4225 11.788 11.84795 0.0057489 13.13191 0.0299096 3190 1.3140777 down 11.42393 11.81798 0.002021 0.042388 -0.394051 0.966657
1619431_aVvi.15039 Transcr ibed locus 3.531011 3.539331 3.41503 3.426284 16 1.820081 1.823477 1.771898 1.776645 0.0037514 16.28099 0.02823139 2203 1.033478 up 1.821779 1.774271 0.002401 0.003356 0.0475076 1.026776
1619432_aVvi.8626 Transcr ibed locus 11.69612 11.07113 10.32884 10.32435 16 3.547957 3.46873 3.368607 3.367979 0.0715306 3.535333 0.10875009 10919 1.1019442 up 3.508344 3.368293 0.056022 4.44E-04 0.1400512 1.041579
1619433_aVvi.14701 Transcr ibed locus 4.44361 4.450786 4.286716 4.205506 16 2.151732 2.15406 2.099873 2.07228 0.0403544 4.826049 0.07046726 9505 1.0474054 up 2.152896 2.086076 0.001646 0.019511 0.0668199 1.032031
1619434_aVvi.15666 Transcr ibed locus 750.9312 680.6694 450.7045 430.6477 16 9.552537 9.41081 8.816038 8.750364 0.0122735 8.943125 0.03619264 5629 1.6227863 up 9.481674 8.783201 0.100216 0.046438 0.698473 1.079524
1619435_at 9.582785 9.702432 8.560582 8.400547 16 3.260445 3.278346 3.097709 3.070483 0.0076417 11.37379 0.03135112 4042 1.1370533 up 3.269396 3.084096 0.012658 0.019252 0.1852998 1.060082
1619436_aVvi.10657 Transcr ibed locus, weakly similar to NP_918710.1 P0560B06.28 [Oryza sativa (japonica cultiv 6.780595 6.890436 9.624731 14.83984 16 2.761412 2.784595 3.266746 3.891403 0.1231713 2.579068 0.16837296 12144 1.7484434 down 2.773004 3.579075 0.016393 0.441699 -0.806071 0.774782
1619437_aVvi.11266 Transcr ibed locus 4.732948 4.750301 4.59782 4.633308 16 2.242739 2.248019 2.20095 2.212043 0.0240594 6.330078 0.05002795 7983 1.0273179 up 2.245379 2.206496 0.003734 0.007844 0.0388828 1.017622
1619438_aVvi.10997 Transcr ibed locus, weakly similar to NP_565272.1 33 kDa secretory protein-related [Arabidop 8.107118 8.43195 8.201495 8.284268 16 3.019189 3.075867 3.035887 3.050375 0.8942981 0.150327 0.90963376 16321 1.0030524 up 3.047528 3.043131 0.040077 0.010244 0.0043969 1.001445
1619439_aVvi.5927 Transcr ibed locus, weakly similar to NP_566038.1 pectinesterase family protein [Arabidopsis 120.296 174.8012 89.87495 101.7683 16 6.910445 7.449571 6.489847 6.669144 0.1688495 2.113892 0.2184399 12832 1.5162551 up 7.180008 6.579495 0.38122 0.126782 0.6005126 1.09127
1619440_aVvi.286 Transcr ibed locus, moderately similar to NP_176973.1 expressed protein [Arabidopsis thalian 53.13501 52.62012 81.31394 75.26679 16 5.731591 5.717543 6.34543 6.233942 0.0097404 10.0582 0.03363364 4807 1.4795103 down 5.724567 6.289686 0.009934 0.078834 -0.5651195 0.910151
1619441_aVvi.2260 Transcr ibed locus 5.785384 5.817378 5.563767 5.598105 16 2.532413 2.540369 2.476062 2.484938 0.0111814 9.377469 0.03513112 5282 1.0395006 up 2.536391 2.4805 0.005626 0.006277 0.0558906 1.022532
1619442_aVvi.7351 Transcr ibed locus, weakly similar to NP_187912.2 expressed protein [Arabidopsis thaliana] 1027.502 940.8488 1194.568 1131.554 16 10.00493 9.877819 10.22227 10.14409 0.0834646 3.240819 0.12248723 11311 1.1824751 down 9.941372 10.18318 0.089878 0.055284 -0.24181 0.976254
1619443_aVvi.12075 Transcr ibed locus, moderately similar to NP_179461.1 preprotein translocase secY subunit, c 6.5228 6.568264 6.617902 6.279423 16 2.705491 2.715512 2.726374 2.650632 0.6228674 0.575869 0.6645786 15559 1.0153654 up 2.710502 2.688503 0.007086 0.053558 0.0219989 1.008183
1619444_aVvi.11372 Transcr ibed locus, moderately similar to NP_190449.1 sterile alpha motif (SAM) domain-con 343.4642 340.265 221.4637 201.6715 16 8.424016 8.410515 7.790926 7.655863 0.0094318 10.22384 0.03329499 4702 1.6176175 up 8.417265 7.723394 0.009547 0.095504 0.6938706 1.08984
1619445_sVvi.7553 Transcr ibed locus, strongly similar to NP_179395.1 peptidyl-prolyl cis- trans isomerase (PIN1 3903.247 3855.343 3991.961 4005.612 16 11.93046 11.91264 11.96288 11.96781 0.0417603 4.738866 0.07224179 9596 1.0308203 down 11.92155 11.96534 0.012597 0.003482 -0.043792 0.99634
1619446_aVvi.15037 Transcr ibed locus 5.942701 5.996285 5.58879 5.603939 16 2.571119 2.584069 2.482536 2.486441 0.0052349 13.76691 0.02950386 2940 1.0666639 up 2.577594 2.484489 0.009157 0.002761 0.0931055 1.037475
1619447_aVvi.2237 Transcr ibed locus 8.178684 8.407206 9.170108 9.366306 16 3.031869 3.071626 3.196939 3.22748 0.0235456 6.401302 0.04930685 7927 1.1176451 down 3.051747 3.21221 0.028113 0.021596 -0.1604622 0.950046
1619448_s_at 7.910014 7.060812 5.60126 7.427705 11 2.98368 2.819834 2.485751 2.892916 0.4351687 0.967991 0.48984143 14748 1.1586328 up 2.901757 2.689334 0.115857 0.287909 0.2124232 1.078987
1619449_s_at 11.02459 11.00148 14.08263 11.25075 16 3.462653 3.459625 3.815846 3.491948 0.3560943 1.19019 0.41209245 14345 1.1429465 down 3.461139 3.653897 0.002141 0.22903 -0.1927578 0.947246
1619450_sVvi.1379 Transcr ibed locus, moderately similar to NP_200227.1 quercetin 3-O-methyltransferase 1 / fl 11841.57 12097.44 14120.9 13125.53 16 13.53157 13.56241 13.78554 13.68009 0.0773947 3.382442 0.11567399 11107 1.1374652 down 13.54699 13.73282 0.021808 0.07457 -0.185823 0.986469
1619451_aVvi.3242 Transcr ibed locus, moderately similar to NP_178241.1 ABC transporter family protein [Arabid  110.1391 108.6166 104.3915 94.51706 16 6.783183 6.7631 6.705861 6.562503 0.1948549 1.919895 0.24617465 13140 1.1011106 up 6.773141 6.634182 0.0142 0.101369 0.1389594 1.020946
1619452_aVvi.784 Transcr ibed locus, weakly similar to NP_173257.2 expressed protein [Arabidopsis thaliana] 136.5893 158.1556 170.8564 166.1711 16 7.093701 7.305201 7.416641 7.376526 0.2084999 1.83149 0.26081344 13271 1.146418 down 7.199451 7.396584 0.149553 0.028366 -0.1971331 0.973348
1619453_sVvi.4667 Transcr ibed locus, weakly similar to XP_467603.1 putative homeodomain leucine zipper prote 137.1577 125.5688 249.7116 212.1457 16 7.099691 6.972334 7.964119 7.728911 0.0261629 6.060417 0.052522 8269 1.7538222 down 7.036013 7.846515 0.090055 0.166317 -0.8105024 0.896705
1619454_at 3.865348 3.8793 3.754676 3.750467 16 1.950598 1.955796 1.908689 1.90707 0.0035882 16.64909 0.02809704 2109 1.0319105 up 1.953197 1.907879 0.003675 0.001144 0.0453178 1.023753
1619455_aVvi.14617 Transcr ibed locus 4.898168 4.896651 4.738071 4.767493 16 2.292242 2.291796 2.2443 2.253231 0.0105167 9.674145 0.03455354 5052 1.030435 up 2.292019 2.248766 3.16E-04 0.006315 0.0432535 1.019234
1619456_aVvi.11653 Transcr ibed locus, weakly similar to NP_188048.1 pectinesterase family protein [Arabidopsis 110.6212 146.5312 861.714 798.8284 16 6.789485 7.195064 9.751065 9.641742 0.0059785 12.87513 0.03011482 3294 6.516644 down 6.992274 9.696404 0.286788 0.077303 -2.7041292 0.72112
1619457_aVvi.5163 Transcr ibed locus, weakly similar to NP_177979.1 alpha, alpha-trehalose-phosphate synthase 263.6684 368.297 420.9348 409.7693 16 8.042581 8.524726 8.717453 8.678668 0.2287579 1.713479 0.28234616 13450 1.3327514 down 8.283653 8.698061 0.340928 0.027425 -0.414408 0.952356
1619458_aVvi.2798 Transcr ibed locus 5.47785 5.506139 5.281943 5.305922 16 2.45361 2.461041 2.401069 2.407604 0.0086067 10.7094 0.03220978 4434 1.0374124 up 2.457326 2.404336 0.005255 0.004621 0.0529895 1.022039
1619459_aVvi.6006 Transcr ibed locus, moderately similar to NP_180261.1 4-diphosphocytidyl-2-C-methyl-D-eryt 13.8344 13.96083 13.39158 13.4553 16 3.790188 3.803313 3.743254 3.750102 0.0211619 6.764623 0.046258 7594 1.0353163 up 3.79675 3.746678 0.009281 0.004842 0.0500716 1.013364
1619460_aVvi.3565 Transcr ibed locus, weakly similar to NP_172989.1 expressed protein [Arabidopsis thaliana] 6.044701 6.085819 5.83946 5.881466 16 2.595671 2.605451 2.545835 2.556176 0.0200072 6.963266 0.04502401 7376 1.0349462 up 2.600561 2.551005 0.006916 0.007312 0.0495557 1.019426
1619461_aVvi.14790 Transcr ibed locus 14.99251 17.03336 28.77662 26.6244 16 3.90617 4.090291 4.846825 4.734677 0.0180017 7.35221 0.04268484 7000 1.7320986 down 3.998231 4.790752 0.130193 0.0793 -0.792521 0.834573
1619462_aVvi.7155 Transcr ibed locus, moderately similar to NP_567340.1 nitrilase, putative [Arabidopsis thaliana 858.5033 823.7647 802.6315 759.1129 16 9.74568 9.686089 9.648594 9.568171 0.1647719 2.147996 0.2140655 12778 1.0773612 up 9.715884 9.608382 0.042137 0.056868 0.107502 1.011188
1619463_sVvi.7598 Transcr ibed locus 10618.31 10866.17 12869.58 13086.98 16 13.37427 13.40756 13.65168 13.67584 0.0056346 13.26561 0.02979867 3135 1.2081922 down 13.39091 13.66376 0.023539 0.017089 -0.27285 0.980031
1619464_aVvi.2723 Transcr ibed locus, weakly similar to NP_178037.2 expressed protein [Arabidopsis thaliana] 126.3148 117.2498 21.2819 23.11444 16 6.98088 6.873441 4.411555 4.530723 0.0010653 30.61429 0.02259248 777 5.4870143 up 6.92716 4.471139 0.075971 0.084264 2.4560213 1.549306
1619465_aVvi.12371 Transcr ibed locus, moderately similar to NP_680219.1 expressed protein [Arabidopsis thalian 3933.183 4150.63 4195.248 3738.587 16 11.94148 12.01911 12.03454 11.86828 0.7826648 0.314885 0.8103399 16034 1.0202266 up 11.9803 11.95141 0.054895 0.117565 0.02889 1.002417
1619466_aVvi.11668 Transcr ibed locus, weakly similar to NP_199342.2 zinc finger (C3HC4-type RING finger) fam   6.192433 6.266597 5.861372 5.859977 16 2.630506 2.647682 2.551238 2.550895 0.0093878 10.24808 0.03329118 4680 1.062916 up 2.639094 2.551067 0.012145 2.43E-04 0.0880278 1.034506
1619467_at 20.93197 21.10669 18.36658 20.59321 16 4.387636 4.399628 4.199011 4.364097 0.3083702 1.354253 0.36386368 14069 1.0807836 up 4.393632 4.281554 0.00848 0.116733 0.112078 1.026177
1619468_aVvi.10 GO:004254Pectine methylesterase 3.483612 3.485617 3.378028 3.440804 16 1.800584 1.801414 1.756181 1.782746 0.14097 2.373104 0.1878016 12461 1.0220993 up 1.800999 1.769464 5.87E-04 0.018784 0.0315354 1.017822
1619469_at 3.058601 3.074859 2.97449 2.990883 16 1.612872 1.62052 1.572642 1.580571 0.0183609 7.277915 0.04313794 7065 1.0281775 up 1.616696 1.576607 0.005408 0.005607 0.0400893 1.025428
1619470_aVvi.15913 Transcr ibed locus 3.975166 4.011496 3.841645 3.863586 16 1.991015 2.00414 1.941724 1.949941 0.021662 6.683506 0.04691881 7664 1.036518 up 1.997578 1.945833 0.009281 0.00581 0.0517452 1.026593
1619471_aVvi.1523 Transcr ibed locus, strongly similar to NP_190192.1 Ras-related protein (ARA-3) / small GTP    3355.023 3387.505 3332.6 3291.552 16 11.71211 11.72601 11.70243 11.68455 0.1525484 2.257561 0.20080945 12611 1.0178777 up 11.71906 11.69349 0.009829 0.012643 0.025564 1.002186
1619472_x_at 11.71574 11.58058 10.54721 10.07532 16 3.550377 3.533636 3.398789 3.332754 0.0353846 5.173962 0.06423787 9144 1.1299309 up 3.542006 3.365772 0.011838 0.046693 0.1762345 1.052361
1619473_aVvi.11522 Transcr ibed locus, moderately similar to NP_973572.1 expressed protein [Arabidopsis thalian 1968.706 1842.089 1211.299 1193.239 16 10.94303 10.84713 10.24234 10.22067 0.0054439 13.49784 0.02963291 3049 1.5840042 up 10.89508 10.2315 0.067815 0.015324 0.6635765 1.064856
1619474_sVvi.7401 Transcr ibed locus, moderately similar to NP_920667.1 Profilin A [Oryza sativa (japonica culti 3957.989 3696.868 2786.897 2750.04 16 11.95055 11.85209 11.44444 11.42524 0.0113657 9.29985 0.03532247 5341 1.3817334 up 11.90132 11.43484 0.069625 0.013581 0.4664795 1.040795
1619475_aVvi.1694 Transcr ibed locus, weakly similar to NP_192765.1 wound-responsive family protein [Arabidop 137.486 195.6883 505.5405 494.7055 16 7.10314 7.612414 8.981683 8.950426 0.0242509 6.3041 0.05028902 8005 3.0488777 down 7.357777 8.966055 0.360111 0.022102 -1.6082784 0.820626
1619476_at 5.015027 5.084735 4.847643 4.756651 16 2.326258 2.346173 2.277283 2.249946 0.0502072 4.293055 0.08277354 10069 1.0516105 up 2.336215 2.263615 0.014082 0.01933 0.0726003 1.032073
1619477_aVvi.2276 Transcr ibed locus, strongly similar to NP_201162.1 glutamate-1-semialdehyde 2,1-aminomut 581.4959 594.5626 493.1774 554.3875 16 9.183625 9.215685 8.945963 9.114751 0.1875343 1.97081 0.23837723 13060 1.1245114 up 9.199656 9.030357 0.02267 0.119351 0.169299 1.018748
1619478_aVvi.7065 Transcr ibed locus, moderately similar to NP_196762.1 expressed protein [Arabidopsis thalian 70.20338 122.7011 16.02586 27.46539 16 6.133469 6.939004 4.00233 4.779543 0.0618169 3.833113 0.09700824 10577 4.423842 up 6.536236 4.390936 0.5696 0.549573 2.1452999 1.488575
1619479_aVvi.7570 Transcr ibed locus, moderately similar to NP_201331.1 lanthionine synthetase C-like family pr 37.91349 31.44588 9.44403 6.459594 16 5.244639 4.974799 3.239403 2.691443 0.0196875 7.021307 0.04469452 7312 4.4207654 up 5.109719 2.965423 0.190806 0.387466 2.1442963 1.7231
1619480_aVvi.3516 Transcr ibed locus, moderately similar to NP_174473.1 GHMP kinase family protein [Arabidop 1289.928 1268.897 1255.973 1184.691 16 10.33308 10.30936 10.29459 10.2103 0.2568298 1.570763 0.31152833 13686 1.0488251 up 10.32122 10.25244 0.01677 0.059606 0.068775 1.006708
1619481_aVvi.7875 Transcr ibed locus, weakly similar to XP_469394.1 oleosin [Oryza sativa (japonica cultivar-gro 4.995732 5.025211 4.882949 4.919247 16 2.320696 2.329184 2.287753 2.298437 0.0429681 4.667342 0.07374711 9672 1.0223187 up 2.32494 2.293095 0.006002 0.007555 0.0318452 1.013887
1619482_at 3.739315 3.760059 3.61931 3.627055 16 1.902774 1.910755 1.855714 1.858799 0.0073847 11.57224 0.03115656 3934 1.0349121 up 1.906765 1.857257 0.005644 0.002181 0.0495082 1.026657
1619483_aVvi.15065 Transcr ibed locus 5.359298 5.393707 5.09289 5.128377 16 2.422044 2.431277 2.348485 2.358502 0.0085565 10.74117 0.03216887 4414 1.0520238 up 2.426661 2.353493 0.006529 0.007084 0.0731673 1.031089
1619484_aVvi.11702 Transcr ibed locus, moderately similar to NP_850863.1 cytokinin oxidase, putative (CKX5) [Ara 834.3808 904.7198 1020.333 893.2719 16 9.704562 9.821327 9.994824 9.802956 0.3497224 1.210524 0.40576497 14308 1.0988119 down 9.762945 9.89889 0.082565 0.135672 -0.135945 0.986267
1619485_aVvi.11930 Transcr ibed locus, moderately similar to NP_850843.1 expressed protein [Arabidopsis thalian 176.818 188.4074 286.0126 256.2706 16 7.466122 7.557712 8.159935 8.001524 0.0249091 6.217102 0.05109218 8093 1.483302 down 7.511917 8.08073 0.064764 0.112014 -0.5688125 0.929609
1619486_at 177.9472 196.9462 10.02533 5.316306 16 7.475305 7.621657 3.325578 2.410424 0.0096602 10.10049 0.03355114 4774 25.642767 up 7.548481 2.868001 0.103487 0.647112 4.6804798 2.631966
1619487_aVvi.237 Transcr ibed locus, weakly similar to NP_922904.1 hypothetical protein [Oryza sativa (japonica 540.5668 540.5704 312.0681 335.3337 16 9.078329 9.078339 8.285717 8.389454 0.0048673 14.28129 0.02939247 2748 1.6710424 up 9.078334 8.337585 6.74E-06 0.073353 0.740749 1.088845
1619488_aVvi.1262 Transcr ibed locus 7.632551 7.469009 6.796119 6.505001 16 2.932165 2.900917 2.764711 2.701549 0.0349803 5.205421 0.06367099 9120 1.1355653 up 2.916541 2.73313 0.022096 0.044662 0.1834107 1.067106
1619489_s_at 6.982443 7.101129 6.751712 6.472319 16 2.803732 2.828049 2.755253 2.694283 0.1089378 2.776392 0.15239179 11867 1.0651984 up 2.81589 2.724768 0.017194 0.043113 0.0911221 1.033442
1619490_aVvi.5424 Transcr ibed locus 8.165037 8.249252 11.98704 27.26235 16 3.02946 3.044264 3.583404 4.768838 0.1945527 1.921946 0.24586764 13136 2.2026787 down 3.036862 4.176121 0.010468 0.838229 -1.1392591 0.727197
1619491_sVvi.7436 Transcr ibed locus, strongly similar to NP_197233.1 UTP--glucose-1-phosphate uridylyltrans         4559.148 4788.364 5066.069 4658.439 16 12.15455 12.22532 12.30665 12.18563 0.5067649 0.801866 0.5574445 15091 1.0397291 down 12.18993 12.24614 0.050041 0.085574 -0.0562075 0.99541
1619492_at 4.369329 4.395102 4.773629 4.321917 16 2.127412 2.135896 2.255086 2.111671 0.546262 0.720073 0.5941069 15264 1.0365034 down 2.131654 2.183379 0.006 0.10141 -0.051725 0.97631
1619493_at 304.5874 295.7632 570.7867 612.4279 16 8.250712 8.208299 9.156808 9.258396 0.003152 17.76956 0.02773125 1885 1.969864 down 8.229506 9.207602 0.029991 0.071834 -0.978096 0.893773
1619494_aVvi.2470 Transcr ibed locus 862.9857 543.3885 9.057694 15.97011 16 9.753193 9.08584 3.179144 3.997303 0.0080963 11.04606 0.03164183 4247 56.936943 up 9.419517 3.588223 0.47189 0.578526 5.8312938 2.62512
1619495_aVvi.2823 Transcr ibed locus, moderately similar to NP_564492.1 expressed protein [Arabidopsis thalian 6.834407 6.863562 8.617644 6.580586 16 2.772816 2.778957 3.107293 2.718216 0.5546323 0.703464 0.6017124 15302 1.0995156 down 2.775887 2.912755 0.004342 0.275119 -0.136868 0.953011
1619496_aVvi.4469 Transcr ibed locus 190.6842 264.4794 155.0834 130.3502 16 7.575041 8.047011 7.276901 7.026249 0.1323514 2.468011 0.17849697 12309 1.579482 up 7.811027 7.151575 0.333733 0.177238 0.6594516 1.092211
1619497_aVvi.9750 Transcr ibed locus, moderately similar to NP_566671.1 translocation protein-related [Arabidop 1220.666 1340.905 1364.574 1625.339 16 10.25345 10.38899 10.41424 10.66653 0.2655486 1.530471 0.3207682 13743 1.1640542 down 10.32122 10.54038 0.09584 0.178396 -0.2191585 0.979208
1619498_aVvi.7266 Transcr ibed locus, weakly similar to NP_195583.1 glycine-rich protein [Arabidopsis thaliana] 760.3362 773.8182 1036.381 984.0891 16 9.570494 9.595851 10.01734 9.942645 0.0097345 10.06128 0.03362032 4806 1.3166027 down 9.583172 9.979992 0.01793 0.052816 -0.39682 0.960238
1619499_aVvi.9381 Transcr ibed locus, weakly similar to XP_470807.1 putative transthyretin, having alternative spl 422.2553 383.3845 390.5338 371.5707 16 8.721972 8.582648 8.609303 8.537493 0.4200005 1.006907 0.47538283 14666 1.0562203 up 8.652309 8.573399 0.098516 0.050778 0.07891 1.009204
1619500_aVvi.10841 Transcr ibed locus, weakly similar to NP_188838.1 receptor-like protein kinase-related [Arabid 4.019802 4.038136 3.905875 3.915638 16 2.007125 2.013689 1.965646 1.969248 0.0075095 11.47461 0.03126878 3984 1.0302256 up 2.010407 1.967447 0.004642 0.002547 0.0429604 1.021836
1619501_aVvi.1326 Transcr ibed locus, moderately similar to NP_187633.2 tubulin folding cofactor B [Arabidopsis 390.5141 395.0793 449.4989 440.7965 16 8.609231 8.625999 8.812174 8.783969 0.0081645 10.99923 0.03164294 4278 1.1332421 down 8.617615 8.798071 0.011856 0.019944 -0.180456 0.979489
1619502_aVvi.15104 Transcr ibed locus 13.04335 9.587614 12.77 14.0098 16 3.705242 3.261172 3.674687 3.808364 0.3811955 1.114031 0.43685806 14485 1.1960838 down 3.483207 3.741526 0.314005 0.094524 -0.2583185 0.930959
1619503_aVvi.2337 Transcr ibed locus, strongly similar to NP_197703.1 photosystem II stability/assembly factor, c 361.6976 401.2057 49.67164 44.42803 16 8.49864 8.648198 5.63435 5.473398 0.001321 27.48644 0.02368379 925 8.109121 up 8.57342 5.553874 0.105754 0.11381 3.019546 1.543683
1619504_aVvi.2234 Transcr ibed locus, weakly similar to NP_568790.1 expressed protein [Arabidopsis thaliana] 1208.691 1091.024 865.0716 832.7036 16 10.23923 10.09147 9.756676 9.701659 0.0311496 5.532728 0.05877987 8797 1.3530171 up 10.16535 9.729168 0.104484 0.038903 0.43618 1.044832
1619505_aVvi.5593 Transcr ibed locus, weakly similar to XP_474299.1 OSJNBa0043A12.36 [Oryza sativa (japonic 861.8422 862.0472 1068.32 1000.231 16 9.75128 9.751623 10.06113 9.966118 0.0312998 5.51879 0.05892088 8818 1.1992819 down 9.751452 10.01362 2.43E-04 0.067182 -0.2621705 0.973819
1619506_sVvi.2230 Transcr ibed locus, weakly similar to NP_565498.1 translocon-associated protein alpha (TRA     6878.604 7166.863 7812.513 8193.094 16 12.7479 12.80713 12.93157 13.00019 0.0533046 4.156176 0.08666538 10210 1.1394739 down 12.77751 12.96588 0.041879 0.048522 -0.1883675 0.985472
1619507_sVvi.6769 Transcr ibed locus, weakly similar to NP_922754.1 putative nucleic acid binding protein [Oryza 1588.09 1714.845 2025.928 2112.309 16 10.63308 10.74386 10.98437 11.04461 0.0354278 5.170635 0.06428107 9149 1.2535481 down 10.68847 11.01449 0.078337 0.042595 -0.326017 0.970401
1619508_aVvi.15099 Transcr ibed locus 4.448747 4.426706 4.304368 4.458111 16 2.153399 2.146234 2.105801 2.156433 0.5406424 0.731358 0.58892107 15240 1.0130458 up 2.149816 2.131117 0.005067 0.035802 0.0186994 1.008774
1619509_at 10.70636 11.22658 9.948444 9.419542 16 3.420397 3.488846 3.314471 3.235657 0.075102 3.440164 0.11300018 11033 1.1325363 up 3.454621 3.275064 0.048401 0.05573 0.1795573 1.054826
1619510_sVvi.2003 Transcr ibed locus, moderately similar to NP_180930.1 copper-binding protein (CUTA) [Arab 1102.044 928.6196 792.3937 748.4306 16 10.10597 9.858944 9.630074 9.547725 0.0942244 3.02286 0.1351109 11577 1.313626 up 9.982454 9.5889 0.174671 0.058229 0.393554 1.041043
1619511_aVvi.1156 Transcr ibed locus, moderately similar to NP_914457.1 putative small basic membrane integra      3989.089 4106.627 4040.153 3706.502 16 11.96184 12.00374 11.98019 11.85584 0.4275914 0.987243 0.4825554 14710 1.04592 up 11.98279 11.91802 0.029624 0.08793 0.064773 1.005435
1619512_sVvi.1610 Transcr ibed locus, moderately similar to NP_189997.1 DNAJ heat shock protein, putative (J3 251.3033 228.6523 216.5334 213.3695 16 7.973286 7.837011 7.758446 7.73721 0.1500604 2.281347 0.19800524 12581 1.115214 up 7.905149 7.747828 0.096361 0.015016 0.1573205 1.020305
1619513_aVvi.1451 Transcr ibed locus, weakly similar to NP_180918.1 cinnamoyl-CoA reductase family [Arabidop 2993.02 3031.097 3798.564 3254.191 16 11.54739 11.56562 11.89124 11.66808 0.1844098 1.993362 0.23494527 13030 1.1672843 down 11.55651 11.77966 0.012897 0.157794 -0.223156 0.981056
1619514_aVvi.12760 Transcr ibed locus, weakly similar to NP_565314.1 expressed protein [Arabidopsis thaliana] 5.705953 5.703236 5.40097 5.443922 16 2.512468 2.511781 2.433219 2.444646 0.0060611 12.78626 0.03012973 3338 1.0520416 up 2.512124 2.438932 4.86E-04 0.008081 0.0731919 1.03001
1619515_aVvi.8497 Transcr ibed locus 4.777801 4.805174 4.632327 4.643077 16 2.256347 2.264589 2.211737 2.215081 0.0088137 10.5812 0.0324984 4501 1.0331565 up 2.260468 2.213409 0.005828 0.002365 0.0470588 1.021261
1619516_sVvi.3188 Transcr ibed locus, strongly similar to NP_197502.1 Ras-related GTP-binding nuclear protei   3874.942 3814.058 3538.269 3957.662 16 11.91996 11.89711 11.78883 11.95043 0.6805598 0.476735 0.7175115 15746 1.0273339 up 11.90854 11.86963 0.016157 0.114273 0.038905 1.003278
1619517_at 5.765825 5.735436 5.535352 5.380655 16 2.527527 2.519903 2.468675 2.427782 0.0682384 3.629347 0.10484416 10804 1.0537164 up 2.523715 2.448228 0.005391 0.028916 0.0754866 1.030833
1619518_aVvi.5286 Transcr ibed locus, moderately similar to NP_566048.1 nucleotidyltransferase family protein [A 444.9619 472.614 375.4438 332.0487 16 8.797538 8.884519 8.552453 8.375251 0.0621599 3.821465 0.09744834 10589 1.2987972 up 8.841028 8.463852 0.061505 0.125301 0.377176 1.044563
1619519_aVvi.5456 Transcr ibed locus, weakly similar to NP_916822.1 putative arabinogalactan-like protein [Oryz 4.493054 4.513866 4.401513 4.330845 16 2.167697 2.174363 2.138 2.114649 0.0664925 3.681914 0.10275605 10742 1.0314729 up 2.17103 2.126324 0.004714 0.016512 0.0447058 1.021025
1619520_aVvi.14421 Transcr ibed locus 5.072548 5.084497 4.859759 4.878418 16 2.342711 2.346105 2.280885 2.286413 0.0028381 18.73094 0.0270467 1736 1.0430144 up 2.344408 2.283649 0.0024 0.003909 0.060759 1.026606
1619521_aVvi.7937 Transcr ibed locus, weakly similar to NP_920941.1 hypothetical protein [Oryza sativa (japonica 369.8531 305.5338 463.5716 657.1856 16 8.530808 8.255188 8.856648 9.360157 0.1302337 2.492655 0.17617047 12272 1.6419436 down 8.392998 9.108402 0.194893 0.356034 -0.715404 0.921457
1619522_aVvi.540 GO:000597Putative beta-galactosidase BG1 14.08536 19.66892 157.6754 195.8422 16 3.816124 4.297846 7.300814 7.613548 0.0070574 11.8405 0.03089839 3791 10.557498 down 4.056985 7.457181 0.340629 0.221137 -3.400196 0.544037
1619523_aVvi.7954 Transcr ibed locus, weakly similar to NP_196522.1 succi nate dehydrogenase cytochrome b su 144.2262 172.0806 159.4726 142.0373 16 7.17219 7.426941 7.317164 7.150127 0.7073704 0.432786 0.74210197 15824 1.0467521 up 7.299565 7.233645 0.180136 0.118114 0.0659199 1.009113
1619524_aVvi.12185 Transcr ibed locus 139.3612 147.0188 174.1314 172.79 16 7.122685 7.199858 7.444032 7.432876 0.0192156 7.109572 0.04410572 7232 1.211826 down 7.161272 7.438454 0.054569 0.007889 -0.2771824 0.962737
1619525_aVvi.10988 Transcr ibed locus, weakly similar to NP_192654.1 T-complex protein 11 [Arabidopsis thaliana 603.8138 599.3516 517.4768 499.5982 16 9.23796 9.227259 9.01535 8.964624 0.0112225 9.359977 0.03516247 5296 1.1831405 up 9.232609 8.989987 0.007567 0.035869 0.242622 1.026988
1619526_aVvi.9498 Transcr ibed locus, moderately similar to NP_196177.1 omega-3 fatty acid desaturase, chloro    195.435 206.4668 72.7177 72.12849 16 7.610545 7.689766 6.184235 6.172497 7.39E-04 36.75543 0.02185218 559 2.7736578 up 7.650156 6.178366 0.056018 0.0083 1.4717898 1.238217
1619527_at 7.737594 7.706422 7.472262 7.290428 16 2.951885 2.946061 2.901545 2.866004 0.0685356 3.620593 0.10523754 10811 1.0462291 up 2.948973 2.883774 0.004118 0.025132 0.0651989 1.022609
1619528_sVvi.7695 Transcr ibed locus, moderately similar to NP_172382.1 luminal binding protein 3 (BiP-3) (BP3 411.522 623.3981 416.6122 427.9193 16 8.684826 9.28401 8.702561 8.741195 0.4740615 0.874509 0.5264109 14950 1.1995888 up 8.984418 8.721878 0.423687 0.027318 0.26254 1.030101
1619529_aVvi.1591 Transcr ibed locus, moderately similar to NP_566657.1 calcium-binding EF hand family protei 375.1942 380.7375 499.3123 566.0254 16 8.551494 8.572653 8.963799 9.144723 0.0325789 5.403977 0.06066646 8913 1.406576 down 8.562073 9.05426 0.014962 0.127933 -0.492187 0.94564
1619530_at 3.592989 3.603214 3.506807 3.57676 16 1.845185 1.849284 1.810158 1.838653 0.2536379 1.585953 0.3083776 13654 1.0159496 up 1.847235 1.824406 0.002899 0.020149 0.0228288 1.012513
1619531_aVvi.5534 Transcr ibed locus 20.8535 21.81305 19.86176 20.01771 16 4.382217 4.44712 4.311922 4.323205 0.0983709 2.948131 0.13989665 11673 1.0696253 up 4.414669 4.317563 0.045893 0.007979 0.0971056 1.022491
1619532_aVvi.9494 Transcr ibed locus, moderately similar to NP_201515.1 F-box family protein [Arabidopsis thali 763.4608 771.6137 326.9388 286.8453 16 9.57641 9.591735 8.352877 8.164129 0.0050634 13.9999 0.02943507 2850 2.5063174 up 9.584072 8.258503 0.010836 0.133465 1.325569 1.16051
1619533_at 6.344783 6.338322 5.97662 5.943055 16 2.665571 2.664101 2.57933 2.571205 0.0021178 21.69534 0.02580234 1359 1.064052 up 2.664836 2.575267 0.001039 0.005745 0.0895687 1.03478
1619534_aVvi.10054 Transcr ibed locus, strongly similar to XP_467536.1 putative KH domain protein [Oryza sativa 1511.84 1389.932 1093.177 1013.28 16 10.56209 10.4408 10.09431 9.984818 0.0298938 5.65326 0.05721875 8672 1.3773352 up 10.50144 10.03956 0.085766 0.077424 0.46188 1.046006
1619535_s_at 645.3012 604.7972 518.0789 533.1714 16 9.333829 9.240308 9.017028 9.058455 0.039594 4.875085 0.06945684 9463 1.1886523 up 9.287068 9.037742 0.066129 0.029294 0.249326 1.027587
1619536_aVvi.1438 Transcr ibed locus, moderately similar to NP_851097.1 peptide chain release factor, putative [A  159.314 158.6135 108.1884 110.4642 16 7.315729 7.309372 6.757402 6.787434 8.07E-04 35.18999 0.0221369 601 1.4541061 up 7.312551 6.772418 0.004495 0.021236 0.5401325 1.079755
1619537_aVvi.3012 Transcr ibed locus 436.4863 431.1989 319.5873 325.0624 16 8.769793 8.75221 8.320066 8.344573 0.0012353 28.42551 0.02331889 877 1.3460037 up 8.761002 8.332319 0.012433 0.017329 0.428683 1.051448
1619538_aVvi.1467 Transcr ibed locus, moderately similar to NP_565645.1 expressed protein [Arabidopsis thalian 898.1199 804.8736 63.517 80.45476 16 9.810764 9.652618 5.989071 6.330106 0.0027573 19.00465 0.0270467 1690 11.893513 up 9.731691 6.159588 0.111826 0.241148 3.5721027 1.579926
1619539_aVvi.9236 Transcr ibed locus, weakly similar to NP_173155.1 amino acid permease family protein [Arabid 5.444427 5.418934 5.235698 5.387013 16 2.44478 2.438009 2.388382 2.429486 0.2594531 1.558459 0.3143887 13700 1.0227553 up 2.441395 2.408934 0.004788 0.029065 0.032461 1.013475
1619540_aVvi.9409 Transcr ibed locus, moderately similar to NP_563888.2 universal stress protein (USP) family 1229.643 1213.567 1265.373 1231.089 16 10.26402 10.24504 10.30535 10.26572 0.2936746 1.411094 0.34922892 13960 1.0217215 down 10.25453 10.28553 0.013425 0.028021 -0.031002 0.996986
1619541_aVvi.8080 Transcr ibed locus, strongly similar to NP_201073.1 ATPase, plasma membrane-type, putative     208.6996 209.4594 458.5326 364.2565 16 7.705284 7.710527 8.84088 8.508811 0.0282485 5.822998 0.05503183 8521 1.9546901 down 7.707906 8.674846 0.003707 0.234809 -0.96694 0.888535
1619542_at 14.13091 17.2218 13.99992 9.473587 16 3.820782 4.106164 3.807346 3.243911 0.2999273 1.386489 0.35536635 14011 1.3545787 up 3.963473 3.525629 0.201796 0.398409 0.4378442 1.124189
1619543_aVvi.7180 Transcr ibed locus, weakly similar to NP_564972.1 expressed protein [Arabidopsis thaliana] 268.0775 268.4064 290.7462 289.1921 16 8.066506 8.068275 8.183617 8.175884 0.0012436 28.33005 0.02331889 884 1.0809951 down 8.06739 8.17975 0.001251 0.005468 -0.11236 0.986264
1619544_at 5.729748 5.756837 5.502629 5.483923 16 2.518472 2.525276 2.460121 2.455208 0.0042442 15.30094 0.02896383 2430 1.0455117 up 2.521874 2.457665 0.004812 0.003474 0.0642093 1.026126
1619545_aVvi.15071 Transcr ibed locus 5.233734 5.299094 5.129311 5.150747 16 2.387841 2.405746 2.358765 2.364782 0.0656518 3.707943 0.10175049 10711 1.024571 up 2.396793 2.361773 0.012661 0.004254 0.0350198 1.014828
1619546_at 3.946819 3.952231 3.792575 3.806362 16 1.980691 1.982667 1.923178 1.928413 0.0024975 19.97245 0.02656229 1560 1.0394955 up 1.981679 1.925795 0.001398 0.003702 0.0558835 1.029018
1619547_aVvi.15356 Transcr ibed locus 4.333678 4.348012 4.351438 4.21293 16 2.115592 2.120356 2.121492 2.074824 0.4871524 0.844838 0.5388569 15008 1.0138301 up 2.117974 2.098158 0.003369 0.032999 0.0198159 1.009444
1619548_aVvi.9692 Transcr ibed locus 5.048832 5.079673 4.867685 4.89116 16 2.33595 2.344736 2.283236 2.290177 0.0107197 9.580668 0.03477973 5116 1.0378776 up 2.340343 2.286706 0.006213 0.004908 0.0536363 1.023456
1619549_aVvi.719 Transcr ibed locus, moderately similar to NP_175027.1 UDP-glucose:sterol glucosyltransfera 65.24551 72.88734 85.63999 93.07793 16 6.027807 6.187596 6.420213 6.540368 0.0650366 3.727299 0.10098561 10691 1.2946742 down 6.107701 6.48029 0.112988 0.084962 -0.3725891 0.942504
1619550_at 4.185601 4.208818 4.057033 4.097015 16 2.065435 2.073415 2.020425 2.034573 0.0355398 5.162026 0.06443507 9156 1.029487 up 2.069425 2.027499 0.005643 0.010004 0.0419257 1.020679
1619551_aVvi.3484 Transcr ibed locus, moderately similar to XP_465257.1 putative nonclathrin coat protein zeta2-     3473.84 3447.469 3846.876 4093.572 16 11.76232 11.75132 11.90947 11.99915 0.0485408 4.371917 0.08067378 9988 1.1467006 down 11.75682 11.95431 0.007774 0.063408 -0.197489 0.98348
1619552_aVvi.6324 Transcr ibed locus 4.825554 4.836567 4.697317 4.718569 16 2.270695 2.273984 2.231837 2.238349 0.0094568 10.2101 0.0333126 4712 1.0261531 up 2.272339 2.235093 0.002325 0.004605 0.037246 1.016664
1619553_aVvi.1439 Transcr ibed locus, weakly similar to NP_563933.1 expressed protein [Arabidopsis thaliana] 88.21095 83.24703 51.8014 52.18629 16 6.462886 6.379327 5.694919 5.705599 0.0033967 17.11439 0.02783547 2021 1.6481495 up 6.421106 5.700259 0.059085 0.007552 0.7208473 1.126459
1619554_aVvi.11900 Transcr ibed locus, weakly similar to NP_851254.1 LOB domain protein / lateral organ bounda 4.089329 4.040124 3.901238 3.918039 16 2.031864 2.0144 1.963932 1.970132 0.0262132 6.054367 0.05257733 8276 1.0396514 up 2.023132 1.967032 0.012349 0.004384 0.0560998 1.02852



1619555_at 144.3802 164.6367 185.9444 247.915 16 7.173729 7.363143 7.538727 7.953702 0.1711941 2.094786 0.22078486 12872 1.3925985 down 7.268436 7.746215 0.133936 0.293432 -0.4777795 0.938321
1619556_aVvi.102 Transcr ibed locus, weakly similar to NP_198360.1 peptidyl-prolyl cis- trans isomerase cycloph 11.58697 8.802144 12.37489 14.63257 16 3.534431 3.137855 3.629345 3.871112 0.2165126 1.783079 0.2691331 13355 1.3324533 down 3.336143 3.750228 0.280422 0.170955 -0.414085 0.889584
1619557_aVvi.5235 Transcr ibed locus, weakly similar to NP_196328.1 prenylated rab acceptor (PRA1) family pro  246.2325 271.0769 211.8928 207.7298 16 7.943877 8.082559 7.727191 7.698565 0.0513324 4.24194 0.08423644 10116 1.2314347 up 8.013218 7.712878 0.098063 0.020242 0.3003402 1.03894
1619558_aVvi.13132 Transcr ibed locus, weakly similar to NP_192643.2 RNA recognition motif (RRM)-containing 6.448196 6.443403 6.250875 6.682137 16 2.688896 2.687823 2.644058 2.74031 0.9438992 0.079463 0.95221895 16455 1.0026544 down 2.688359 2.692184 7.59E-04 0.06806 -0.0038244 0.998579
1619559_aVvi.1965 Transcr ibed locus, moderately similar to NP_171622.1 CBL-interacting protein kinase 9 (CIP 509.6498 512.8848 9.540522 9.130487 16 8.993362 9.002491 3.254068 3.190692 3.07E-05 180.3999 0.01323349 37 54.778847 up 8.997927 3.22238 0.006455 0.044814 5.775547 2.792323
1619560_aVvi.1608 Transcr ibed locus, moderately similar to XP_469487.1 putative FK506-binding protein [Oryza 24.55227 20.10835 19.31306 18.44741 16 4.617785 4.329723 4.271505 4.205346 0.2522954 1.592416 0.30692515 13646 1.1771749 up 4.473754 4.238425 0.20369 0.046781 0.2353287 1.055523
1619561_aVvi.4616 Transcr ibed locus, weakly similar to NP_680129.1 SNF2 domain-containing protein / helicase 115.6434 106.3857 138.7209 128.6858 16 6.85354 6.733161 7.116042 7.00771 0.0801516 3.316208 0.11881039 11199 1.2045758 down 6.79335 7.061875 0.085121 0.076602 -0.2685253 0.961975
1619562_aVvi.2760 Transcr ibed locus 5.645927 5.67526 5.43857 5.491143 16 2.497211 2.504686 2.443227 2.457107 0.0232566 6.442391 0.04893057 7889 1.0358261 up 2.500948 2.450167 0.005286 0.009814 0.0507817 1.020726
1619563_aVvi.11709 Transcr ibed locus, weakly similar to NP_198992.2 crooked neck protein, putative / cell cycle p 353.8659 388.2386 407.7075 451.4637 16 8.467059 8.6008 8.671391 8.818466 0.1677682 2.122826 0.21727803 12818 1.1574891 down 8.53393 8.744928 0.094569 0.103998 -0.210998 0.975872
1619564_s_at 107.5597 76.65638 124.6786 127.9076 16 6.748994 6.260335 6.962071 6.998958 0.1916235 1.942048 0.24270165 13107 1.390737 down 6.504664 6.980514 0.345534 0.026083 -0.4758496 0.931832
1619565_aVvi.109 GO:000656Pyrroline-5-carboxylate synthetase (delta 1 type) 4550.104 4570.932 3241.567 3114.578 16 12.15168 12.15827 11.66248 11.60482 0.0030831 17.96798 0.02768036 1848 1.4352777 up 12.15498 11.63365 0.004659 0.040767 0.52133 1.044812
1619566_aVvi.14624 Transcr ibed locus 4.229224 4.255715 4.074763 4.074431 16 2.080393 2.089402 2.026716 2.026599 0.0059298 12.92832 0.03008822 3269 1.0411946 up 2.084897 2.026658 0.00637 8.31E-05 0.0582397 1.028737
1619567_aVvi.448 Transcr ibed locus, moderately similar to XP_474331.1 OSJNBa0018M05.18 [Oryza sativa (ja  229.5472 225.0069 200.2012 192.219 16 7.842647 7.813825 7.645307 7.586608 0.0229124 6.492324 0.04851318 7840 1.1585166 up 7.828236 7.615957 0.02038 0.041507 0.2122787 1.027873
1619568_x_at 7.966162 7.915925 7.086669 7.053977 16 2.993885 2.984758 2.825108 2.818437 0.0011361 29.64258 0.02303825 817 1.1231488 up 2.989321 2.821772 0.006454 0.004717 0.1675492 1.059377
1619569_aVvi.640 Transcr ibed locus, moderately similar to XP_476029.1 putative adhesion regulating molecule 740.1762 746.6087 859.6311 883.0219 16 9.531725 9.544209 9.747574 9.786305 0.007804 11.25349 0.03143955 4120 1.1719999 down 9.537967 9.766939 0.008827 0.027387 -0.228972 0.976556
1619570_aVvi.7819 Transcr ibed locus, moderately similar to NP_565280.1 NADH-ubiquinone oxidoreductase B1 1344.025 1306.699 1604.332 1589.953 16 10.39234 10.35171 10.64776 10.63477 0.0062176 12.62279 0.03025465 3407 1.2051675 down 10.37203 10.64126 0.028732 0.009184 -0.269234 0.974699
1619571_at 8.464997 9.37908 7.726747 7.761726 16 3.081509 3.229446 2.949861 2.956378 0.1118551 2.733086 0.1556711 11928 1.1505778 up 3.155478 2.95312 0.104607 0.004608 0.2023585 1.068524
1619572_aVvi.13446 Transcr ibed locus, weakly similar to NP_568034.1 expressed protein [Arabidopsis thaliana] 403.5197 356.7832 267.4957 292.4048 16 8.656495 8.478904 8.063372 8.191823 0.0567753 4.015957 0.09091277 10366 1.3567 up 8.567699 8.127598 0.125576 0.090829 0.440101 1.054149
1619573_aVvi.8755 Transcr ibed locus, weakly similar to NP_174094.1 zinc finger (C2H2 type) family protein (ZA 1001.927 1667.605 350.1173 510.8431 16 9.968561 10.70356 8.451695 8.996737 0.071979 3.52301 0.10924169 10938 3.0564268 up 10.33606 8.724216 0.519724 0.385403 1.611846 1.184755
1619574_aVvi.1358 Transcr ibed locus, moderately similar to NP_195231.1 WD-40 repeat protein (MSI3) [Arabido 317.2235 364.2611 1002.6 909.0685 16 8.309356 8.508829 9.969531 9.828245 0.0066631 12.18942 0.03065634 3607 2.808492 down 8.409092 9.898888 0.141049 0.099904 -1.489796 0.849499
1619575_aVvi.7160 Transcr ibed locus, moderately similar to NP_175250.1 signal recognition particle 19 kDa pro 3.842856 3.8357 3.734268 3.743364 16 1.942179 1.93949 1.900826 1.904335 0.0033231 17.30392 0.02783547 1971 1.0268704 up 1.940835 1.902581 0.001901 0.002482 0.038254 1.020106
1619576_aVvi.15569 Transcr ibed locus 3.032594 3.044747 2.946883 2.962448 16 1.600552 1.606322 1.55919 1.56679 0.0136304 8.477538 0.03753936 6026 1.0284326 up 1.603437 1.56299 0.00408 0.005374 0.0404472 1.025878
1619577_aVvi.9948 Transcr ibed locus, moderately similar to NP_568408.1 F-box family protein / WD-40 repeat fa   392.7402 412.1659 302.2048 326.864 16 8.617432 8.687081 8.239383 8.352547 0.0330589 5.362599 0.06126856 8956 1.2801304 up 8.652256 8.295965 0.04925 0.080019 0.356291 1.042948
1619578_aVvi.15315 Transcr ibed locus 4.569876 4.593622 4.382244 4.367203 16 2.192155 2.199632 2.13167 2.12671 0.0044931 14.86828 0.02926091 2542 1.0473212 up 2.195894 2.12919 0.005287 0.003507 0.0667041 1.031328
1619579_at 4.499911 4.509761 4.36637 4.363143 16 2.169897 2.173051 2.126434 2.125368 0.0013321 27.37179 0.0237745 929 1.0320928 up 2.171474 2.125901 0.002231 7.54E-04 0.0455728 1.021437
1619580_aVvi.1141 Transcr ibed locus, moderately similar to NP_200865.1 kelch repeat-containing F-box family p 908.4575 847.4783 696.2799 742.5398 16 9.827275 9.727033 9.443523 9.536325 0.0521617 4.205298 0.08529624 10151 1.2202954 up 9.777154 9.489924 0.070882 0.06562 0.2872305 1.030267
1619581_aVvi.6421 Transcr ibed locus, moderately similar to NP_567951.1 expressed protein [Arabidopsis thalian 7.52772 7.557016 7.268248 7.628604 16 2.912213 2.917817 2.861608 2.931419 0.6500332 0.528339 0.68979555 15644 1.0129067 up 2.915015 2.896514 0.003962 0.049364 0.0185012 1.006387
1619582_at 61.18572 72.7571 46.90289 47.30043 16 5.935123 6.185016 5.551605 5.563781 0.0567753 4.015956 0.09091277 10367 1.4165447 up 6.060069 5.557693 0.176702 0.00861 0.502376 1.090393
1619583_at 17.47951 24.69424 9.705236 11.41056 15 4.127593 4.626102 3.278763 3.512298 0.0704608 3.565186 0.10757677 10873 1.9742669 up 4.376848 3.395531 0.352499 0.165134 0.981317 1.289003
1619584_aVvi.3100 Transcr ibed locus, weakly similar to NP_189574.1 expressed protein [Arabidopsis thaliana] 198.5977 211.9052 254.359 244.7307 16 7.633705 7.727275 7.990722 7.935051 0.0352118 5.187342 0.06400117 9133 1.216213 down 7.680491 7.962886 0.066164 0.039365 -0.2823958 0.964536
1619585_aVvi.843 Transcr ibed locus, strongly similar to XP_507539.1 PREDICTED OJ1311_D08.9 gene produ 2523.724 2586.561 3477.719 3396.18 16 11.30134 11.33682 11.76393 11.7297 0.0033047 17.35215 0.02783547 1960 1.3451177 down 11.31908 11.74681 0.025089 0.024203 -0.427733 0.963587
1619586_at 6.505106 6.530237 6.268601 6.250479 16 2.701573 2.707135 2.648144 2.643967 0.0035405 16.76139 0.02809704 2090 1.0412372 up 2.704354 2.646055 0.003933 0.002953 0.0582988 1.022032
1619587_at 1074.785 989.1716 1051.298 1328.251 16 10.06983 9.950077 10.03796 10.37531 0.3864506 1.09882 0.4421372 14510 1.1460572 down 10.00995 10.20663 0.08468 0.238547 -0.19668 0.98073
1619588_aVvi.11957 Transcr ibed locus 4.123399 4.195931 3.988434 4.008779 16 2.043834 2.068991 1.995822 2.003163 0.0491208 4.344025 0.08136326 10022 1.0402424 up 2.056413 1.999493 0.017789 0.005191 0.0569199 1.028467
1619589_at 20.45031 21.1577 16.50064 14.79307 16 4.354051 4.403111 4.04445 3.886849 0.0377012 5.003398 0.06703594 9336 1.3313881 up 4.378581 3.96565 0.034691 0.111441 0.4129312 1.104127
1619590_at 125.3209 123.2075 119.6691 119.0377 16 6.969483 6.944946 6.902907 6.895274 0.0455515 4.523806 0.07701866 9818 1.0411111 up 6.957215 6.899091 0.01735 0.005397 0.058124 1.008425
1619591_aVvi.3409 Transcr ibed locus, moderately similar to NP_197165.1 hydroxyproline-rich glycoprotein family 602.8793 629.1159 652.3648 654.7374 16 9.235725 9.297182 9.349535 9.354773 0.1087732 2.778884 0.15219998 11864 1.0612025 down 9.266454 9.352154 0.043456 0.003704 -0.0857 0.990836
1619592_aVvi.11366 Transcr ibed locus, moderately similar to NP_180698.1 pentatricopeptide (PPR) repeat-conta   357.6387 369.9352 465.222 424.9498 16 8.482359 8.531129 8.861775 8.731149 0.0533175 4.155632 0.08666538 10212 1.222401 down 8.506744 8.796462 0.034486 0.092367 -0.289718 0.967064
1619593_aVvi.6908 Transcr ibed locus, moderately similar to NP_566569.1 stable protein 1-related [Arabidopsis t 3219.473 2857.65 2493.474 2464.973 16 11.65261 11.48061 11.28394 11.26736 0.0779939 3.367761 0.11638091 11125 1.2234569 up 11.56661 11.27565 0.121619 0.011728 0.290963 1.025805
1619594_aVvi.5388 Transcr ibed locus, moderately similar to NP_192776.1 major intrinsic family protein / MIP fam 45.24643 42.81046 40.83022 38.39459 16 5.499732 5.419891 5.351565 5.262831 0.1249178 2.557063 0.17032744 12174 1.1115811 up 5.459812 5.307199 0.056456 0.062745 0.1526132 1.028756
1619595_aVvi.10156 Transcr ibed locus, moderately similar to NP_192313.2 pyrophosphate--fructose-6-phosphate 843.9714 850.2076 1779.192 1682.561 16 9.72105 9.731671 10.79701 10.71644 0.0015513 25.35949 0.02480849 1034 2.042541 down 9.72636 10.75673 0.00751 0.056967 -1.030365 0.904212
1619596_aVvi.3293 Transcr ibed locus, moderately similar to XP_468366.1 putative LEUNIG [Oryza sativa (japoni 183.1298 186.758 170.0613 147.2683 16 7.516723 7.545026 7.409911 7.202303 0.1650705 2.14546 0.21433598 12785 1.1685883 up 7.530874 7.306108 0.020014 0.146801 0.2247668 1.030764
1619597_aVvi.7615 Transcr ibed locus, weakly similar to NP_567476.1 rapid alkalinization factor (RALF) family pr  3323.739 3130.843 2887.27 3207.683 16 11.69859 11.61233 11.49549 11.64732 0.4372424 0.962785 0.4918755 14757 1.059996 up 11.65546 11.5714 0.060993 0.107357 0.0840585 1.007264
1619598_at 1008.102 1055.081 962.5623 854.7902 16 9.977427 10.04314 9.910736 9.739427 0.1809744 2.018759 0.23133181 12987 1.1369759 up 10.01028 9.825081 0.046465 0.121134 0.1852015 1.01885
1619599_aVvi.2226 Transcr ibed locus, moderately similar to XP_469589.1 putative leucine-rich repeat receptor ki 133.0845 135.7724 149.8704 132.8804 16 7.056199 7.085046 7.227572 7.053985 0.5088612 0.797371 0.55929255 15104 1.0498303 down 7.070622 7.140779 0.020398 0.122745 -0.0701561 0.990175
1619600_aVvi.5051 Transcr ibed locus, weakly similar to NP_702830.1 hypothetical protein [Plasmodium falciparu 4.183515 4.201329 4.064956 4.058421 16 2.064716 2.070846 2.02324 2.020918 0.0051038 13.94391 0.02943507 2870 1.0321851 up 2.067781 2.022079 0.004335 0.001642 0.0457017 1.022601
1619601_at 17.70694 17.77902 16.80325 17.65396 16 4.146243 4.152103 4.070668 4.14192 0.3531447 1.199549 0.40913522 14329 1.0301676 up 4.149173 4.106294 0.004144 0.050382 0.0428793 1.010442
1619602_aVvi.8874 Transcr ibed locus, moderately similar to NP_194188.1 mitochondrial substrate carrier family  3.500076 3.499756 3.402101 3.498078 16 1.807386 1.807254 1.766426 1.806562 0.4083883 1.037759 0.46387947 14615 1.0145402 up 1.80732 1.786494 9.33E-05 0.028381 0.0208261 1.011658
1619603_aVvi.15346 Transcr ibed locus 4.02897 4.046048 3.89634 3.925243 16 2.010411 2.016513 1.96212 1.972782 0.0173599 7.490565 0.04185626 6884 1.0324067 up 2.013462 1.967451 0.004315 0.007539 0.0460114 1.023386
1619604_aVvi.266 Transcr ibed locus, moderately similar to NP_193866.1 U-box domain-containing protein [Ara 718.5839 700.4457 486.8701 411.8911 16 9.489013 9.452129 8.927393 8.686119 0.0321762 5.439395 0.06012265 8884 1.584267 up 9.470572 8.806756 0.02608 0.170606 0.6638155 1.075376
1619605_aVvi.10574 Transcr ibed locus 53.99154 61.07332 96.57855 106.3455 16 5.754662 5.93247 6.593631 6.732615 0.0184346 7.262948 0.04320948 7081 1.7648642 down 5.843566 6.663123 0.125729 0.098276 -0.819557 0.877001
1619606_x_at 684.5328 834.4111 546.5573 503.4179 16 9.418976 9.704615 9.094229 8.975613 0.0764067 3.407012 0.11458927 11069 1.4408045 up 9.561795 9.034921 0.201977 0.083874 0.526874 1.058315
1619607_s_at 26.85114 28.08754 36.81237 27.62316 16 4.746912 4.811858 5.202119 4.787807 0.4119856 1.028099 0.4675177 14629 1.161169 down 4.779385 4.994963 0.045924 0.292963 -0.2155781 0.956841
1619608_at 17.3249 17.82401 16.31759 16.00497 16 4.114775 4.15575 4.028356 4.000448 0.0395841 4.875731 0.06944685 9462 1.0873833 up 4.135263 4.014402 0.028974 0.019733 0.1208605 1.030107
1619609_aVvi.6031 Transcr ibed locus, moderately similar to XP_468404.1 putative myosin subfamily XI heavy cha 7.731802 7.957763 7.48718 7.530621 16 2.950805 2.992363 2.904422 2.912769 0.0970195 2.971986 0.13828278 11647 1.0446273 up 2.971584 2.908596 0.029386 0.005902 0.0629882 1.021656
1619610_aVvi.13763 Transcr ibed locus, weakly similar to NP_911736.1 putative IAA amidohydrolase [Oryza sativa 52.32233 56.42241 20.13681 28.49446 16 5.709355 5.818196 4.331763 4.83261 0.0439603 4.610752 0.07508528 9719 2.2682648 up 5.763776 4.582187 0.076963 0.354152 1.1815893 1.257866
1619611_aVvi.15374 Transcr ibed locus 6.499095 6.582413 6.127789 6.288318 16 2.700239 2.718617 2.615367 2.652674 0.0683402 3.626345 0.10498595 10806 1.0536585 up 2.709428 2.63402 0.012995 0.026381 0.0754073 1.028628
1619612_aVvi.9724 Transcr ibed locus, moderately similar to NP_563659.1 glycosyl hydrolase family 3 protein [Ar  5.189696 5.221611 4.983264 4.948531 16 2.37565 2.384495 2.317091 2.307 0.0095875 10.13927 0.03347416 4751 1.0482821 up 2.380073 2.312046 0.006254 0.007135 0.068027 1.029423
1619613_aVvi.7828 Transcr ibed locus, moderately similar to NP_566036.1 protease inhibitor/seed storage/lipid tr 38.98013 38.11647 150.084 165.2356 16 5.284667 5.252343 7.229627 7.368381 0.0012285 28.50437 0.02331889 871 4.0854597 down 5.268505 7.299004 0.022857 0.098114 -2.0304986 0.721812
1619614_aVvi.10386 Transcr ibed locus, moderately similar to NP_188052.2 leucine-rich repeat transmembrane pr 431.7143 463.1915 918.6202 927.8293 16 8.753933 8.855465 9.843325 9.857716 0.002395 20.39696 0.02621088 1516 2.064541 down 8.804699 9.85052 0.071794 0.010176 -1.045821 0.893831
1619615_sVvi.1409 GO:000645Chloroplast chaperonin 21 (cpn21) mRNA, partial cds; nuclear gene for chloroplast product 1956.879 1872.092 1858.211 1911.03 16 10.93434 10.87044 10.8597 10.90014 0.6125939 0.594283 0.655344 15518 1.0156972 up 10.90239 10.87992 0.045186 0.028593 0.022471 1.002065
1619616_aVvi.7075 Transcr ibed locus, moderately similar to XP_462738.1 putative heat shock protein [Oryza sativ 2140.541 2145.182 1750.153 1521.17 16 11.06376 11.06688 10.77327 10.57097 0.0602679 3.886915 0.09515628 10514 1.3133092 up 11.06532 10.67212 0.002209 0.143047 0.393207 1.036844
1619617_at 375.7194 397.5072 454.1489 450.8085 16 8.553512 8.634837 8.827022 8.816371 0.0309866 5.547962 0.05858553 8780 1.1708221 down 8.594174 8.821696 0.057506 0.007531 -0.227522 0.974209
1619618_aVvi.15327 Transcr ibed locus 6.046895 6.068259 5.756948 5.759192 16 2.596195 2.601283 2.525304 2.525866 0.001222 28.58081 0.02331889 867 1.0520138 up 2.598739 2.525585 0.003598 3.98E-04 0.0731535 1.028965
1619619_aVvi.2497 Transcr ibed locus, moderately similar to NP_187144.1 expressed protein [Arabidopsis thalian 785.4706 741.4479 658.9138 655.5919 16 9.617414 9.534202 9.363946 9.356654 0.0355668 5.159955 0.06446999 9158 1.1611123 up 9.575808 9.3603 0.05884 0.005156 0.215508 1.023024
1619620_aVvi.1412 Transcr ibed locus 1600.895 1604.403 1438.689 1603.926 16 10.64466 10.64782 10.49054 10.64739 0.4284162 0.985129 0.4833219 14715 1.0550243 up 10.64624 10.56897 0.002233 0.110912 0.077276 1.007312
1619621_aVvi.14402 Transcr ibed locus 4.07392 4.114855 3.950399 3.988718 16 2.026418 2.040842 1.981999 1.995925 0.0468578 4.455687 0.07861928 9893 1.0314456 up 2.03363 1.988962 0.010199 0.009848 0.0446679 1.022458
1619622_at 12.30339 12.34421 11.99103 12.19815 16 3.620984 3.625763 3.583883 3.608591 0.1637624 2.156617 0.21300405 12763 1.0189877 up 3.623374 3.596237 0.003379 0.017471 0.0271365 1.007546
1619623_aVvi.7859 Transcr ibed locus, weakly similar to NP_194581.1 12S seed storage protein, putative / crucife 3.214354 3.238536 3.111265 3.124223 16 1.684529 1.695342 1.637501 1.643497 0.0152805 7.996659 0.03927052 6459 1.0348605 up 1.689935 1.640499 0.007646 0.00424 0.0494362 1.030135
1619624_at 3.557375 3.580928 3.439473 3.461935 16 1.830813 1.840334 1.782188 1.791579 0.0183411 7.281957 0.04311802 7061 1.0343255 up 1.835573 1.786883 0.006732 0.00664 0.0486902 1.027249
1619625_sVvi.1648 Transcr ibed locus, strongly similar to NP_174951.1 60S ribosomal protein L35a (RPL35aB) [ 4682.297 4525.363 5676.339 6233.165 16 12.193 12.14382 12.47075 12.60575 0.0357241 5.147951 0.064648 9172 1.2922083 down 12.16841 12.53825 0.034778 0.095462 -0.369839 0.970503
1619626_aVvi.13720 Transcr ibed locus, weakly similar to NP_199035.1 zinc finger (C3HC4-type RING finger) fam 3.116381 2.997049 2.863524 2.895529 16 1.639872 1.583543 1.517792 1.533827 0.0992231 2.933326 0.14089131 11691 1.0613481 up 1.611707 1.525809 0.039831 0.011338 0.0858978 1.056297
1619627_aVvi.6042 Transcr ibed locus, moderately similar to NP_913363.1 P0665D10.14 [Oryza sativa (japonica 5.616755 5.598357 6.872249 6.520599 16 2.489737 2.485004 2.780782 2.705005 0.0213677 6.730897 0.04657915 7615 1.1937686 down 2.48737 2.742893 0.003347 0.053583 -0.2555232 0.906842
1619628_aVvi.11230 Transcr ibed locus 1037.379 973.8064 1455.599 1660.284 16 10.01873 9.927491 10.5074 10.69721 0.0268849 5.975144 0.0533503 8365 1.5467039 down 9.973109 10.60231 0.064514 0.134221 -0.629197 0.940655
1619629_aVvi.3681 Transcr ibed locus, strongly similar to NP_200238.1 chlorophyll A-B binding protein / LHCII ty 3.162167 3.175887 3.068991 3.082007 16 1.660914 1.66716 1.617764 1.62387 0.0100577 9.895884 0.03396633 4915 1.0304106 up 1.664037 1.620817 0.004417 0.004318 0.0432193 1.026665
1619630_x_at 19.63239 19.54874 18.47723 14.00586 15 4.295164 4.289004 4.207676 3.807958 0.2909137 1.422165 0.34651667 13937 1.217791 up 4.292084 4.007817 0.004356 0.282644 0.2842664 1.070928
1619631_aVvi.14485 Transcr ibed locus 1245.137 1266.825 1484.284 1515.872 16 10.28209 10.307 10.53555 10.56593 0.0058282 13.04149 0.03003107 3221 1.1943263 down 10.29454 10.55074 0.017616 0.021483 -0.256197 0.975718
1619632_aVvi.3072 Transcr ibed locus, moderately similar to NP_192641.2 isoamylase, putative / starch debranch    76.29843 58.31373 12.54182 16.50808 16 6.253582 5.865763 3.648675 4.0451 0.0153427 7.980076 0.03933003 6475 4.635692 up 6.059672 3.846888 0.274229 0.280315 2.2127848 1.575214
1619633_aVvi.8565 Transcr ibed locus, moderately similar to NP_194171.1 CBL-interacting protein kinase 8 (CIP 200.887 182.1894 224.9815 221.5136 16 7.65024 7.509296 7.813663 7.791252 0.0891608 3.120741 0.12929049 11448 1.1669062 down 7.579768 7.802457 0.099663 0.015847 -0.222689 0.971459
1619634_aVvi.1422 Transcr ibed locus, moderately similar to NP_199521.1 calcineurin B-like protein 9 (CBL9) [A 361.2794 338.6384 346.0639 365.8093 16 8.496971 8.403602 8.434895 8.514948 0.7274559 0.400601 0.7605783 15878 1.0172218 down 8.450287 8.474921 0.066022 0.056606 -0.024634 0.997093
1619635_aVvi.15281 Transcr ibed locus 4.445938 4.465022 4.315988 4.336391 16 2.152488 2.158667 2.109691 2.116495 0.0114998 9.244511 0.03544051 5383 1.0298862 up 2.155578 2.113093 0.00437 0.004811 0.042485 1.020106
1619636_aVvi.1395 Transcr ibed locus, weakly similar to NP_199806.1 embryogenesis-associated protein-related 259.341 281.4817 102.8429 116.8824 16 8.018706 8.136897 6.684299 6.868914 0.0070206 11.87183 0.03087309 3768 2.4643295 up 8.077802 6.776607 0.083573 0.130543 1.3011954 1.192013
1619637_at 9.362659 9.443884 9.077964 9.783358 16 3.226919 3.23938 3.182369 3.29033 0.9583971 0.058886 0.9644971 16496 1.0022203 down 3.23315 3.236349 0.008812 0.07634 -0.0031995 0.999011
1619638_aVvi.10897 Transcr ibed locus 207.0492 184.5494 178.0418 181.2943 16 7.69383 7.527863 7.476072 7.50219 0.2843759 1.448914 0.33997327 13886 1.088028 up 7.610847 7.489131 0.117356 0.018468 0.1217155 1.016252
1619639_aVvi.12911 Transcr ibed locus 5.278747 5.264052 5.008374 5.228815 16 2.400195 2.396174 2.324342 2.386484 0.3032409 1.373706 0.35870364 14034 1.0300908 up 2.398185 2.355413 0.002844 0.043941 0.0427715 1.018159
1619640_aVvi.3751 Transcr ibed locus 5.446467 5.441443 5.194225 5.246145 16 2.445321 2.443989 2.376909 2.391258 0.0138573 8.406418 0.03772682 6097 1.0428789 up 2.444655 2.384083 9.42E-04 0.010146 0.0605717 1.025407
1619641_aVvi.13101 Transcr ibed locus, moderately similar to NP_051040.1 maturase [Arabidopsis thaliana] 978.1761 1105.56 1087.422 1555.665 16 9.93395 10.11056 10.0867 10.60332 0.3586054 1.182294 0.41459385 14359 1.2507124 down 10.02226 10.34501 0.124883 0.365305 -0.32275 0.968801
1619642_aVvi.5899 Transcr ibed locus, moderately similar to NP_181241.1 phenylalanine ammonia-lyase 1 (PAL1  2338.215 2202.137 40.05546 24.26316 16 11.19119 11.10469 5.323927 4.600696 0.0034486 16.98448 0.02794001 2046 72.78799 up 11.14794 4.962311 0.061167 0.511402 6.1856287 2.246522
1619643_aVvi.747 Transcr ibed locus, moderately similar to XP_463817.1 kinesin light chain-like protein [Oryza s 12.07758 10.28742 41.99352 36.86217 16 3.59426 3.36281 5.392095 5.204069 0.0066478 12.20357 0.03064144 3600 3.5297034 down 3.478535 5.298082 0.16366 0.132954 -1.819547 0.656565
1619644_aVvi.12724 Transcr ibed locus 8.277536 8.331059 7.553299 7.825868 16 3.049202 3.0585 2.917107 2.968251 0.0505497 4.277323 0.08318223 10088 1.0801053 up 3.053851 2.942679 0.006575 0.036164 0.111172 1.037779
1619645_at 11.86314 11.97923 11.22005 11.24005 16 3.568414 3.582464 3.488007 3.490576 0.0068018 12.06326 0.03073394 3671 1.0615315 up 3.575439 3.489291 0.009935 0.001817 0.0861473 1.024689
1619646_aVvi.3786 Transcr ibed locus, weakly similar to NP_199431.1 KH domain-containing protein [Arabidopsi 955.0511 1054.742 859.6851 934.443 16 9.899434 10.04267 9.747664 9.867963 0.2230357 1.745378 0.27616638 13407 1.1197995 up 9.971054 9.807814 0.101286 0.085064 0.16324 1.016644
1619647_aVvi.7326 Transcr ibed locus, weakly similar to XP_469360.1 putative valyl tRNA synthetase [Oryza sativa  1743.95 1803.885 2161.565 2073.475 16 10.76814 10.81689 11.07786 11.01784 0.0221704 6.603841 0.04758705 7733 1.1936096 down 10.79252 11.04785 0.034471 0.042445 -0.255331 0.976889
1619648_s_at 7.358754 7.453013 6.931112 6.750773 16 2.879462 2.897824 2.793087 2.755053 0.0323327 5.425555 0.06035392 8893 1.0826546 up 2.888643 2.77407 0.012984 0.026894 0.114573 1.041301
1619649_aVvi.2194 Transcr ibed locus, moderately similar to NP_197507.1 MutT/nudix family protein [Arabidopsis 201.1557 194.0424 192.8292 175.9594 16 7.652169 7.600228 7.59118 7.459099 0.2904337 1.424103 0.34606904 13932 1.0725608 up 7.626199 7.525139 0.036727 0.093395 0.1010597 1.01343
1619650_aVvi.3321 Transcr ibed locus, weakly similar to NP_192096.1 tolB protein-related [Arabidopsis thaliana] 236.0938 259.3365 176.5232 169.2299 16 7.883216 8.018682 7.463714 7.402841 0.0199622 6.971354 0.04495552 7371 1.4316428 up 7.950949 7.433277 0.095788 0.043044 0.5176717 1.069642
1619651_aVvi.2579 Transcr ibed locus, moderately similar to NP_174292.2 prefoldin, putative [Arabidopsis thalian 886.2159 885.4939 809.1846 869.0585 16 9.791514 9.790339 9.660325 9.76331 0.2642788 1.536233 0.31942028 13735 1.0563656 up 9.790926 9.711817 8.31E-04 0.072821 0.079109 1.008146
1619652_aVvi.7680 Transcr ibed locus 6.388067 6.450942 6.193114 6.259291 16 2.67538 2.68951 2.630665 2.645999 0.0515772 4.231032 0.08453839 10127 1.0310487 up 2.682445 2.638332 0.009992 0.010843 0.0441125 1.01672
1619653_aVvi.12816 Transcr ibed locus, weakly similar to NP_199580.1 expressed protein [Arabidopsis thaliana] 148.4443 167.169 192.247 183.3667 16 7.213778 7.385163 7.586817 7.518588 0.1110042 2.745551 0.15473484 11909 1.1918743 down 7.299471 7.552703 0.121188 0.048245 -0.253232 0.966471
1619654_aVvi.11383 Transcr ibed locus, moderately similar to NP_197430.1 esterase/lipase/thioesterase family pro 121.1605 118.6054 220.5644 197.8411 16 6.920775 6.890026 7.785056 7.628199 0.0098037 10.02521 0.03371886 4826 1.7425833 down 6.9054 7.706628 0.021743 0.110915 -0.8012277 0.896034
1619655_aVvi.14603 Transcr ibed locus 12.99287 12.08809 29.482 24.94531 16 3.699648 3.595514 4.881763 4.640697 0.0136169 8.481845 0.03753936 6019 2.1639218 down 3.647581 4.76123 0.073633 0.170459 -1.1136485 0.766101
1619656_aVvi.7874 Transcr ibed locus, weakly similar to NP_197295.1 MA3 domain-containing protein [Arabidops 127.5191 142.2492 147.4823 154.2212 16 6.994569 7.152276 7.204398 7.268858 0.195449 1.915876 0.2468313 13145 1.1197724 down 7.073422 7.236628 0.111516 0.04558 -0.1632056 0.977447
1619657_at 13.01958 13.20061 12.84305 13.05788 16 3.702611 3.722533 3.682916 3.706849 0.3736951 1.136164 0.42931882 14450 1.0123371 up 3.712572 3.694882 0.014087 0.016923 0.0176896 1.004788
1619658_aVvi.10474 Transcr ibed locus, moderately similar to NP_916255.1 putative auxin-responsive GH3 protein 7.390711 6.317235 5.932922 5.922296 16 2.885713 2.659293 2.568743 2.566157 0.2118181 1.811149 0.26434666 13302 1.1527292 up 2.772503 2.56745 0.160103 0.001829 0.2050535 1.079867
1619659_s_at 3.6321 3.660971 68.45161 65.77956 16 1.860804 1.872226 6.097013 6.039568 4.86E-05 143.4798 0.01326001 57 18.401794 down 1.866515 6.06829 0.008077 0.04062 -4.2017746 0.307585
1619660_at 5.899719 5.946521 5.592859 5.598527 16 2.560646 2.572046 2.483586 2.485047 0.0048715 14.27499 0.02939247 2749 1.0585061 up 2.566346 2.484317 0.008061 0.001033 0.0820296 1.033019
1619661_at 5.319673 5.357659 4.958611 5.046762 16 2.411338 2.421603 2.309936 2.335358 0.0206867 6.844383 0.04568234 7517 1.0671943 up 2.41647 2.322647 0.007259 0.017976 0.093823 1.040395
1619662_aVvi.5849 Transcr ibed locus, weakly similar to XP_550375.1 putative prolin rich protein [Oryza sativa (ja  4.485847 4.507077 4.369084 4.389673 16 2.16538 2.172192 2.127331 2.134114 0.0155728 7.919493 0.03958052 6531 1.026735 up 2.168786 2.130722 0.004817 0.004796 0.0380637 1.017864
1619663_aVvi.9934 Transcr ibed locus, moderately similar to NP_566621.1 clast3-related [Arabidopsis thaliana] 264.1249 253.7931 232.9541 237.1148 16 8.045076 7.987509 7.863902 7.889442 0.0472865 4.433938 0.0791461 9918 1.1016155 up 8.016293 7.876672 0.040706 0.018059 0.139621 1.017726
1619664_aVvi.86 GO:000635Putative ripening-related bZIP protein (grip55 gene) 1171.237 1185.053 793.2301 783.3903 16 10.19382 10.21074 9.631596 9.613587 4.54E-04 46.92025 0.01879315 400 1.4945232 up 10.20228 9.622591 0.011964 0.012734 0.579685 1.060242
1619665_aVvi.10200 Transcr ibed locus, moderately similar to XP_473508.1 OSJNBb0078D11.10 [Oryza sativa (ja 26.45934 30.33352 216.3365 206.497 16 4.725705 4.922841 7.757133 7.689977 0.0012875 27.8428 0.02357308 905 7.4605474 down 4.824273 7.723555 0.139396 0.047487 -2.8992816 0.624618
1619666_at 5.381412 5.42164 5.176263 5.143992 16 2.427985 2.438729 2.371911 2.362889 0.0111236 9.402209 0.0350667 5264 1.0467795 up 2.433357 2.3674 0.007597 0.00638 0.0659575 1.027861
1619667_aVvi.7498 GO:004687Putative metallothionein-like protein (grip24 gene) 5.865844 6.954789 12.37822 31.09876 16 2.552339 2.798007 3.629732 4.958785 0.1388336 2.395864 0.18555109 12421 3.071803 down 2.675173 4.294259 0.173714 0.939782 -1.6190858 0.622965
1619668_aVvi.15634 Transcr ibed locus 3.578406 3.594196 3.480552 3.479713 16 1.839317 1.845669 1.799316 1.798968 0.0053405 13.62896 0.02951134 3002 1.0305045 up 1.842493 1.799142 0.004492 2.46E-04 0.0433508 1.024095
1619669_at 6.982899 7.099959 6.491454 6.532003 16 2.803826 2.827811 2.698542 2.707526 0.0126482 8.807155 0.03659347 5735 1.0813134 up 2.815818 2.703034 0.01696 0.006353 0.1127846 1.041725
1619670_at 5.403455 5.432087 5.225094 5.202969 16 2.433882 2.441506 2.385457 2.379335 0.0077258 11.31099 0.03135261 4090 1.0390738 up 2.437694 2.382396 0.005391 0.004329 0.0552981 1.023211
1619671_at 19.10581 19.43452 16.24526 16.6956 16 4.25594 4.28055 4.021946 4.061396 0.0103649 9.745896 0.03438791 5002 1.170053 up 4.268245 4.041671 0.017402 0.027895 0.2265737 1.056059
1619672_aVvi.11837 Transcr ibed locus 3.911876 3.929077 3.791395 3.817823 16 1.96786 1.974191 1.922729 1.93275 0.0182346 7.30379 0.04295277 7047 1.0304583 up 1.971026 1.927739 0.004476 0.007086 0.0432861 1.022454
1619673_aVvi.14553 Transcr ibed locus 5.050432 5.081127 4.903699 4.863986 16 2.336407 2.345149 2.29387 2.282139 0.0186777 7.214193 0.04345994 7134 1.0372566 up 2.340778 2.288005 0.006181 0.008295 0.0527727 1.023065
1619674_aVvi.15328 Transcr ibed locus 3.510836 3.514345 3.403168 3.421078 16 1.811815 1.813256 1.766878 1.774451 0.0083672 10.86355 0.0319158 4351 1.0294478 up 1.812535 1.770665 0.001019 0.005355 0.0418706 1.023647
1619675_aVvi.5586 Transcr ibed locus, moderately similar to XP_476708.1 putative valyl-tRNA synthetase [Oryza 18.03527 17.20754 16.56895 16.33122 16 4.172749 4.104969 4.05041 4.029561 0.108139 2.788537 0.15147851 11851 1.0709367 up 4.138859 4.039986 0.047928 0.014743 0.0988733 1.024474
1619676_aVvi.9516 Transcr ibed locus 4.747236 4.811958 4.552295 4.564327 16 2.247088 2.266624 2.186594 2.190402 0.020545 6.868681 0.04552621 7488 1.0485226 up 2.256856 2.188498 0.013814 0.002693 0.068358 1.031235
1619677_at 4.113849 4.144595 3.982739 4.004075 16 2.040489 2.051231 1.993761 2.001469 0.0182628 7.298001 0.04299468 7051 1.0340065 up 2.04586 1.997615 0.007596 0.00545 0.0482451 1.024151
1619678_aVvi.11909 Transcr ibed locus 15.16159 15.39099 33.07273 25.82778 16 3.922349 3.944015 5.04757 4.690852 0.0345644 5.238345 0.06317724 9082 1.9132553 down 3.933182 4.869211 0.01532 0.252238 -0.9360292 0.807766
1619679_aVvi.6131 Transcr ibed locus 190.8831 191.5845 181.0438 187.5246 16 7.576546 7.581837 7.500195 7.550936 0.170269 2.102282 0.21977964 12861 1.0378702 up 7.579191 7.525565 0.003741 0.03588 0.053626 1.007126
1619680_aVvi.7040 Transcr ibed locus, weakly similar to NP_914835.1 P0413C03.11 [Oryza sativa (japonica cultiv 309.5742 306.0476 305.2703 312.0273 16 8.274141 8.257612 8.253943 8.285528 0.8486704 0.216506 0.8690326 16212 1.0026782 down 8.265877 8.269735 0.011688 0.022334 -0.003858 0.999533
1619681_aVvi.8373 Transcr ibed locus, moderately similar to NP_566752.1 AAA-type ATPase family protein / anky 143.736 164.5841 112.0966 126.9612 16 7.167277 7.362681 6.808599 6.988244 0.1098983 2.761955 0.15346381 11888 1.2892733 up 7.264979 6.898421 0.138171 0.127028 0.3665581 1.053137
1619682_x_at 1930.303 2075.042 2528.819 2357.685 16 10.91461 11.01893 11.30425 11.20316 0.0585068 3.950584 0.0930349 10439 1.2200446 down 10.96677 11.2537 0.07376 0.071483 -0.286934 0.974503
1619683_aVvi.10587 Transcr ibed locus 1463.23 1423.488 792.7117 921.2917 16 10.51494 10.47522 9.630652 9.847514 0.020607 6.858017 0.04559425 7502 1.6887957 up 10.49508 9.739083 0.028091 0.153344 0.755995 1.077625
1619684_aVvi.15221 Transcr ibed locus 3.880863 3.943186 3.765813 3.775328 16 1.956377 1.979362 1.912961 1.916602 0.0448324 4.562539 0.07618297 9769 1.0374831 up 1.96787 1.914782 0.016253 0.002574 0.0530878 1.027725
1619685_aVvi.4809 Transcr ibed locus, weakly similar to NP_197411.1 extracellular dermal glycoprotein-related / 4.164828 4.177156 3.997522 4.009355 16 2.058257 2.062521 1.999106 2.00337 0.0025884 19.61742 0.02666464 1610 1.0418526 up 2.060389 2.001238 0.003015 0.003015 0.0591511 1.029557
1619686_aVvi.5017 Transcr ibed locus, weakly similar to XP_464877.1 unknown protein [Oryza sativa (japonica cu 4.481798 4.507296 4.351577 4.344625 16 2.164078 2.172262 2.121538 2.119232 0.0078242 11.23878 0.0314613 4125 1.0336767 up 2.16817 2.120385 0.005787 0.001631 0.047785 1.022536
1619687_aVvi.398 Transcr ibed locus, weakly similar to NP_569048.1 cucumisin-like serine protease (ARA12) [A  2026.92 2069.464 4860.985 4297.837 16 10.98507 11.01504 12.24703 12.06939 0.0059945 12.85775 0.03011482 3300 2.2317204 down 11.00006 12.15821 0.021191 0.12561 -1.158157 0.904743
1619688_x_at 5013.857 5362.355 5078.482 5047.311 16 12.2917 12.38865 12.31018 12.3013 0.5525918 0.707491 0.5998515 15293 1.0241579 up 12.34018 12.30574 0.068552 0.006281 0.034439 1.002799
1619689_aVvi.1289 Transcr ibed locus, weakly similar to NP_188087.1 cytochrome P450, putative [Arabidopsis tha 149.3068 119.0713 7.372005 7.497949 16 7.222136 6.895682 2.882057 2.906496 0.0015412 25.44319 0.02480849 1029 17.934092 up 7.058909 2.894277 0.230838 0.017281 4.1646328 2.43892
1619690_aVvi.5883 Transcr ibed locus 112.7422 121.0677 132.9006 128.2098 16 6.816884 6.91967 7.054204 7.002362 0.1087105 2.779835 0.15213788 11862 1.1172922 down 6.868277 7.028283 0.07268 0.036658 -0.1600064 0.977234
1619691_aVvi.14267 GO:000681Cultivar Syrah putative hexose transporter (HT6) /// Hexose transporter 6 (HT6) 770.9968 736.5493 1293.811 1306.393 16 9.590581 9.524638 10.33741 10.35137 0.0018299 23.34506 0.02512758 1208 1.7252223 down 9.55761 10.34439 0.046629 0.009872 -0.786782 0.923941
1619692_x_at 20.36814 20.74535 20.38694 20.25443 16 4.348242 4.374716 4.349574 4.340166 0.3585859 1.182355 0.41459385 14358 1.0115792 up 4.361479 4.34487 0.01872 0.006652 0.0166094 1.003823
1619693_at 9.735004 10.17885 9.039215 8.761333 16 3.283181 3.347503 3.176198 3.13115 0.0542298 4.11752 0.08781076 10252 1.1185797 up 3.315342 3.153674 0.045482 0.031853 0.161668 1.051263
1619694_aVvi.1045 Transcr ibed locus, weakly similar to XP_476580.1 unknown protein [Oryza sativa (japonica cu 450.3998 417.8224 510.8077 450.6721 16 8.815063 8.706746 8.996636 8.815934 0.3015734 1.380117 0.35706186 14021 1.1060227 down 8.760904 8.906285 0.076591 0.127776 -0.145381 0.983677
1619695_aVvi.7505 Transcr ibed locus 4301.634 4219.594 4113.2 4328.882 16 12.07067 12.04289 12.00605 12.07978 0.7584826 0.351977 0.7889681 15959 1.0096585 up 12.05678 12.04291 0.019644 0.052138 0.0138675 1.001152
1619696_at 6.962473 6.971371 6.708732 6.707135 16 2.7996 2.801442 2.74604 2.745697 2.94E-04 58.31947 0.01827131 263 1.0386093 up 2.800521 2.745868 0.001303 2.43E-04 0.0546529 1.019904
1619697_aVvi.3912 Transcr ibed locus, moderately similar to XP_483414.1 putative ribosomal protein L32 [Oryza s   5.52897 5.576241 5.260947 5.237567 16 2.467011 2.479293 2.395323 2.388897 0.0072344 11.69317 0.03106309 3864 1.0577816 up 2.473152 2.39211 0.008685 0.004544 0.0810418 1.033879
1619698_aVvi.2683 Transcr ibed locus, weakly similar to NP_565540.1 glycosyltransferase family protein [Arabido 3220.55 2800.981 1929.626 1903.774 16 11.65309 11.45172 10.91411 10.89465 0.023511 6.406192 0.04925909 7923 1.5670252 up 11.5524 10.90438 0.142394 0.013759 0.648028 1.059428
1619699_x_at 55.10798 50.12439 47.04816 44.86903 16 5.784189 5.647441 5.556067 5.487648 0.1265486 2.536903 0.17210342 12206 1.1438975 up 5.715815 5.521857 0.096696 0.048379 0.1939577 1.035125
1619700_aVvi.10561 Transcr ibed locus, moderately similar to NP_173470.1 expressed protein [Arabidopsis thalian 181.2888 173.6377 168.8618 162.9368 16 7.502146 7.439937 7.399699 7.348168 0.1380583 2.404245 0.18467835 12410 1.0696267 up 7.471041 7.373934 0.043988 0.036438 0.097107 1.013169
1619701_aVvi.12353 Transcr ibed locus, weakly similar to XP_468462.1 putative growth-on protein GRO10 [Oryza s 905.3557 929.528 917.2701 906.2335 16 9.822341 9.860354 9.841203 9.823739 0.7125726 0.424392 0.7468517 15839 1.006172 up 9.841348 9.832471 0.02688 0.012349 0.008877 1.000903
1619702_sVvi.1120 Transcr ibed locus, moderately similar to NP_563888.2 universal stress protein (USP) family  1842.442 1986.798 2362.2 2238.629 16 10.8474 10.95623 11.20592 11.1284 0.0579346 3.97187 0.09234164 10415 1.2019207 down 10.90182 11.16716 0.076951 0.054812 -0.265342 0.976239
1619703_at 364.2072 429.5136 1011.195 1061.184 16 8.508616 8.74656 9.981845 10.05146 0.0078698 11.2058 0.0314613 4150 2.619085 down 8.627588 10.01665 0.168252 0.049224 -1.389063 0.861325
1619704_aVvi.10202 Transcr ibed locus, moderately similar to NP_192866.1 transducin family protein / WD-40 repe 3.578127 3.594967 3.477826 3.488791 16 1.839205 1.845979 1.798186 1.802727 0.0092358 10.33327 0.03305301 4638 1.0296364 up 1.842592 1.800457 0.00479 0.003211 0.042135 1.023402
1619705_aVvi.15097 Transcr ibed locus 4.906348 4.92238 4.695689 4.715725 16 2.29465 2.299356 2.231337 2.23748 0.0037993 16.17739 0.02824424 2230 1.0443422 up 2.297003 2.234408 0.003328 0.004344 0.0625944 1.028014
1619706_aVvi.8911 Transcr ibed locus, moderately similar to NP_200707.1 expressed protein [Arabidopsis thalian 862.3373 847.5792 949.9736 973.0632 16 9.752109 9.727204 9.891744 9.92639 0.0154912 7.940832 0.03951212 6508 1.124599 down 9.739656 9.909067 0.01761 0.024498 -0.169411 0.982903
1619707_at 3.360611 3.373677 3.26108 3.284234 16 1.748724 1.754322 1.70535 1.715557 0.0195022 7.055585 0.04449292 7276 1.0288763 up 1.751523 1.710453 0.003959 0.007218 0.0410695 1.024011
1619708_at 10395.24 10785.07 10261.37 9520.431 16 13.34364 13.39675 13.32494 13.21681 0.2409431 1.648892 0.29504734 13556 1.0712667 up 13.37019 13.27087 0.037557 0.076456 0.099318 1.007484
1619709_aVvi.2228 Transcr ibed locus 85.21784 85.50349 79.21944 83.37664 16 6.413084 6.417912 6.307783 6.381571 0.1955074 1.915481 0.2468824 13146 1.0503141 up 6.415498 6.344677 0.003414 0.052176 0.070821 1.011162
1619710_aVvi.15403 Transcr ibed locus 82.60902 69.05 87.74845 79.21546 16 6.368227 6.10957 6.455302 6.30771 0.4392662 0.957731 0.4938175 14767 1.1038986 down 6.238898 6.381506 0.182898 0.104363 -0.1426077 0.977653
1619711_aVvi.6359 Transcr ibed locus, weakly similar to NP_200204.1 expressed protein [Arabidopsis thaliana] 649.2848 604.954 663.4615 594.4121 16 9.342708 9.240682 9.373869 9.21532 0.9782564 0.030759 0.9814487 16547 1.0020115 down 9.291695 9.294594 0.072143 0.112111 -0.002899 0.999688
1619712_aVvi.4818 Transcr ibed locus, strongly similar to NP_565532.1 ubiquitin-specific protease 4 (UBP4) [Ar  1930.321 1848.205 1527.101 1549.934 16 10.91463 10.85191 10.57658 10.59799 0.0123021 8.932517 0.03623202 5636 1.2277191 up 10.88327 10.58729 0.044347 0.01514 0.29598 1.027956
1619713_aVvi.9164 Transcr ibed locus, moderately similar to NP_564750.1 expressed protein [Arabidopsis thalian 695.9655 715.3757 297.7608 302.5406 16 9.442872 9.482557 8.21801 8.240985 3.45E-04 53.78658 0.01856219 308 2.3509066 up 9.462715 8.229498 0.028062 0.016246 1.233217 1.149853
1619714_at 8.380253 8.423087 8.243387 8.09571 16 3.066994 3.074349 3.043237 3.017158 0.0961628 2.987355 0.13736829 11621 1.0284517 up 3.070672 3.030198 0.005201 0.018441 0.040474 1.013357
1619715_aVvi.10027 Transcr ibed locus, weakly similar to XP_476020.1 unknown protein [Oryza sativa (japonica cu 465.9033 458.1911 514.8818 566.3626 16 8.863887 8.839806 9.008098 9.145582 0.084234 3.223923 0.12335297 11336 1.1687714 down 8.851847 9.076839 0.017028 0.097216 -0.224992 0.975213
1619716_aVvi.10091 Transcr ibed locus, weakly similar to NP_176184.1 auxin-responsive factor (ARF1) [Arabidops 154.4507 145.8434 157.7218 125.9339 16 7.271003 7.188276 7.301238 6.976524 0.6423017 0.541702 0.6828569 15615 1.0649302 up 7.22964 7.138881 0.058496 0.229608 0.0907588 1.012713
1619717_aVvi.1221 Transcr ibed locus, strongly similar to NP_194474.1 protochlorophyllide reductase B, chlorop         748.5855 742.8682 12.09271 6.304863 16 9.548023 9.536963 3.596066 2.656465 0.0053193 13.6564 0.02950386 2990 85.40374 up 9.542493 3.126266 0.007821 0.664398 6.4162275 3.052362
1619718_aVvi.11110 Transcr ibed locus, moderately similar to XP_480256.1 putative ABC transporter AbcG1 [Oryz 3.414234 3.433358 3.31135 3.321813 16 1.771562 1.77962 1.727419 1.731971 0.0100131 9.91825 0.03390677 4900 1.0323241 up 1.775591 1.729695 0.005698 0.003219 0.0458959 1.026534
1619719_aVvi.3944 Transcr ibed locus, moderately similar to XP_466954.1 unknown protein [Oryza sativa (japonic 7.34615 7.216651 6.783175 6.809945 16 2.876988 2.85133 2.761961 2.767643 0.017045 7.561261 0.04143198 6829 1.071296 up 2.864159 2.764802 0.018144 0.004018 0.099357 1.035936
1619720_aVvi.12448 Transcr ibed locus 11.58352 11.80184 11.27407 11.14426 16 3.534002 3.56094 3.494937 3.478228 0.0615681 3.841622 0.09673072 10566 1.0431075 up 3.547471 3.486583 0.019048 0.011815 0.0608878 1.017463
1619721_aVvi.3894 Transcr ibed locus 2539.024 2455.587 1052.943 1055.187 16 11.31006 11.26185 10.04021 10.04328 3.77E-04 51.51562 0.01871624 328 2.3688836 up 11.28596 10.04175 0.034087 0.002172 1.244207 1.123903
1619722_aVvi.10209 Transcr ibed locus, moderately similar to NP_197402.1 mitogen-activated protein kinase, puta      613.7824 590.4946 798.8373 860.543 16 9.261583 9.20578 9.641758 9.749104 0.016733 7.633237 0.04107196 6762 1.3772105 down 9.233682 9.695431 0.039459 0.075905 -0.461749 0.952375
1619723_aVvi.15574 Transcr ibed locus 4.371244 4.397208 4.214956 4.232218 16 2.128044 2.136588 2.075518 2.081414 0.0091632 10.37469 0.03293699 4616 1.0380313 up 2.132316 2.078466 0.006041 0.004169 0.0538499 1.025908
1619724_aVvi.14587 Transcr ibed locus 7.963365 9.509801 12.39875 9.306361 16 2.993378 3.249415 3.632123 3.218217 0.3382374 1.248308 0.39448622 14233 1.2343687 down 3.121397 3.42517 0.181045 0.292676 -0.3037734 0.911311
1619725_at 11.99576 12.14282 12.08749 10.96361 11 3.584453 3.602031 3.595443 3.454651 0.4378489 0.961268 0.49239093 14762 1.0484041 up 3.593242 3.525047 0.01243 0.099555 0.0681949 1.019346
1619726_aVvi.6747 Transcr ibed locus, moderately similar to NP_176998.1 expressed protein [Arabidopsis thalian 236.0463 213.2974 259.783 267.9021 16 7.882926 7.736722 8.021163 8.065562 0.0924205 3.05685 0.1330298 11533 1.1757152 down 7.809824 8.043363 0.103382 0.031395 -0.233539 0.970965
1619727_aVvi.12022 Transcr ibed locus 3.815395 3.811834 3.692479 3.69025 16 1.931833 1.930485 1.88459 1.883719 2.91E-04 58.59363 0.01827131 260 1.0331179 up 1.931159 1.884154 9.53E-04 6.16E-04 0.0470048 1.024947
1619728_at 4.171891 4.14564 3.996226 4.017016 16 2.060701 2.051595 1.998638 2.006124 0.0118056 9.121878 0.03566651 5492 1.0379716 up 2.056148 2.002381 0.006439 0.005293 0.053767 1.026852
1619729_aVvi.15160 Transcr ibed locus 3.764116 3.768285 3.645968 3.665903 16 1.912311 1.913908 1.866302 1.874169 0.0086504 10.68194 0.03227166 4448 1.0301642 up 1.91311 1.870235 0.001129 0.005563 0.0428743 1.022925
1619730_aVvi.11575 Transcr ibed locus, moderately similar to NP_851148.1 expressed protein [Arabidopsis thalian 206.5814 213.1042 489.1825 571.4764 16 7.690567 7.735415 8.934229 9.15855 0.0072782 11.65759 0.03107765 3884 2.5199566 down 7.712991 9.04639 0.031713 0.158619 -1.3333992 0.852604
1619731_aVvi.5635 Transcr ibed locus, moderately similar to NP_191292.1 calcium-transporting ATPase, plasma 8.288219 8.438646 9.723367 8.237717 16 3.051062 3.077011 3.281456 3.042244 0.5015951 0.813029 0.5526601 15067 1.07015 down 3.064037 3.16185 0.018349 0.169148 -0.0978132 0.969065
1619732_aVvi.11869 Transcr ibed locus, moderately similar to NP_568783.1 protein phosphatase 2A-associated 46 656.0606 646.8566 563.606 560.7623 16 9.357685 9.337302 9.138543 9.131246 0.0025825 19.6398 0.02666339 1607 1.1587744 up 9.347494 9.134894 0.014413 0.00516 0.2126 1.023273
1619733_aVvi.1283 Transcr ibed locus, moderately similar to NP_179106.1 expressed protein [Arabidopsis thalian 2427.855 2518.67 8.430829 7.157022 16 11.24547 11.29845 3.075675 2.839359 2.12E-04 68.66291 0.01744732 200 318.34335 up 11.27196 2.957517 0.037463 0.1671 8.314439 3.81129
1619734_aVvi.5409 Transcr ibed locus, weakly similar to NP_566372.1 exocyst complex component-related [Arabid 5.428947 5.477985 5.249249 5.275634 16 2.440672 2.453645 2.392111 2.399344 0.0202207 6.925272 0.04525008 7417 1.0362924 up 2.447159 2.395728 0.009173 0.005115 0.0514312 1.021468
1619735_aVvi.1797 Transcr ibed locus, strongly similar to NP_179145.1 DNA-directed RNA polymerase II 36 kDa 706.0982 690.1596 739.9233 695.8975 16 9.463725 9.430786 9.531232 9.442731 0.4887095 0.841363 0.5403633 15014 1.0279181 down 9.447256 9.486981 0.023291 0.06258 -0.039725 0.995813
1619736_aVvi.5977 Transcr ibed locus, moderately similar to NP_196066.2 expressed protein [Arabidopsis thalian 41.82669 31.42749 68.67886 47.95068 16 5.386352 4.973955 6.101794 5.583479 0.183453 2.000371 0.2339192 13019 1.5828047 down 5.180154 5.842637 0.291609 0.366504 -0.662483 0.886612
1619737_aVvi.177 Transcr ibed locus, moderately similar to NP_680721.2 26S proteasome regulatory subunit, pu   3941.705 3879.138 3911.28 3957.382 16 11.9446 11.92152 11.93343 11.95033 0.6005603 0.616185 0.6439644 15482 1.0061287 down 11.93306 11.94188 0.016322 0.011954 -0.008814 0.999262
1619738_at 4.404202 4.461541 4.245858 4.301218 16 2.138881 2.157542 2.086056 2.104745 0.0572126 3.999172 0.09141908 10389 1.0372837 up 2.148211 2.095401 0.013196 0.013215 0.0528104 1.025203
1619739_aVvi.3976 Transcr ibed locus, weakly similar to NP_851250.1 nuclear protein ZAP-related [Arabidopsis t 194.3932 198.8143 192.3513 177.5218 16 7.602834 7.635278 7.5876 7.471852 0.2755579 1.486237 0.3310284 13819 1.0638758 up 7.619056 7.529726 0.022941 0.081846 0.0893297 1.011864
1619740_aVvi.9844 Transcr ibed locus, weakly similar to XP_573045.1 PREDICTED: similar to RNA binding mot 623.8891 672.217 703.5046 685.8531 16 9.285146 9.392783 9.458416 9.421756 0.2172747 1.778597 0.26989856 13364 1.0726073 down 9.338964 9.440086 0.076111 0.025923 -0.101122 0.989288
1619741_aVvi.963 Transcr ibed locus, moderately similar to NP_171921.1 auxin-responsive protein / indoleacetic 25.90564 36.20296 252.8248 219.1704 16 4.695194 5.178036 7.981994 7.775909 0.007865 11.20927 0.0314613 4146 7.6865544 down 4.936615 7.878952 0.341421 0.145724 -2.942337 0.626557
1619742_aVvi.135 GO:000635MAD-box transcr ipion factor (mads1) 5.476527 5.496729 5.316897 5.340519 16 2.453261 2.458573 2.410585 2.41698 0.0095926 10.13655 0.03347416 4756 1.0296366 up 2.455917 2.413782 0.003756 0.004522 0.0421353 1.017456
1619743_at 10.76916 10.99618 9.521517 9.117878 16 3.428834 3.45893 3.251191 3.188698 0.0231553 6.456972 0.04880962 7875 1.1679162 up 3.443882 3.219945 0.021281 0.044189 0.2239368 1.069547
1619744_aVvi.1162 Transcr ibed locus, strongly similar to XP_471489.1 OSJNBb0067G11.10 [Oryza sativa (japon 2000.444 2055.326 2163.477 2354.774 16 10.9661 11.00515 11.07914 11.20137 0.1375322 2.409968 0.18413788 12399 1.1131337 down 10.98563 11.14026 0.027611 0.086435 -0.154627 0.98612
1619745_at 7.593112 7.631443 7.266619 7.237759 16 2.924691 2.931956 2.861284 2.855543 0.0043569 15.10047 0.02920206 2475 1.0496513 up 2.928324 2.858414 0.005137 0.00406 0.06991 1.024458
1619746_aVvi.1765 Transcr ibed locus 9.38796 10.11077 8.589058 8.525905 16 3.230812 3.337822 3.1025 3.091853 0.0735596 3.480448 0.1111427 10987 1.1385045 up 3.284317 3.097177 0.075667 0.007529 0.1871399 1.060423
1619747_at 39.78676 48.87243 302.1355 302.616 16 5.314217 5.610949 8.239052 8.241344 0.0028412 18.72079 0.0270467 1739 6.8571806 down 5.462583 8.240198 0.209822 0.001621 -2.7776154 0.662919
1619748_aVvi.13104 Transcr ibed locus, strongly similar to NP_568985.1 expressed protein [Arabidopsis thaliana] 6.058861 6.09697 5.836624 5.657032 16 2.599047 2.608092 2.545134 2.500045 0.0720217 3.521844 0.10926656 10942 1.0577362 up 2.60357 2.52259 0.006396 0.031883 0.0809798 1.032102
1619749_aVvi.12747 Transcr ibed locus 7.083767 6.987119 6.560769 6.56613 16 2.824517 2.804698 2.713865 2.715043 0.009682 10.08896 0.03355114 4789 1.0718871 up 2.814607 2.714454 0.014014 8.33E-04 0.1001529 1.036896
1619750_aVvi.6911 Transcr ibed locus 11.46541 10.0127 11.10136 14.30878 16 3.519216 3.323759 3.472664 3.838829 0.3761791 1.128778 0.43193343 14458 1.1763021 down 3.421488 3.655747 0.138209 0.258917 -0.2342587 0.93592
1619751_aVvi.11701 Transcr ibed locus, moderately similar to NP_199183.1 auxin-responsive protein / indoleacetic 18.93482 19.00549 21.59247 19.03513 16 4.24297 4.248344 4.432457 4.250593 0.4024843 1.053822 0.45795658 14590 1.068708 down 4.245657 4.341525 0.0038 0.128597 -0.0958676 0.977918
1619752_aVvi.7221 Transcr ibed locus, weakly similar to NP_910859.1 unknown protein [Oryza sativa (japonica cu 118.0973 86.27782 11.90043 10.93847 16 6.883832 6.430918 3.572942 3.451339 0.0055118 13.41381 0.02965942 3081 8.847283 up 6.657375 3.51214 0.320259 0.085986 3.1452347 1.895532
1619753_aVvi.4165 Transcr ibed locus, moderately similar to NP_199698.1 small nuclear ribonucleoprotein, putat 5.788025 5.82238 5.555519 5.555888 16 2.533071 2.541609 2.473922 2.474017 0.0045078 14.84386 0.02926091 2551 1.0449042 up 2.53734 2.47397 0.006037 6.78E-05 0.0633707 1.025615
1619754_aVvi.6862 Transcr ibed locus, moderately similar to NP_188185.1 cytochrome c oxidase family protein [A 3613.797 3774.128 5056.818 4834.794 16 11.8193 11.88193 12.30401 12.23924 0.011257 9.345406 0.03517874 5311 1.3388672 down 11.85061 12.27163 0.044285 0.045803 -0.421012 0.965692
1619755_s_at 4.102819 4.117336 4.001715 4.023429 16 2.036615 2.041711 2.000619 2.008426 0.017631 7.431198 0.04220767 6933 1.0243021 up 2.039163 2.004522 0.003603 0.005521 0.0346414 1.017282
1619756_aVvi.13736 Transcr ibed locus, moderately similar to NP_182308.1 glutaredoxin family protein [Arabidops 3.490592 3.502577 3.381633 3.396671 16 1.803471 1.808417 1.75772 1.764121 0.0079732 11.132 0.03158401 4188 1.0316999 up 1.805944 1.760921 0.003497 0.004526 0.0450234 1.025568
1619757_aVvi.41 Transcr ibed locus, weakly similar to XP_466059.1 branching enzyme-3 precursor [Oryza sati   576.6247 582.1413 721.102 634.431 16 9.171489 9.185226 9.49406 9.30932 0.1374244 2.411145 0.18402317 12397 1.1674271 down 9.178357 9.40169 0.009713 0.130631 -0.223333 0.976245
1619758_sVvi.14600 Transcr ibed locus 603.7148 633.0938 618.4346 599.4649 16 9.237723 9.306275 9.272477 9.227531 0.6452192 0.536645 0.68547565 15626 1.015363 up 9.271999 9.250004 0.048474 0.031781 0.021995 1.002378
1619759_aVvi.7071 Transcr ibed locus, moderately similar to NP_181684.1 esterase, putative [Arabidopsis thalian 965.9712 958.69 1089.955 1041.411 16 9.915836 9.904921 10.09005 10.02432 0.0478288 4.406829 0.07977488 9952 1.1071185 down 9.910378 10.05719 0.007719 0.046477 -0.14681 0.985402
1619760_aVvi.7755 Transcr ibed locus, moderately similar to NP_193893.1 glycine-rich protein [Arabidopsis thali 59.65243 61.46639 165.3258 209.7227 16 5.898509 5.941725 7.369168 7.712339 0.0111965 9.371061 0.03514159 5288 3.0751057 down 5.920117 7.540753 0.030558 0.242658 -1.620636 0.785083
1619761_sVvi.7274 Transcr ibed locus, moderately similar to NP_910574.1 EST AU082567(S21715) corresponds 9343.966 9223.672 9575.689 9744.587 16 13.18982 13.17112 13.22516 13.25039 0.0675389 3.650172 0.10401493 10779 1.0405177 down 13.18047 13.23777 0.013219 0.017837 -0.057302 0.995671
1619762_aVvi.9908 Transcr ibed locus, weakly similar to NP_916822.1 putative arabinogalactan-like protein [Oryz    3.516081 3.527759 3.413234 3.428414 16 1.813968 1.818752 1.771139 1.777541 0.0089233 10.51514 0.03263354 4538 1.0295544 up 1.81636 1.77434 0.003383 0.004527 0.0420199 1.023682
1619763_aVvi.3043 Transcr ibed locus 49.91605 52.00915 44.56097 47.86102 16 5.641432 5.700694 5.477709 5.580779 0.1397856 2.385663 0.18661308 12435 1.103295 up 5.671063 5.529244 0.041904 0.072882 0.1418185 1.025649
1619764_aVvi.4620 Transcr ibed locus, moderately similar to XP_464101.1 putative auxin response factor 7a [Oryz 146.5811 129.7779 221.9859 175.8058 16 7.195555 7.019901 7.794324 7.457839 0.1119824 2.731233 0.15581056 11931 1.4323196 down 7.107728 7.626082 0.124206 0.237931 -0.5183535 0.932029
1619765_aVvi.3671 Transcr ibed locus, weakly similar to NP_912634.1 Putative sugar kinase [Oryza sativa (japoni 107.7834 106.2556 112.7928 103.624 16 6.751991 6.731395 6.817531 6.695214 0.8349301 0.236691 0.8570772 16172 1.0102266 down 6.741694 6.756373 0.014564 0.086491 -0.014679 0.997827
1619766_aVvi.12533 Transcr ibed locus 132.4682 142.3823 134.3314 134.5053 16 7.049502 7.153626 7.069653 7.071519 0.612241 0.59492 0.6550087 15517 1.0217043 up 7.101564 7.070586 0.073627 0.00132 0.030978 1.004381
1619767_aVvi.801 Transcr ibed locus, moderately similar to NP_030274.1 expressed protein [Arabidopsis thalian 55.07835 59.91678 48.63385 47.91499 16 5.783413 5.904888 5.603889 5.582405 0.0554133 4.069454 0.08924834 10307 1.1900344 up 5.844151 5.593147 0.085896 0.015191 0.2510032 1.044877
1619768_aVvi.15004 Transcr ibed locus 100.2753 96.77845 98.15466 111.9269 16 6.647822 6.596614 6.616985 6.806413 0.4580354 0.912009 0.51121366 14874 1.0639869 down 6.622218 6.711699 0.03621 0.133946 -0.0894805 0.986668
1619769_sVvi.4602 Transcr ibed locus, weakly similar to NP_565741.1 expressed protein [Arabidopsis thaliana] 1158.373 1237.425 1526.368 1453.177 16 10.17788 10.27313 10.57589 10.50499 0.0337433 5.3051 0.06210027 9020 1.2439562 down 10.22551 10.54044 0.067346 0.050128 -0.314936 0.970121
1619770_aVvi.2130 Transcr ibed locus, weakly similar to NP_908530.1 putative protein phosphatase [Oryza sativa 969.3492 930.2551 341.415 336.7123 16 9.920873 9.861483 8.415382 8.395372 4.44E-04 47.41633 0.01871624 392 2.8007257 up 9.891178 8.405377 0.041995 0.014149 1.485801 1.176768
1619771_sVvi.13195 GO:000829Geranyl diphosphate synthase (GPPS) 152.8299 164.7367 172.0335 158.0713 16 7.255783 7.364018 7.426546 7.304431 0.5659743 0.681324 0.61189795 15355 1.0392832 down 7.3099 7.365489 0.076534 0.086348 -0.0555887 0.992453
1619772_at 4.824833 4.849931 4.656979 4.632857 16 2.270479 2.277964 2.219394 2.211902 0.008074 11.0615 0.03160008 4240 1.0414354 up 2.274221 2.215648 0.005293 0.005298 0.0585732 1.026436
1619773_aVvi.15373 Transcr ibed locus 45.4306 37.48475 31.00787 24.37903 16 5.505592 5.228232 4.954563 4.607569 0.1186869 2.637626 0.16346443 12053 1.5009189 up 5.366912 4.781066 0.196123 0.245362 0.585846 1.122535
1619774_aVvi.3444 Transcr ibed locus, moderately similar to NP_198134.1 ribosomal protein L18 family protein [A 464.0895 441.6254 640.3165 626.0584 16 8.858259 8.786679 9.322641 9.290154 0.0065318 12.31251 0.03049538 3555 1.398546 down 8.82247 9.306397 0.050615 0.022972 -0.483927 0.948001
1619775_aVvi.15976 Transcr ibed locus 3.300176 3.316652 3.196132 3.210965 16 1.722543 1.729727 1.676327 1.683007 0.01096 9.473324 0.03495672 5204 1.0327337 up 1.726135 1.679667 0.00508 0.004724 0.0464683 1.027665
1619776_aVvi.12265 Transcr ibed locus 10.63888 12.06336 10.01904 10.00711 16 3.411274 3.59256 3.324673 3.322954 0.1883794 1.964797 0.23929189 13067 1.1313956 up 3.501917 3.323813 0.128189 0.001215 0.1781036 1.053584
1619777_aVvi.15785 Transcr ibed locus 62.82588 132.8768 78.18404 64.43111 16 5.973287 7.053946 6.288802 6.009686 0.5808297 0.652926 0.6252714 15421 1.2873218 up 6.513617 6.149244 0.764141 0.197365 0.3643726 1.059255
1619778_aVvi.551 Transcr ibed locus 5.737933 5.787297 5.441445 5.43384 16 2.520531 2.53289 2.44399 2.441972 0.0055451 13.37312 0.02968837 3097 1.0597543 up 2.526711 2.442981 0.008739 0.001427 0.0837297 1.034274
1619779_aVvi.2567 Transcr ibed locus, weakly similar to XP_479238.1 putative transmembrane protein [Oryza sati 349.4842 295.7868 289.2276 279.9591 16 8.449083 8.208414 8.176062 8.129072 0.2872732 1.436966 0.34286913 13909 1.1298896 up 8.328749 8.152567 0.170179 0.033227 0.176182 1.021611
1619780_aVvi.6006 Transcr ibed locus, moderately similar to NP_180261.1 4-diphosphocytidyl-2-C-methyl-D-eryt 282.7556 276.8167 256.8936 285.9807 16 8.143412 8.112787 8.005027 8.159774 0.6208901 0.579393 0.66306555 15545 1.0321833 up 8.128099 8.0824 0.021655 0.109423 0.045699 1.005654
1619781_aVvi.3537 Transcr ibed locus 6.768587 6.567763 6.293521 6.345443 16 2.758855 2.715402 2.653868 2.665721 0.0753421 3.434002 0.11330997 11038 1.0550665 up 2.737128 2.659794 0.030726 0.008382 0.077334 1.029075
1619782_aVvi.16043 Transcr ibed locus 25.85107 25.84309 59.99049 56.4533 16 4.692152 4.691707 5.906663 5.818986 0.0013988 26.70923 0.02397054 967 2.2515135 down 4.691929 5.862824 3.15E-04 0.061996 -1.1708951 0.800285
1619783_at 3.429037 3.452617 3.3407 3.356854 16 1.777803 1.78769 1.740151 1.74711 0.02306 6.470772 0.04868655 7862 1.0274845 up 1.782747 1.74363 0.006991 0.004921 0.0391166 1.022434
1619784_aVvi.8663 Transcr ibed locus, moderately similar to NP_922341.1 putative sphingosine kinase [Oryza sa 301.7333 281.0631 375.8063 329.11 16 8.23713 8.13475 8.553845 8.362426 0.1289553 2.507805 0.17477538 12247 1.2076445 down 8.18594 8.458136 0.072393 0.135354 -0.272196 0.967818
1619785_at 142.8181 146.2933 193.0276 192.4337 15 7.158036 7.19272 7.592663 7.588218 0.0017696 23.73996 0.02502487 1173 1.3333569 down 7.175378 7.590441 0.024525 0.003143 -0.4150628 0.945318
1619786_aVvi.6891 Transcr ibed locus, moderately similar to NP_568630.1 acireductone dioxygenase (ARD/ARD 1897.132 1938.196 458.6314 471.1439 16 10.88961 10.9205 8.841191 8.880024 1.47E-04 82.39922 0.0168302 141 4.1251454 up 10.90505 8.860607 0.021846 0.027459 2.044445 1.230734
1619787_aVvi.10106 Transcr ibed locus 4.186824 4.216536 4.030977 4.06338 16 2.065857 2.076058 2.01113 2.02268 0.0197225 7.014872 0.0447256 7319 1.0381769 up 2.070957 2.016905 0.007214 0.008168 0.0540524 1.0268
1619788_aVvi.17 GO:000815UFGT mRNA for UDP glucose: flavonoid 3-O-glucosyltransferase 8.752944 9.168934 8.351292 8.235529 16 3.129768 3.196754 3.061999 3.041861 0.0861268 3.183283 0.12567033 11377 1.0802242 up 3.163261 3.05193 0.047366 0.01424 0.1113308 1.036479
1619789_aVvi.14229 Transcr ibed locus 43.75945 42.96486 1151.552 1173.764 16 5.451523 5.425085 10.16936 10.19693 1.62E-05 248.4732 0.01194834 21 26.812643 down 5.438304 10.18315 0.018694 0.019489 -4.7448415 0.53405
1619790_s_at 10.22857 10.35737 9.069117 8.762285 10 3.354533 3.372586 3.180962 3.131307 0.0158359 7.851848 0.03990107 6588 1.1546252 up 3.363559 3.156135 0.012765 0.035111 0.2074246 1.065721
1619791_aVvi.5144 Transcr ibed locus 5.192935 5.16927 4.963249 4.971931 16 2.37655 2.369961 2.311285 2.313806 0.0033597 17.20897 0.02783547 1994 1.0429788 up 2.373255 2.312546 0.00466 0.001783 0.0607098 1.026252
1619792_aVvi.15678 Transcr ibed locus 24.76753 20.61099 22.50097 22.17377 16 4.630378 4.365342 4.491915 4.470782 0.9125114 0.124204 0.9260094 16359 1.0115106 up 4.49786 4.481349 0.187408 0.014944 0.0165115 1.003684
1619793_aVvi.387 Transcr ibed locus, weakly similar to XP_469171.1 putative senescence-associated protein [O 91.71825 93.28957 591.959 590.8878 16 6.519136 6.543644 9.209353 9.20674 2.12E-05 217.2044 0.01288013 25 6.393725 down 6.53139 9.208047 0.017329 0.001848 -2.676657 0.709313
1619794_at 12.90462 12.45287 12.21907 13.50951 16 3.689816 3.638406 3.611063 3.755903 0.8245128 0.252089 0.84785146 16144 1.0135183 down 3.664111 3.683483 0.036352 0.102418 -0.0193723 0.994741
1619795_aVvi.10115 Transcr ibed locus, weakly similar to NP_188563.1 leucine-rich repeat family protein [Arabidop 4.248055 4.029858 9.191552 9.22897 16 2.086802 2.010729 3.200309 3.20617 0.0010902 30.26189 0.0227395 794 2.2260303 down 2.048766 3.203239 0.053792 0.004144 -1.1544733 0.639592
1619796_at 9.283089 10.40859 10.42586 10.47978 16 3.214605 3.379702 3.382095 3.389537 0.3955723 1.072967 0.4508334 14566 1.0633836 down 3.297154 3.385816 0.116742 0.005262 -0.0886621 0.973814
1619797_aVvi.11726 Transcr ibed locus 5.038582 5.056386 4.837052 4.857883 16 2.333018 2.338107 2.274128 2.280328 0.0046932 14.54569 0.02932391 2655 1.0412629 up 2.335562 2.277228 0.003598 0.004384 0.0583343 1.025616
1619798_at 623.8466 589.6123 509.4824 518.406 16 9.285048 9.203623 8.992888 9.017939 0.0303452 5.609087 0.0578007 8715 1.1801107 up 9.244335 9.005413 0.057576 0.017713 0.238922 1.026531
1619799_at 4.697217 4.71904 4.544119 4.582367 16 2.231806 2.238493 2.184001 2.196093 0.0226708 6.528042 0.04821683 7805 1.0317569 up 2.23515 2.190047 0.004729 0.008551 0.0451031 1.020595
1619800_at 8.532216 8.653563 7.980902 7.94843 10 3.092921 3.113294 2.996552 2.99067 0.0092468 10.32702 0.03307571 4640 1.0788517 up 3.103108 2.993611 0.014406 0.004159 0.1094966 1.036577
1619801_aVvi.7743 Transcr ibed locus, strongly similar to NP_849888.1 3-ketoacyl-ACP synthase, putative [Arabi 118.4847 91.77856 238.208 224.6419 16 6.888557 6.520085 7.896078 7.811484 0.0259941 6.080864 0.05236029 8241 2.2183075 down 6.704321 7.853781 0.260549 0.059817 -1.1494593 0.853643
1619802_aVvi.3366 Transcr ibed locus, moderately similar to NP_197943.1 dehydration-responsive protein (RD22  4.187934 4.205233 4.067865 4.089375 16 2.066239 2.072186 2.024272 2.03188 0.0134992 8.519505 0.03741159 5988 1.0289239 up 2.069212 2.028076 0.004205 0.00538 0.0411362 1.020283
1619803_aVvi.687 Transcr ibed locus, weakly similar to NP_567449.1 acid phosphatase survival protein SurE, pu 250.2992 257.8417 258.3973 252.7441 16 7.96751 8.010342 8.013447 7.981533 0.7788632 0.320674 0.8067058 16028 1.0059538 down 7.988926 7.99749 0.030287 0.022566 -0.008564 0.998929
1619804_aVvi.5176 Transcr ibed locus, weakly similar to XP_476901.1 putative ATP-dependent DNA helicase II 70 24.46413 29.32049 38.89896 31.48811 16 4.612596 4.873838 5.28166 4.976735 0.1944636 1.922551 0.24581121 13133 1.3067477 down 4.743217 5.129197 0.184726 0.215614 -0.3859805 0.924748
1619805_aVvi.6097 Transcr ibed locus, moderately similar to NP_564237.2 leucine-rich repeat protein-related [Ar 21.15806 26.29871 78.33437 82.05293 16 4.403135 4.71692 6.291573 6.358483 0.0081599 11.0024 0.03164294 4276 3.3987408 down 4.560028 6.325028 0.221879 0.047312 -1.7650004 0.72095
1619806_aVvi.7790 Transcr ibed locus 5.036621 5.071869 4.868969 4.875655 16 2.332456 2.342518 2.283616 2.285596 0.0092703 10.31378 0.03309353 4648 1.0373342 up 2.337487 2.284606 0.007115 0.0014 0.0528807 1.023147
1619807_at 4.566188 4.513204 4.32696 4.370134 16 2.19099 2.174152 2.113354 2.127677 0.0302924 5.614199 0.05771345 8713 1.0439521 up 2.182571 2.120515 0.011906 0.010129 0.0620557 1.029264
1619808_aVvi.3397 Transcr ibed locus, moderately similar to NP_197445.1 cinnamyl-alcohol dehydrogenase, puta 444.4497 455.4579 403.1048 374.8967 16 8.795877 8.831174 8.655011 8.550349 0.0622684 3.817797 0.09760929 10590 1.1573659 up 8.813525 8.60268 0.024959 0.074007 0.210845 1.024509
1619809_aVvi.8180 Transcr ibed locus, moderately similar to NP_187747.1 eukaryotic translation initiation factor 3 890.9166 899.7933 1182.345 1382.24 16 9.799147 9.81345 10.20744 10.43279 0.0450475 4.550859 0.07641549 9786 1.4278218 down 9.806298 10.32011 0.010114 0.159352 -0.513816 0.950212
1619810_aVvi.10117 Transcr ibed locus, moderately similar to NP_179032.1 methylmalonate-semialdehyde dehydro 1540.122 1441.445 1570.401 1475.454 16 10.58883 10.4933 10.61692 10.52694 0.6843708 0.470413 0.7211173 15755 1.0216249 down 10.54106 10.57193 0.06755 0.063622 -0.030866 0.99708
1619811_aVvi.5909 Transcr ibed locus, weakly similar to NP_567475.2 expressed protein [Arabidopsis thaliana] 355.3639 394.9524 1164.241 1314.347 16 8.473153 8.625535 10.18517 10.36013 0.0045009 14.85528 0.02926091 2546 3.3019257 down 8.549344 10.27265 0.10775 0.123713 -1.723308 0.832243
1619812_aVvi.7550 Transcr ibed locus, weakly similar to NP_172826.1 glucosamine/galactosamine-6-phosphate    842.5967 856.0393 1157.043 1130.75 16 9.718699 9.741533 10.17623 10.14306 0.0021895 21.33591 0.02585382 1405 1.346794 down 9.730116 10.15965 0.016147 0.023449 -0.429529 0.957722
1619813_aVvi.14743 Transcr ibed locus 229.2296 226.4638 371.4606 349.6124 16 7.84065 7.823136 8.537066 8.449613 0.0045147 14.83242 0.02926091 2556 1.5816678 down 7.831893 8.49334 0.012384 0.061839 -0.661447 0.922122
1619814_aVvi.14549 Transcr ibed locus 4.291723 4.313919 4.177119 4.297847 16 2.101557 2.108999 2.062508 2.103614 0.3989133 1.063666 0.45417356 14581 1.0155187 up 2.105278 2.083061 0.005262 0.029066 0.0222168 1.010665
1619815_aVvi.13707 Transcr ibed locus, weakly similar to NP_568877.1 expressed protein [Arabidopsis thaliana] 2772.155 2902.423 4076.026 3850.554 16 11.43679 11.50304 11.99295 11.91085 0.0117655 9.137694 0.03565072 5478 1.3966613 down 11.46992 11.9519 0.046846 0.058051 -0.481983 0.959673
1619816_aVvi.1654 Transcr ibed locus, moderately similar to NP_565109.1 ribosomal protein L31 family protein [A 848.9373 861.3216 580.4713 527.8553 16 9.729514 9.750408 9.181081 9.043999 0.0119919 9.049437 0.03585429 5551 1.5448024 up 9.739962 9.112539 0.014774 0.096932 0.627423 1.068853
1619817_aVvi.15210 Transcr ibed locus 3.669043 3.679836 3.545276 3.560489 16 1.875404 1.879641 1.825898 1.832075 0.0059025 12.95844 0.03008822 3253 1.0342149 up 1.877523 1.828987 0.002996 0.004368 0.048536 1.026537
1619818_aVvi.4368 Transcr ibed locus 4.613215 4.640109 4.41421 4.424029 16 2.205772 2.214159 2.142155 2.145361 0.0045657 14.74883 0.02926091 2580 1.0469608 up 2.209966 2.143758 0.00593 0.002267 0.0662075 1.030884
1619819_aVvi.10155 Transcr ibed locus, moderately similar to XP_483065.1 putative heat-shock protein [Oryza sati 304.1321 333.3707 456.8208 453.2381 16 8.248554 8.380983 8.835485 8.824125 0.0162454 7.749833 0.04045018 6666 1.4290304 down 8.314769 8.829805 0.093642 0.008032 -0.515036 0.941671
1619820_sVvi.13752 Transcr ibed locus, moderately similar to XP_476106.1 putative thioredoxin [Oryza sativa (japo 11.63647 13.32759 11.13529 11.45281 16 3.540582 3.736344 3.477068 3.517629 0.2935206 1.411707 0.3491459 13956 1.1027569 up 3.638463 3.497348 0.138425 0.028681 0.1411147 1.040349
1619821_aVvi.12886 Transcr ibed locus 3.729128 3.734148 3.616105 3.630767 16 1.898838 1.900779 1.854437 1.860274 0.0052088 13.80159 0.02950386 2927 1.0298635 up 1.899809 1.857356 0.001372 0.004128 0.0424532 1.022857
1619822_aVvi.15264 Transcr ibed locus 6.392211 6.571544 6.448508 6.717196 16 2.676315 2.716232 2.688965 2.747859 0.5972183 0.622333 0.6408363 15471 1.0154635 down 2.696274 2.718412 0.028226 0.041644 -0.0221384 0.991856
1619823_aVvi.5225 Transcr ibed locus, weakly similar to NP_915960.1 P0432B10.23 [Oryza sativa (japonica cultiv 3871.67 3692.304 4632.622 4445.285 16 11.91874 11.85031 12.17761 12.11806 0.028416 5.805053 0.05528683 8532 1.2002327 down 11.88452 12.14784 0.048391 0.04211 -0.263315 0.978324
1619824_aVvi.15673 Transcr ibed locus 3.1462 3.160221 3.110695 3.349551 16 1.653611 1.660026 1.637237 1.743968 0.5920296 0.631939 0.63592625 15455 1.023694 down 1.656818 1.690603 0.004536 0.07547 -0.0337845 0.980016
1619825_aVvi.12914 Transcr ibed locus 3.869447 3.976317 3.748142 3.766681 16 1.952127 1.991433 1.906176 1.913294 0.0898707 3.106544 0.13003607 11473 1.0439446 up 1.97178 1.909735 0.027793 0.005034 0.0620453 1.032489
1619826_aVvi.10531 Transcr ibed locus, weakly similar to NP_564484.1 expressed protein [Arabidopsis thaliana] 6.323726 6.411484 6.022753 6.071333 16 2.660775 2.680658 2.590423 2.602013 0.0230382 6.473945 0.04867645 7856 1.0529951 up 2.670717 2.596218 0.01406 0.008196 0.0744988 1.028695
1619827_aVvi.5405 Transcr ibed locus, moderately similar to NP_201145.1 adenylate kinase [Arabidopsis thaliana 728.2352 755.2877 1145.806 1203.869 16 9.508261 9.560883 10.16215 10.23346 0.0044345 14.96674 0.02922683 2518 1.5836283 down 9.534572 10.19781 0.037209 0.050427 -0.663233 0.934963
1619828_aVvi.11325 Transcr ibed locus, weakly similar to NP_191283.1 beta-1,3-glucanase (BG3) [Arabidopsis th 36.70231 40.20057 21.22196 15.73673 16 5.197799 5.329144 4.407486 3.976064 0.0415305 4.752822 0.07201839 9572 2.1019032 up 5.263472 4.191775 0.092875 0.305061 1.0716963 1.255666
1619829_aVvi.15014 Transcr ibed locus 4.167708 4.16827 4.742407 4.061669 16 2.059254 2.059449 2.24562 2.022073 0.5736964 0.66648 0.61881316 15390 1.0529922 down 2.059351 2.133846 1.38E-04 0.158071 -0.0744949 0.965089
1619830_aVvi.5273 Transcr ibed locus, weakly similar to NP_565771.1 squamosa promoter-binding protein-like 3 312.6671 363.1686 418.332 388.256 16 8.288484 8.504496 8.708505 8.600864 0.1657597 2.13963 0.21502905 12797 1.1959805 down 8.39649 8.654684 0.152744 0.076113 -0.258194 0.970167
1619831_aVvi.6780 Transcr ibed locus, moderately similar to NP_567894.1 expressed protein [Arabidopsis thalian 4.435038 4.44734 18.42889 26.94872 16 2.148946 2.152943 4.203897 4.752145 0.0135947 8.488915 0.03752888 6013 5.017874 down 2.150945 4.478021 0.002826 0.38767 -2.3270762 0.480334
1619832_aVvi.2985 Transcr ibed locus, moderately similar to NP_190035.1 histone deacetylase-related / HD-rela  176.7269 163.7857 158.3142 138.7042 16 7.465377 7.355665 7.306646 7.115868 0.2118645 1.810867 0.26438472 13303 1.1481125 up 7.410521 7.211257 0.077579 0.134901 0.199264 1.027632
1619833_at 10.09559 9.947067 8.800913 8.847832 16 3.335653 3.314271 3.137653 3.145324 0.0038103 16.15384 0.02824424 2236 1.1356146 up 3.324962 3.141489 0.015119 0.005424 0.1834734 1.058403
1619834_aVvi.13516 Transcr ibed locus, weakly similar to NP_172400.2 expressed protein [Arabidopsis thaliana] 4.588752 4.607149 4.428005 4.458725 16 2.198102 2.203874 2.146657 2.156631 0.0133638 8.563435 0.03725499 5954 1.0347942 up 2.200988 2.151644 0.004082 0.007053 0.0493438 1.022933
1619835_aVvi.9604 Transcr ibed locus 7.862328 7.761888 7.569601 7.603908 16 2.974957 2.956408 2.920217 2.926741 0.0502157 4.292663 0.08277354 10070 1.0296849 up 2.965682 2.923479 0.013116 0.004613 0.042203 1.014436
1619836_aVvi.10488 Transcr ibed locus 4.751798 4.774238 4.601087 4.622145 16 2.248473 2.255271 2.201975 2.208563 0.010157 9.846653 0.03404365 4951 1.0328305 up 2.251872 2.205269 0.004806 0.004658 0.0466034 1.021133
1619837_aVvi.3336 Transcr ibed locus, moderately similar to NP_566385.1 haloacid dehalogenase-like hydrolase   729.3303 662.2644 532.4954 574.8994 16 9.510428 9.371264 9.056625 9.167166 0.0658489 3.701798 0.10197977 10719 1.2560987 up 9.440846 9.111896 0.098404 0.078164 0.3289495 1.036101
1619838_aVvi.1856 Transcr ibed locus, weakly similar to NP_201248.1 octicosapeptide/Phox/Bem1p (PB1) domain 1439.183 1340.29 1413.027 1361.56 16 10.49103 10.38833 10.46457 10.41105 0.9771354 0.032344 0.9807388 16540 1.0012991 up 10.43968 10.43781 0.072623 0.03785 0.001873 1.000179
1619839_sVvi.12077 Transcr ibed locus 393.6596 346.7703 189.5306 170.4487 16 8.620805 8.437837 7.566287 7.413194 0.0129114 8.715154 0.03683402 5816 2.0556297 up 8.529321 7.48974 0.129378 0.108253 1.0395806 1.138801
1619840_aVvi.7293 Transcr ibed locus, moderately similar to NP_178547.1 ferredoxin thioredoxin reductase cataly 160.1557 136.8346 182.003 180.0057 16 7.323331 7.09629 7.507818 7.491899 0.1255852 2.548768 0.17110924 12184 1.222681 down 7.20981 7.499858 0.160542 0.011257 -0.2900481 0.961326
1619841_aVvi.10426 Transcr ibed locus, moderately similar to NP_178198.1 NRAMP metal ion transporter 1 (NRA 170.429 154.8092 87.41888 86.02587 16 7.413027 7.274347 6.449873 6.426699 0.005975 12.87888 0.03011482 3292 1.8730654 up 7.343687 6.438286 0.098061 0.016387 0.905401 1.140628
1619842_sVvi.2187 Transcr ibed locus, weakly similar to NP_568996.1 GTP-binding protein-related [Arabidopsis 68.42751 70.15583 138.4962 104.4411 16 6.096504 6.132491 7.113703 6.706546 0.0600955 3.89303 0.09492912 10509 1.7358311 down 6.114498 6.910124 0.025447 0.287903 -0.7956266 0.884861
1619843_aVvi.15074 Transcr ibed locus 4.381418 4.40167 4.253409 4.259852 16 2.131398 2.138051 2.08862 2.090803 0.0059951 12.85706 0.03011482 3302 1.0316923 up 2.134724 2.089712 0.004704 0.001544 0.0450127 1.02154
1619844_at 6.474256 6.489017 6.089091 6.243912 16 2.694714 2.698 2.606227 2.64245 0.0582493 3.960126 0.09270962 10430 1.0511864 up 2.696357 2.624339 0.002323 0.025614 0.0720187 1.027443
1619845_aVvi.15258 Transcr ibed locus 524.5068 584.9081 815.7567 727.8367 16 9.034818 9.192066 9.671995 9.507471 0.0526157 4.185598 0.08584183 10175 1.3911632 down 9.113441 9.589733 0.111191 0.116336 -0.476292 0.950333
1619846_aVvi.1327 Transcr ibed locus, moderately similar to NP_181447.2 pseudouridine synthase family protein 1272.119 1199.215 1162.651 1239.393 16 10.31302 10.22788 10.1832 10.27542 0.5794671 0.655503 0.62400675 15416 1.0289242 up 10.27045 10.22931 0.060205 0.065206 0.041137 1.004021
1619847_aVvi.8262 Transcr ibed locus, weakly similar to XP_476820.1 putative CXC domain protein TSO1 [Oryza   33.37814 29.6164 55.1967 95.2272 16 5.060831 4.888324 5.78651 6.573301 0.0958611 2.992814 0.13700804 11615 2.305896 down 4.974578 6.179905 0.121981 0.556346 -1.2053274 0.80496
1619848_aVvi.3381 Transcr ibed locus, moderately similar to NP_566953.1 expressed protein [Arabidopsis thalian 757.0157 779.3537 889.1957 762.4975 16 9.564179 9.606134 9.796357 9.574589 0.4678327 0.888924 0.52043414 14923 1.0720075 down 9.585157 9.685473 0.029667 0.156814 -0.1003155 0.989643
1619849_aVvi.14745 Transcr ibed locus 4.930823 4.944718 4.702877 4.7026 16 2.301829 2.305888 2.233544 2.233459 8.32E-04 34.653 0.0221369 621 1.0499768 up 2.303859 2.233501 0.002871 6.02E-05 0.0703575 1.031501
1619850_aVvi.445 Transcr ibed locus, moderately similar to XP_480473.1 putative Aconitate hydratase [Oryza sa 526.9081 486.0594 481.1453 462.5789 16 9.041408 8.924989 8.910329 8.853556 0.2583732 1.563504 0.3132403 13693 1.0727065 up 8.983198 8.881943 0.082321 0.040145 0.101255 1.0114
1619851_aVvi.13495 Transcr ibed locus, weakly similar to NP_568908.1 scarecrow-like transcr iption factor 11 (SC 300.748 272.9771 380.7596 350.0129 16 8.232411 8.092636 8.572737 8.451264 0.0635741 3.774399 0.09920608 10638 1.2740993 down 8.162523 8.512001 0.098836 0.085894 -0.349478 0.958943
1619852_sVvi.1445 Transcr ibed locus, moderately similar to NP_193139.1 selenium-binding protein, putative [Ara  1029.149 1037.622 444.144 410.4386 16 10.00724 10.01907 8.794884 8.681023 0.0020086 22.27928 0.02553182 1303 2.4203203 up 10.01315 8.737953 0.008364 0.080512 1.275198 1.145938
1619853_aVvi.14964 Transcr ibed locus 179.3104 203.7912 348.1372 345.9399 16 7.486315 7.670949 8.443512 8.434378 0.0113466 9.307771 0.03529931 5335 1.8154321 down 7.578632 8.438945 0.130555 0.006459 -0.860313 0.898054
1619854_aVvi.610 Transcr ibed locus, moderately similar to NP_179682.1 lipoic acid synthase (LIP1) [Arabidops 70.89381 67.45742 33.86813 24.39159 16 6.147588 6.075905 5.081856 4.608312 0.0339333 5.289447 0.06233925 9036 2.4060426 up 6.111746 4.845084 0.050687 0.334847 1.2666623 1.261432
1619855_aVvi.15029 Transcr ibed locus 5725.231 5192.016 2019.102 2360.695 16 12.48312 12.34208 10.9795 11.205 0.0099928 9.928479 0.03390677 4890 2.4972696 up 12.4126 11.09225 0.09973 0.159451 1.320352 1.119034
1619856_aVvi.1148 Transcr ibed locus, weakly similar to NP_564714.1 dormancy/auxin associated family protein [A 1026.21 1063.432 295.3621 227.5901 16 10.00311 10.05451 8.206341 7.830295 0.0087922 10.59429 0.03246037 4495 4.0291996 up 10.02881 8.018318 0.036346 0.265905 2.010493 1.250737
1619857_at 4.369657 4.396318 4.241899 4.252094 16 2.12752 2.136296 2.08471 2.088174 0.0105944 9.638048 0.03469129 5069 1.0320164 up 2.131908 2.086442 0.006206 0.002449 0.045466 1.021791
1619858_aVvi.11184 Transcr ibed locus 9.521087 9.603646 8.967479 8.996022 16 3.251126 3.263582 3.164702 3.169287 0.0053511 13.61543 0.02952424 3008 1.0646354 up 3.257354 3.166995 0.008808 0.003242 0.0903595 1.028532
1619859_aVvi.15060 Transcr ibed locus 4.13602 4.155859 3.988219 4.005508 16 2.048243 2.055147 1.995745 2.001985 0.0076684 11.35373 0.03135112 4056 1.0372977 up 2.051695 1.998865 0.004882 0.004413 0.0528301 1.02643
1619860_aVvi.4688 Transcr ibed locus, moderately similar to XP_472913.1 OSJNBb0011N17.9 [Oryza sativa (jap 5.163477 6.838166 3.815243 3.840104 16 2.368343 2.773609 1.931775 1.941145 0.0886767 3.130515 0.12868966 11439 1.552417 up 2.570976 1.93646 0.286567 0.006626 0.6345162 1.327668
1619861_sVvi.13905 Transcr ibed locus, weakly similar to NP_974415.1 expressed protein [Arabidopsis thaliana] 230.6727 203.4427 105.5382 86.74466 16 7.849703 7.668479 6.721622 6.438703 0.0197067 7.017769 0.0447077 7317 2.2640853 up 7.75909 6.580162 0.128145 0.200054 1.1789284 1.179164
1619862_aVvi.3210 Transcr ibed locus, weakly similar to NP_564419.1 dehydration-responsive family protein [Arab  849.8413 845.928 1441.971 1517.941 16 9.73105 9.724391 10.49383 10.5679 0.0021368 21.59814 0.02580234 1368 1.7448978 down 9.72772 10.53086 0.004708 0.052377 -0.803143 0.923734
1619863_at 5.462089 5.488839 5.264646 5.289002 16 2.449453 2.456501 2.396337 2.402996 0.0081695 10.99587 0.03164294 4282 1.0376433 up 2.452977 2.399666 0.004984 0.004709 0.0533107 1.022216
1619864_aVvi.15738 Transcr ibed locus 86.03113 83.93275 64.04765 58.35001 16 6.426786 6.391162 6.001074 5.866661 0.0207509 6.833434 0.04575787 7527 1.3900211 up 6.408974 5.933868 0.02519 0.095044 0.4751065 1.080067
1619865_aVvi.14963 Transcr ibed locus 372.944 383.5648 503.025 472.6 16 8.542815 8.583326 8.974486 8.884476 0.0176634 7.424202 0.04222679 6942 1.289142 down 8.56307 8.929482 0.028646 0.063647 -0.3664115 0.958966
1619866_aVvi.3193 Transcr ibed locus, weakly similar to NP_186805.2 proline-rich family protein [Arabidopsis tha 1523.068 1496.162 1316.968 1291.785 16 10.57276 10.54705 10.36301 10.33515 0.0079861 11.12293 0.03158401 4193 1.1573544 up 10.55991 10.34908 0.018182 0.019696 0.210831 1.020372
1619867_aVvi.4330 Transcr ibed locus, moderately similar to NP_564872.1 senescence-associated family protein 1089.033 1154.32 217.8084 227.5162 16 10.08883 10.17283 7.766916 7.829825 5.06E-04 44.45228 0.01952104 427 5.0366306 up 10.13083 7.798371 0.059394 0.044483 2.332459 1.299096
1619868_aVvi.11473 Transcr ibed locus 42.19207 42.48374 36.97943 37.47158 16 5.3989 5.408839 5.208651 5.227725 0.0033375 17.26626 0.02783547 1980 1.137354 up 5.40387 5.218188 0.007028 0.013487 0.1856813 1.035583
1619869_aVvi.11723 Transcr ibed locus 190.4157 221.7956 1118.072 1101.374 16 7.573009 7.793087 10.1268 10.10509 0.0020593 22.00257 0.02556811 1335 5.399763 down 7.683048 10.11594 0.155619 0.01535 -2.432896 0.759499
1619870_aVvi.12493 Transcr ibed locus, moderately similar to NP_196175.1 E3 ubiquitin ligase, putative [Arabidop 7.086562 6.904099 9.864677 7.358577 16 2.825086 2.787453 3.302272 2.879427 0.3120004 1.340724 0.36774236 14084 1.2180554 down 2.80627 3.090849 0.02661 0.298997 -0.2845798 0.907928
1619871_at 4.932523 4.971319 4.747921 4.752361 16 2.302326 2.313629 2.247296 2.248644 0.0088765 10.54319 0.03258197 4522 1.0424709 up 2.307977 2.24797 0.007992 9.54E-04 0.0600072 1.026694
1619872_at 4.365763 4.384576 4.188521 4.200915 16 2.126234 2.132437 2.066441 2.070704 0.0038142 16.14553 0.02824424 2241 1.0430173 up 2.129335 2.068572 0.004386 0.003014 0.0607631 1.029374
1619873_aVvi.10419 Transcr ibed locus, weakly similar to NP_914761.1 putative alcohol dehydrogenase [Oryza sat 297.2896 340.4562 370.1253 364.2549 16 8.215725 8.411325 8.53187 8.508804 0.1705395 2.100085 0.22009453 12863 1.154135 down 8.313525 8.520337 0.13831 0.01631 -0.206812 0.975727
1619874_aVvi.14583 Transcr ibed locus 3.994638 4.014468 3.869721 3.882383 16 1.998065 2.005209 1.952229 1.956942 0.0081709 10.99487 0.03164294 4286 1.0331508 up 2.001637 1.954586 0.005052 0.003333 0.0470508 1.024072
1619875_at 30.23333 24.69021 20.23569 21.09122 16 4.918068 4.625867 4.33883 4.398571 0.1138578 2.704269 0.15787697 11972 1.3225001 up 4.771968 4.3687 0.206617 0.042243 0.403268 1.092308
1619876_at 82.17905 70.43261 83.05663 93.49883 16 6.360699 6.138172 6.376024 6.546876 0.2698025 1.511418 0.32507887 13778 1.1583046 down 6.249435 6.46145 0.15735 0.120811 -0.2120146 0.967188
1619877_aVvi.525 Transcr ibed locus, moderately similar to NP_850325.1 expressed protein [Arabidopsis thalian 708.3689 759.8438 458.7845 449.6407 16 9.468357 9.569559 8.841673 8.812629 0.0057408 13.14133 0.02989878 3182 1.6153063 up 9.518958 8.82715 0.071561 0.020537 0.691808 1.078373
1619878_aVvi.15660 Transcr ibed locus 3.603823 3.614998 3.498317 3.516575 16 1.849528 1.853995 1.806661 1.814171 0.0109827 9.463356 0.03497077 5212 1.0290732 up 1.851762 1.810416 0.003158 0.00531 0.0413456 1.022838
1619879_sVvi.7846 Transcr ibed locus, strongly similar to NP_174525.1 glycine cleavage system H protein, mitoc 5.358966 5.157058 4.922129 4.935006 16 2.421955 2.366548 2.299282 2.303052 0.0786314 3.352317 0.1171007 11147 1.0666481 up 2.394251 2.301167 0.039178 0.002665 0.0930843 1.040451
1619880_aVvi.14513 Transcr ibed locus 5.248822 5.274706 5.130602 5.125677 16 2.391994 2.399091 2.359128 2.357743 0.0093605 10.26325 0.03326262 4671 1.026054 up 2.395542 2.358435 0.005018 9.80E-04 0.0371067 1.015734
1619881_at 3.38347 3.395043 3.290194 3.282863 16 1.758504 1.76343 1.718173 1.714955 0.0043617 15.09206 0.02920871 2477 1.0312564 up 1.760967 1.716564 0.003484 0.002275 0.0444031 1.025867
1619882_aVvi.555 Transcr ibed locus, weakly similar to NP_187030.1 syntaxin, putative (SYP131) [Arabidopsis th 861.1884 793.6932 706.4194 761.7 16 9.750185 9.632438 9.464381 9.573079 0.1640778 2.153916 0.21334983 12766 1.1270728 up 9.691311 9.51873 0.08326 0.076861 0.172581 1.018131
1619883_aVvi.8243 Transcr ibed locus, weakly similar to NP_196307.1 cytochrome P450 family protein [Arabidops 4.656704 4.70837 4.477788 4.520659 16 2.219309 2.235228 2.162786 2.176533 0.0317455 5.478006 0.05951886 8854 1.0407392 up 2.227268 2.16966 0.011256 0.009721 0.0576086 1.026552
1619884_aVvi.14926 Transcr ibed locus 4.1503 4.170529 3.999909 4.009502 16 2.053216 2.060231 1.999967 2.003423 0.0050111 14.07326 0.02943507 2820 1.0388793 up 2.056723 2.001695 0.00496 0.002444 0.0550278 1.027491
1619885_at 9.982656 10.15671 9.180715 8.675064 14 3.319424 3.344361 3.198607 3.116874 0.0552494 4.076021 0.08904482 10300 1.1283011 up 3.331893 3.15774 0.017634 0.057793 0.1741521 1.055151
1619886_aVvi.11560 Transcr ibed locus 7.34141 7.393053 7.233832 6.350921 16 2.876057 2.88617 2.85476 2.666966 0.3292933 1.27881 0.3855107 14180 1.0869237 up 2.881114 2.760863 0.007151 0.132791 0.1202507 1.043555
1619887_aVvi.3742 Transcr ibed locus, strongly similar to NP_177679.1 ATP-dependent protease La (LON) doma   123.3043 163.457 41.03487 43.61571 16 6.946079 7.352767 5.358779 5.446776 0.0138931 8.395334 0.03776868 6106 3.3557737 up 7.149423 5.402777 0.287572 0.062224 1.7466456 1.323287
1619888_sVvi.8097 Submergence induced protein 2-like (SIP) 11317.3 11745.27 9612.155 8743.823 16 13.46624 13.51979 13.23064 13.09405 0.0458573 4.507606 0.07737023 9839 1.2575976 up 13.49302 13.16235 0.037865 0.096587 0.33067 1.025122
1619889_aVvi.9268 Transcr ibed locus, weakly similar to NP_176748.1 expressed protein [Arabidopsis thaliana] 6.5718 7.229309 74.82002 82.90115 16 2.716289 2.853858 6.225352 6.37332 8.25E-04 34.78797 0.0221369 613 11.426116 down 2.785073 6.299336 0.097276 0.104629 -3.5142631 0.442122
1619890_aVvi.8840 Transcr ibed locus 37.1375 40.69092 37.46113 31.86733 16 5.214805 5.346635 5.227323 4.994006 0.332097 1.269143 0.38824552 14200 1.1251017 up 5.28072 5.110664 0.093218 0.16498 0.1700554 1.033275
1619891_aVvi.474 Transcr ibed locus, weakly similar to NP_921476.1 putative class III chitinase RCB4 [Oryza sa 108.4287 108.7604 219.3841 205.3848 16 6.760602 6.765009 7.777315 7.682186 0.0024161 20.30734 0.02632043 1523 1.9546967 down 6.762806 7.72975 0.003116 0.067266 -0.9669445 0.874906
1619892_aVvi.15256 Transcr ibed locus 3.673793 3.688486 3.540627 3.545813 16 1.877271 1.883029 1.824005 1.826116 0.0030845 17.96396 0.02768036 1849 1.0389233 up 1.88015 1.825061 0.004072 0.001493 0.0550891 1.030185
1619893_aVvi.262 Transcr ibed locus 9.018147 9.246363 8.505267 8.430051 16 3.172831 3.208886 3.088357 3.075541 0.0295013 5.692481 0.05664816 8645 1.078413 up 3.190859 3.081949 0.025494 0.009062 0.1089098 1.035338
1619894_at 2455.194 2580.642 3398.107 3551.386 16 11.26162 11.33351 11.73052 11.79417 0.0105028 9.68066 0.03453259 5047 1.3801004 down 11.29757 11.76234 0.050836 0.045008 -0.464774 0.960486
1619895_aVvi.14300 Transcr ibed locus 9.315617 9.237141 8.52355 9.097423 16 3.219652 3.207446 3.091455 3.185458 0.253971 1.584357 0.30873737 13656 1.0534284 up 3.213549 3.138456 0.00863 0.06647 0.0750924 1.023927
1619896_aVvi.6150 Transcr ibed locus 73.70551 62.01693 113.4497 116.0636 16 6.203701 5.95459 6.825909 6.858771 0.0260445 6.074733 0.05242176 8247 1.6972446 down 6.079145 6.84234 0.176148 0.023237 -0.7631946 0.88846
1619897_aVvi.12859 Transcr ibed locus, moderately similar to NP_187291.2 DNA-dependent ATPase, putative [Ara  593.9396 639.5073 584.2562 607.7095 16 9.214172 9.320817 9.190457 9.247238 0.5051741 0.805289 0.5560868 15081 1.0342944 up 9.267494 9.218847 0.075409 0.04015 0.048647 1.005277
1619898_aVvi.1124 Transcr ibed locus, weakly similar to NP_908948.1 putative rust resistance kinase Lr10 [Oryza 6.154276 6.350563 5.832813 5.8224 16 2.621589 2.666884 2.544192 2.541614 0.0466343 4.467147 0.07834669 9881 1.0727649 up 2.644237 2.542903 0.032029 0.001823 0.1013338 1.03985
1619899_aVvi.10957 Transcr ibed locus, moderately similar to NP_176208.1 29 kDa ribonucleoprotein, chloroplast, 306.7399 306.4523 9.171422 10.46965 16 8.260872 8.259519 3.197146 3.388141 3.69E-04 52.01625 0.01871624 322 31.288307 up 8.260195 3.292643 9.57E-04 0.135054 4.967552 2.508682
1619900_at 70.91031 74.4527 168.0701 167.2737 16 6.147924 6.218252 7.392919 7.386066 8.57E-04 34.1459 0.0221369 640 2.307619 down 6.183088 7.389493 0.04973 0.004846 -1.206405 0.83674
1619901_aVvi.7595 Transcr ibed locus, moderately similar to NP_191853.1 OTU-like cysteine protease family pro 637.0475 604.4947 687.4818 647.7612 16 9.315257 9.239586 9.425178 9.339318 0.2084355 1.831889 0.26075405 13269 1.0753647 down 9.277422 9.382248 0.053508 0.060712 -0.104826 0.988827
1619902_aVvi.14638 Transcr ibed locus 4.737382 4.761712 4.573811 4.587278 16 2.24409 2.25148 2.193397 2.197639 0.006579 12.26789 0.03057452 3570 1.0368934 up 2.247785 2.195518 0.005226 0.002999 0.0522675 1.023806
1619903_aVvi.6857 Transcr ibed locus, weakly similar to XP_478692.1 chlorophyll a/b-binding protein [Oryza sativ 3887.285 3808.669 3.1433 3.156482 16 11.92455 11.89507 1.65228 1.658318 2.15E-06 681.6094 0.00571505 5 1221.5615 up 11.90981 1.655299 0.020843 0.004269 10.2545103 7.194961
1619904_aVvi.7834 Transcr ibed locus, strongly similar to NP_199045.1 ubiquitin family protein [Arabidopsis thali 6685.389 6254.036 6426.878 6344.029 16 12.7068 12.61057 12.6499 12.63118 0.746813 0.37012 0.7783001 15929 1.0126536 up 12.65868 12.64054 0.06804 0.013235 0.018141 1.001435
1619905_aVvi.8680 Transcr ibed locus, weakly similar to NP_563716.3 ankyrin repeat family protein [Arabidopsis t 352.3408 359.5371 472.7456 466.5018 16 8.460828 8.489997 8.88492 8.865739 0.0018997 22.91087 0.02532748 1242 1.3194325 down 8.475412 8.87533 0.020626 0.013563 -0.399918 0.95494
1619906_at 210.4559 207.6497 153.8366 153.8849 16 7.717374 7.698008 7.265255 7.265708 4.79E-04 45.6567 0.01913135 415 1.3586842 up 7.707691 7.265481 0.013694 3.20E-04 0.44221 1.060865
1619907_aVvi.1958 Transcr ibed locus, moderately similar to XP_470419.1 putative proteasome regulatory non-AT      4078.792 4076.005 4029.316 3934.712 16 11.99393 11.99294 11.97632 11.94204 0.1838015 1.997812 0.23428982 13023 1.0240265 up 11.99343 11.95918 6.97E-04 0.024237 0.034253 1.002864
1619908_aVvi.8425 Transcr ibed locus, moderately similar to NP_190962.2 mitochondrial substrate carrier family 823.8001 774.544 1103.343 1000.057 16 9.686151 9.597203 10.10767 9.965867 0.0420627 4.720676 0.07260582 9615 1.315024 down 9.641677 10.03677 0.062895 0.100266 -0.395089 0.960636
1619909_aVvi.10347 Transcr ibed locus, moderately similar to NP_188365.1 S-adenosylmethionine synthetase, puta 277.1016 241.823 36.59517 40.51404 16 8.114271 7.917808 5.193581 5.34035 0.0019835 22.42012 0.02546124 1291 6.7228503 up 8.016039 5.266966 0.138921 0.103781 2.749073 1.521946
1619910_aVvi.11087 Transcr ibed locus 7.406485 7.741697 7.555039 8.228754 16 2.888789 2.95265 2.917439 3.040674 0.4890515 0.840601 0.54070544 15015 1.041265 down 2.920719 2.979056 0.045157 0.08714 -0.0583373 0.980418
1619911_aVvi.12293 Transcr ibed locus 7.10114 6.999859 6.507802 6.46765 16 2.828051 2.807326 2.70217 2.693242 0.008728 10.63374 0.03235135 4478 1.0867215 up 2.817688 2.697706 0.014655 0.006314 0.1199822 1.044476
1619912_aVvi.569 Transcr ibed locus, strongly similar to NP_180972.1 protein transport protein sec61, putative [ 637.6828 631.807 855.5805 863.1906 16 9.316695 9.30334 9.74076 9.753535 4.47E-04 47.30402 0.01871624 394 1.3539083 down 9.310018 9.747148 0.009444 0.009034 -0.43713 0.955153
1619913_aVvi.7356 Transcr ibed locus, moderately similar to NP_193034.1 auxin-responsive protein, putative [Ara 2394.359 2260.835 4322.379 4413.172 16 11.22542 11.14264 12.07761 12.1076 0.0023396 20.638 0.02616672 1478 1.877188 down 11.18403 12.09261 0.058537 0.021206 -0.908574 0.924865
1619914_at 10.00466 10.12975 9.018615 8.571872 9 3.3226 3.340527 3.172906 3.09961 0.0353496 5.176667 0.06419214 9141 1.1449665 up 3.331564 3.136258 0.012676 0.051828 0.1953054 1.062273
1619915_aVvi.6370 Transcr ibed locus, moderately similar to NP_197362.1 protein kinase family protein [Arabidop 700.2147 729.3587 848.2226 738.6014 16 9.451654 9.510485 9.728299 9.528652 0.2923337 1.416454 0.34800118 13945 1.1075759 down 9.48107 9.628475 0.0416 0.141172 -0.147405 0.984691
1619916_s_at 40.5286 43.41655 11.07564 11.64736 16 5.340869 5.440173 3.469319 3.541931 0.0010632 30.64362 0.02259248 774 3.693263 up 5.390521 3.505625 0.070219 0.051345 1.884896 1.537678
1619917_sVvi.574 GO:000436Glutathione S-transferase (GST4) 3.882261 3.902338 3.789855 3.836317 16 1.956897 1.964339 1.922142 1.939722 0.0896914 3.110116 0.12988976 11463 1.0207896 up 1.960618 1.930932 0.005262 0.012431 0.0296856 1.015374
1619918_aVvi.10707 Transcr ibed locus, weakly similar to NP_196097.1 amino acid permease family protein [Arabid 3.706425 3.724915 3.584097 3.595704 16 1.890029 1.897208 1.84161 1.846274 0.0073442 11.6045 0.03111993 3917 1.0350325 up 1.893618 1.843942 0.005076 0.003299 0.0496761 1.02694
1619919_aVvi.1355 Transcr ibed locus, weakly similar to XP_479640.1 putative PWWP domain protein [Oryza sativ 168.4971 124.4917 179.4199 162.1659 16 7.39658 6.959906 7.487196 7.341326 0.4130381 1.02529 0.46855193 14634 1.1777376 down 7.178243 7.414261 0.308775 0.103145 -0.2360183 0.968167
1619920_aVvi.15134 Transcr ibed locus 4.198386 4.229866 4.055209 4.06223 16 2.069835 2.080612 2.019776 2.022272 0.0102544 9.799054 0.03421287 4975 1.0382826 up 2.075223 2.021024 0.00762 0.001765 0.0541992 1.026818
1619921_aVvi.7656 Transcr ibed locus, moderately similar to NP_176452.1 3-oxoacyl-[acyl-carrier-protein] syntha 594.9833 619.9154 714.253 707.2549 16 9.216705 9.275928 9.480291 9.466086 0.0175426 7.450411 0.04210521 6916 1.1702944 down 9.246317 9.473188 0.041876 0.010044 -0.226871 0.976051
1619922_aVvi.12165 Transcr ibed locus, weakly similar to NP_915021.1 putative male sterility 1 protein [Oryza sativ   5.738615 5.693062 6.245071 7.34679 16 2.520703 2.509205 2.642718 2.877114 0.1720814 2.087648 0.22180705 12879 1.1850619 down 2.514954 2.759916 0.00813 0.165743 -0.2449624 0.911243
1619923_at 2.879805 2.88929 2.792837 2.803559 15 1.525971 1.530715 1.481731 1.48726 0.0068302 12.03787 0.03073394 3688 1.0308595 up 1.528343 1.484495 0.003355 0.003909 0.0438477 1.029537
1619924_aVvi.6663 Transcr ibed locus 21.43677 19.16502 20.07803 14.27359 16 4.422016 4.260404 4.327546 3.835276 0.4215539 1.002851 0.47690892 14674 1.197311 up 4.341209 4.081411 0.114277 0.348087 0.259798 1.063654
1619925_aVvi.15557 Transcr ibed locus 61.2466 105.686 5.885088 6.827276 16 5.936558 6.72364 2.557064 2.77131 0.0121531 8.988153 0.03602742 5599 12.692569 up 6.330099 2.664187 0.556552 0.151495 3.665912 2.375997
1619926_at 3467.884 3288.418 4862.306 4981.218 16 11.75984 11.68318 12.24743 12.28228 0.0059523 12.90364 0.03010136 3281 1.457347 down 11.72151 12.26485 0.054209 0.024648 -0.543344 0.955699
1619927_sVvi.1270 Transcr ibed locus 1523.836 1261.089 1416.447 1372.722 16 10.57349 10.30045 10.46806 10.42282 0.9567651 0.061202 0.9632634 16489 1.0058873 down 10.43697 10.44544 0.193067 0.031987 -0.008468 0.999189
1619928_aVvi.15092 Transcr ibed locus 8.55284 8.022791 7.020355 7.876339 16 3.096404 3.004104 2.811544 2.977525 0.2427146 1.639855 0.29679224 13576 1.1139768 up 3.050254 2.894535 0.065266 0.117367 0.1557193 1.053798
1619929_aVvi.6007 Transcr ibed locus 7.398819 7.454611 7.017652 8.991849 16 2.887295 2.898133 2.810988 3.168618 0.6417217 0.54271 0.6823713 15612 1.0696131 down 2.892714 2.989803 0.007664 0.252882 -0.097089 0.967527
1619930_aVvi.1552 Transcr ibed locus 5.288534 5.258641 5.116283 5.344921 16 2.402868 2.39469 2.355096 2.418169 0.7392511 0.381968 0.77101684 15917 1.008455 up 2.398779 2.386632 0.005783 0.044599 0.0121468 1.00509
1619931_sVvi.2487 Transcr ibed locus, strongly similar to NP_200412.1 heat shock protein, putative [Arabidopsis 4948.18 5530.515 6888.965 6789.595 16 12.27268 12.4332 12.75007 12.72911 0.041136 4.777041 0.07157196 9541 1.307355 down 12.35294 12.73959 0.113502 0.014822 -0.386651 0.96965
1619932_at 45.81439 60.6578 29.15618 36.42948 16 5.517729 5.922622 4.86573 5.187035 0.1152616 2.684491 0.15955752 11992 1.6175303 up 5.720175 5.026382 0.286303 0.227197 0.6937929 1.13803
1619933_s_at 5366.298 5469.71 4314.96 5085.614 16 12.38971 12.41725 12.07513 12.31221 0.2207922 1.758179 0.27367038 13392 1.1565377 up 12.40348 12.19367 0.019472 0.167637 0.209813 1.017207
1619934_aVvi.2700 Transcr ibed locus 4.912225 4.94599 4.77864 4.985887 16 2.296377 2.306259 2.2566 2.31785 0.6941559 0.454298 0.7299453 15787 1.0098162 up 2.301318 2.287225 0.006988 0.04331 0.0140928 1.006162
1619935_aVvi.341 Transcr ibed locus, weakly similar to NP_174276.1 hypothetical protein [Arabidopsis thaliana] 5.797165 5.833737 5.624204 5.612645 16 2.535348 2.544421 2.491649 2.488681 0.0090904 10.41673 0.03284026 4593 1.0350634 up 2.539884 2.490165 0.006415 0.002099 0.049719 1.019966
1619936_aVvi.9629 Transcr ibed locus, moderately similar to NP_191274.1 dyskerin, putative / nucleolar protein N 771.0493 867.5742 2054.112 2059.95 16 9.590679 9.760843 11.0043 11.00839 0.0040662 15.63432 0.02864669 2349 2.5150456 down 9.675761 11.00635 0.120324 0.002895 -1.330585 0.879107
1619937_sVvi.5639 Transcr ibed locus, moderately similar to NP_196314.2 expressed protein [Arabidopsis thalian 95.24618 132.7586 139.2072 151.8647 16 6.573589 7.052662 7.12109 7.246643 0.2730371 1.497183 0.32857078 13795 1.2930167 down 6.813126 7.183867 0.338756 0.088779 -0.3707409 0.948393
1619938_aVvi.11711 Transcr ibed locus, moderately similar to XP_477093.1 cellulose synthase-4 [Oryza sativa (jap 5014.467 4505.085 5479.786 5817.35 16 12.29188 12.13734 12.4199 12.50615 0.1069211 2.807299 0.15005109 11829 1.1879014 down 12.21461 12.46302 0.109278 0.060983 -0.248415 0.980068
1619939_aVvi.5449 Transcr ibed locus, weakly similar to XP_474118.1 OSJNBa0010D21.9 [Oryza sativa (japonica 157.1325 147.5452 171.0752 186.0954 16 7.295838 7.205013 7.418487 7.539898 0.0945109 3.017547 0.13540475 11587 1.1718333 down 7.250425 7.479193 0.064223 0.085851 -0.2287674 0.969413
1619940_aVvi.12243 Transcr ibed locus, weakly similar to NP_195499.1 hypothetical protein [Arabidopsis thaliana] 135.8397 137.9214 117.7086 110.2276 16 7.085762 7.107702 6.879076 6.784342 0.0320477 5.450837 0.05992972 8877 1.2016554 up 7.096732 6.831709 0.015514 0.066987 0.265023 1.038793
1619941_aVvi.8630 Transcr ibed locus, moderately similar to NP_566580.1 CBL-interacting protein kinase 1 (CIP 16.30822 26.27671 31.5486 27.41982 16 4.027528 4.715713 4.979504 4.777147 0.2932529 1.412776 0.34885246 13955 1.4208018 down 4.37162 4.878326 0.48662 0.143088 -0.5067055 0.896131
1619942_at 8.228751 8.197646 7.792917 7.783511 16 3.040674 3.03521 2.962163 2.960421 0.0013966 26.73042 0.02397054 964 1.0545659 up 3.037942 2.961292 0.003864 0.001232 0.0766492 1.025884
1619943_aVvi.3724 Transcr ibed locus, strongly similar to XP_470801.1 ribosomal protein s6 RPS6-2 [Oryza sati 6532.774 6599.962 8346.892 8390.744 16 12.67348 12.68824 13.02702 13.03458 5.61E-04 42.19849 0.02020871 459 1.2745095 down 12.68086 13.0308 0.010438 0.005346 -0.3499425 0.973145
1619944_aVvi.8426 Transcr ibed locus, moderately similar to NP_174853.1 60S ribosomal protein L30 (RPL30A) 342.0929 348.532 530.9675 551.3096 16 8.418244 8.445148 9.05248 9.106719 0.002176 21.40243 0.02580234 1397 1.5668895 down 8.431696 9.079599 0.019023 0.038353 -0.647903 0.928642
1619945_aVvi.1319 Transcr ibed locus, weakly similar to NP_189308.1 light responsive protein-related [Arabidops 78.47472 45.4385 12.37965 17.07363 16 6.294157 5.505843 3.629899 4.093698 0.0468343 4.456891 0.07859523 9892 4.1073313 up 5.9 3.861798 0.557422 0.327955 2.0382013 1.527786
1619946_aVvi.5548 Transcr ibed locus, weakly similar to NP_177395.1 expressed protein [Arabidopsis thaliana] 621.0951 612.6263 297.0994 330.5609 16 9.27867 9.258863 8.214802 8.368773 0.006253 12.58674 0.03027281 3427 1.9683398 up 9.268766 8.291787 0.014006 0.108874 0.976979 1.117825
1619947_aVvi.2148 Transcr ibed locus, moderately similar to NP_198101.2 integral membrane Yip1 family protein 387.4668 417.2006 550.2585 618.2821 16 8.597929 8.704597 9.103966 9.272121 0.0327267 5.391138 0.06083068 8929 1.4507313 down 8.651263 9.188044 0.075426 0.118904 -0.536781 0.941578
1619948_aVvi.14837 Transcr ibed locus 4.136146 4.201511 3.999261 4.010867 16 2.048287 2.070908 1.999734 2.003914 0.0374252 5.022897 0.06670214 9314 1.0408584 up 2.059598 2.001824 0.015996 0.002956 0.0577737 1.028861
1619949_aVvi.14461 Transcr ibed locus 11.42925 11.58619 11.04383 8.970247 16 3.514659 3.534334 3.465169 3.165148 0.2983849 1.392499 0.35401887 13992 1.1561575 up 3.524496 3.315158 0.013912 0.212147 0.2093379 1.063146
1619950_aVvi.13744 Transcr ibed locus, weakly similar to NP_563960.1 invertase/pectin methylesterase inhibitor fa 4.199992 4.22197 4.081609 4.103598 16 2.070387 2.077916 2.029138 2.036889 0.0168169 7.613692 0.04117028 6778 1.028925 up 2.074152 2.033014 0.005324 0.005481 0.0411377 1.020235
1619951_aVvi.3966 Transcr ibed locus 5.715981 5.761154 5.349656 5.431392 16 2.515001 2.526358 2.419446 2.441322 0.0181239 7.326692 0.04282559 7025 1.0645881 up 2.52068 2.430384 0.00803 0.015469 0.0902953 1.037153
1619952_aVvi.15342 Transcr ibed locus 4.226266 4.242478 4.101256 4.100639 16 2.079384 2.084907 2.036066 2.035849 0.0035619 16.71079 0.02809704 2100 1.0325332 up 2.082146 2.035957 0.003906 1.53E-04 0.0461882 1.022686
1619953_at 4.576961 4.579637 4.409546 4.406164 16 2.19439 2.195233 2.14063 2.139523 1.62E-04 78.66482 0.0168302 157 1.038668 up 2.194811 2.140077 5.96E-04 7.83E-04 0.0547347 1.025576
1619954_aVvi.1437 Transcr ibed locus, weakly similar to XP_476314.1 contains ESTs AU097236(S3106),D40915 601.1204 554.5854 773.9692 725.3162 16 9.23151 9.115266 9.596132 9.502466 0.0372394 5.036148 0.06647113 9300 1.2976594 down 9.173388 9.549299 0.082197 0.066232 -0.375911 0.960635
1619955_aVvi.1250 Transcr ibed locus, moderately similar to NP_564606.1 Ran-binding protein 1 domain-contain 902.0635 864.0726 1127.432 1195.851 16 9.817085 9.755009 10.13882 10.22382 0.0172678 7.511029 0.04171432 6871 1.3151944 down 9.786047 10.18132 0.043895 0.060102 -0.395276 0.961176
1619956_aVvi.5790 Transcr ibed locus, moderately similar to NP_188015.1 hydroxyproline-rich glycoprotein family 61.25087 57.69004 87.48143 80.76058 16 5.936658 5.850251 6.450905 6.335579 0.0201575 6.936454 0.04519432 7401 1.4140052 down 5.893455 6.393242 0.061099 0.081547 -0.4997874 0.921826
1619957_aVvi.5476 Transcr ibed locus, weakly similar to XP_472857.1 OSJNBa0022H21.7 [Oryza sativa (japonica 223.557 234.0182 429.0241 408.8342 16 7.804498 7.870476 8.744915 8.675372 0.0030031 18.20672 0.02766159 1800 1.8310318 down 7.837487 8.710144 0.046654 0.049174 -0.872657 0.899811
1619958_at 4.919217 4.984661 4.714828 4.76407 16 2.298429 2.317495 2.237205 2.252195 0.0348358 5.216793 0.06350552 9106 1.0448254 up 2.307962 2.2447 0.013482 0.010599 0.063262 1.028183
1619959_x_at 3.719738 3.735312 3.605787 3.627837 16 1.895201 1.901229 1.850314 1.85911 0.0146888 8.159827 0.03873308 6295 1.0306133 up 1.898215 1.854712 0.004262 0.006219 0.043503 1.023455
1619960_aVvi.9599 Transcr ibed locus, weakly similar to NP_200559.1 hypothetical protein [Arabidopsis thaliana] 369.9609 543.4542 57.86879 88.39318 16 8.531229 9.086015 5.854713 6.465863 0.0234342 6.41706 0.04916022 7913 6.269431 up 8.808622 6.160288 0.392293 0.432149 2.648334 1.429904
1619961_aVvi.7904 Transcr ibed locus, moderately similar to NP_175980.1 SEC14 cytosolic factor (SEC14) / pho 309.68 291.2673 386.9488 367.9267 16 8.274634 8.1862 8.595999 8.523274 0.0289322 5.750733 0.05589155 8593 1.2563338 down 8.230417 8.559637 0.062532 0.051424 -0.32922 0.961538
1619962_aVvi.15247 Transcr ibed locus 4.179112 4.29139 3.991584 3.94865 16 2.063196 2.101445 1.996961 1.98136 0.0458029 4.510479 0.07729406 9837 1.0667042 up 2.082321 1.989161 0.027046 0.011032 0.0931602 1.046834
1619963_aVvi.8019 Transcr ibed locus, moderately similar to NP_567281.2 vacuolar protein sorting-associated pr 578.9021 520.8083 388.3253 394.9203 16 9.177176 9.024609 8.601122 8.625418 0.0241873 6.312699 0.05020981 7996 1.402132 up 9.100892 8.61327 0.107881 0.01718 0.487622 1.056613
1619964_aVvi.5453 Transcr ibed locus, strongly similar to NP_192395.1 Der1-like family protein / degradation in t 1524.721 1641.31 1582.802 1683.147 16 10.57433 10.68063 10.62827 10.71695 0.5813575 0.651929 0.625799 15422 1.0317726 down 10.62748 10.67261 0.075167 0.062706 -0.045125 0.995772
1619965_aVvi.2069 Transcr ibed locus, weakly similar to NP_173506.1 zinc finger (C3HC4-type RING finger) fam 19.76005 17.14351 169.8326 146.881 16 4.304515 4.099591 7.40797 7.198504 0.0022247 21.16597 0.02589414 1423 8.581226 down 4.202053 7.303237 0.144903 0.148114 -3.101184 0.575369
1619966_aVvi.8004 Transcr ibed locus, weakly similar to NP_566559.1 pumilio/Puf RNA-binding domain-containin 419.0478 451.7461 748.9102 816.8343 16 8.710971 8.819368 9.548649 9.6739 0.0094461 10.21597 0.03330535 4706 1.7976418 down 8.765169 9.611275 0.076649 0.088566 -0.846106 0.911967
1619967_sVvi.7889 Transcr ibed locus, moderately similar to XP_425249.1 PREDICTED: similar to Rps15a prote   11250.47 11178.46 11155.54 12480.4 16 13.4577 13.44843 13.44547 13.60738 0.4611048 0.904722 0.51394844 14894 1.0521632 down 13.45307 13.52642 0.006551 0.114483 -0.073358 0.994577
1619968_aVvi.14253 Transcr ibed locus 14.87377 19.04017 13.52255 13.05538 16 3.894698 4.250975 3.757296 3.706572 0.1986357 1.894592 0.25011373 13184 1.2665488 up 4.072836 3.731934 0.251926 0.035867 0.3409026 1.091347
1619969_aVvi.1232 Transcr ibed locus, strongly similar to NP_912523.1 Putative beta tubulin [Oryza sativa (japon 2513.518 2429.608 6425.247 6768.967 16 11.29549 11.24651 12.64954 12.72472 0.0010023 31.56298 0.02259248 735 2.6686833 down 11.271 12.68713 0.034637 0.053163 -1.416128 0.888381
1619970_at 6.06116 6.125843 5.668592 5.667823 16 2.599594 2.614908 2.502991 2.502795 0.0053415 13.62774 0.02951134 3003 1.0750164 up 2.607251 2.502893 0.010829 1.38E-04 0.1043587 1.041695
1619971_aVvi.5412 Transcr ibed locus, moderately similar to NP_850267.1 expressed protein [Arabidopsis thalian 180.1556 175.6807 105.851 119.8288 16 7.493099 7.456811 6.725891 6.904832 0.0186227 7.225134 0.04342384 7118 1.5796381 up 7.474956 6.815362 0.025659 0.12653 0.6595941 1.096781
1619972_aVvi.11894 Transcr ibed locus, weakly similar to NP_850275.1 pathogen-responsive DNA-binding protein  819.6458 890.0837 1151.304 1193.823 16 9.678857 9.797797 10.16905 10.22137 0.0196277 7.032313 0.04461373 7303 1.3725762 down 9.738327 10.19521 0.084104 0.036995 -0.456886 0.955186
1619973_aVvi.15352 Transcr ibed locus 6.501607 6.567729 6.153556 6.228432 16 2.700796 2.715395 2.62142 2.638869 0.0206373 6.852818 0.04563185 7507 1.0555178 up 2.708096 2.630145 0.010322 0.012338 0.077951 1.029638
1619974_aVvi.11596 Transcr ibed locus, weakly similar to NP_920679.1 putative chromo domain protein / putative n 207.4504 229.1751 391.2526 387.4556 16 7.696622 7.840307 8.611957 8.597887 0.0073654 11.58756 0.03113452 3924 1.7856592 down 7.768465 8.604921 0.1016 0.009949 -0.8364564 0.902793
1619975_aVvi.7496 Transcr ibed locus, weakly similar to NP_177363.1 leucine-rich repeat transmembrane protein 15.58298 15.98667 83.56924 86.63467 16 3.961899 3.998797 6.3849 6.436873 1.72E-04 76.26588 0.0168302 168 5.390944 down 3.980348 6.410886 0.026091 0.03675 -2.430538 0.620873
1619976_at 268.3539 249.0979 171.7569 171.4072 16 8.067993 7.960569 7.424224 7.421284 0.0081504 11.00885 0.03164294 4270 1.5068413 up 8.014281 7.422754 0.07596 0.002079 0.591527 1.079691
1619977_aVvi.824 Transcr ibed locus, moderately similar to NP_179840.2 short vegetative phase protein (SVP) [ 362.463 295.921 202.7605 195.9602 16 8.50169 8.209068 7.663633 7.614417 0.040319 4.828298 0.07043847 9502 1.6430249 up 8.355379 7.639025 0.206915 0.034801 0.7163543 1.093776
1619978_at 173.4843 204.1462 7.221706 6.785246 16 7.438662 7.67346 2.85234 2.762401 7.00E-04 37.77286 0.02180507 530 26.884274 up 7.556061 2.80737 0.166027 0.063596 4.7486906 2.691508
1619979_aVvi.13703 Transcr ibed locus, moderately similar to NP_565150.1 vacuolar protein sorting protein 45, pu 918.0265 889.6679 1103.297 1010.742 16 9.842392 9.797123 10.10761 9.981199 0.0788846 3.346232 0.11741463 11153 1.1684895 down 9.819757 10.0444 0.03201 0.089382 -0.224645 0.977635
1619980_aVvi.254 Transcr ibed locus, weakly similar to NP_567993.1 expressed protein [Arabidopsis thaliana] 96.76159 66.43533 122.122 110.7376 16 6.596362 6.053879 6.932179 6.791001 0.195716 1.914074 0.24705578 13151 1.4504192 down 6.32512 6.86159 0.383594 0.099828 -0.53647 0.921816
1619981_aVvi.11320 Transcr ibed locus, moderately similar to NP_200990.2 expressed protein [Arabidopsis thalian 8351.804 8705.16 4553.179 4199.351 16 13.02787 13.08766 12.15266 12.03595 0.004599 14.6949 0.02926091 2598 1.9499782 up 13.05776 12.09431 0.042274 0.082524 0.963458 1.079662
1619982_aVvi.9030 Transcr ibed locus, strongly similar to XP_472821.1 OSJNBa0089K21.1 [Oryza sativa (japoni  752.5383 779.7175 650.3278 590.1184 16 9.555621 9.606808 9.345023 9.204861 0.0545327 4.105074 0.08821516 10262 1.2365088 up 9.581215 9.274942 0.036194 0.09911 0.306273 1.033022
1619983_aVvi.7706 Transcr ibed locus, moderately similar to NP_190882.1 O-diphenol-O-methyl transferase, puta 11887.69 12097.88 10831.49 11808.96 16 13.53718 13.56247 13.40295 13.52759 0.3150238 1.329603 0.37076592 14105 1.0603604 up 13.54982 13.46527 0.01788 0.08814 0.084555 1.006279
1619984_aVvi.769 Transcr ibed locus, moderately similar to NP_177862.1 amino acid carrier, putative / amino ac 860.8748 935.7454 1306.814 1115.306 16 9.74966 9.869972 10.35184 10.12322 0.0803631 3.311262 0.11902409 11208 1.3451017 down 9.809816 10.23753 0.085074 0.161654 -0.427716 0.958221
1619985_aVvi.14980 Transcr ibed locus 391.7443 426.6242 196.8863 206.1574 16 8.613769 8.736822 7.621219 7.687602 0.0046566 14.60314 0.02929417 2636 2.0291626 up 8.675295 7.65441 0.087012 0.04694 1.0208846 1.133372
1619986_sVvi.8580 Transcr ibed locus, weakly similar to NP_566550.1 UDP-glucoronosyl/UDP-glucosyl transfer 4.195888 4.23103 4.080809 4.08458 16 2.068976 2.081009 2.028855 2.030188 0.0172637 7.511949 0.04171432 6869 1.0320202 up 2.074993 2.029522 0.008508 9.42E-04 0.0454712 1.022405
1619987_at 188.8606 147.8012 23.26097 20.3413 16 7.561178 7.207514 4.539839 4.34634 0.0046637 14.59182 0.02929417 2641 7.6807995 up 7.384346 4.44309 0.250078 0.136825 2.9412565 1.661985
1619988_s_at 11679.67 11827.97 8263.963 10927.48 16 13.51171 13.52992 13.01262 13.41567 0.2678382 1.520168 0.3231342 13760 1.2368473 up 13.52081 13.21415 0.012871 0.285002 0.306667 1.023207
1619989_sVvi.1260 Transcr ibed locus, strongly similar to NP_850541.1 ADP, ATP carrier protein 1, mitochondri 10251.73 10489.34 12522.61 12676.19 16 13.32358 13.35664 13.61225 13.62983 0.0044116 15.00589 0.02920871 2505 1.2149799 down 13.34011 13.62104 0.023374 0.012435 -0.280932 0.979375
1619990_aVvi.5243 Transcr ibed locus, weakly similar to NP_187286.1 dehydroquinate dehydratase, putative / shik 341.6177 339.4685 442.1111 493.7962 16 8.416239 8.407134 8.788265 8.947772 0.0293039 5.712492 0.05642125 8621 1.37205 down 8.411686 8.868019 0.006438 0.112788 -0.456333 0.948542
1619991_aVvi.10362 Transcr ibed locus, moderately similar to NP_198935.1 expressed protein [Arabidopsis thalian 207.0685 237.0943 371.4376 392.9688 16 7.693964 7.889317 8.536976 8.618271 0.0176403 7.429193 0.04221037 6937 1.7242669 down 7.79164 8.577623 0.138135 0.057484 -0.7859827 0.908368
1619992_aVvi.8539 Transcr ibed locus 874.9218 822.236 921.676 785.8124 16 9.77301 9.683409 9.848116 9.618041 0.972123 0.03944 0.9762392 16531 1.0033803 down 9.72821 9.733078 0.063358 0.162688 -0.0048685 0.9995
1619993_aVvi.14557 Transcr ibed locus 427.656 483.833 91.18213 51.04989 16 8.740307 8.918366 6.510679 5.673836 0.0235676 6.398206 0.04933421 7929 6.667189 up 8.829336 6.092258 0.125906 0.591738 2.7370785 1.449272
1619994_x_at 1764.119 1822.392 1387.437 1642.644 16 10.78473 10.83162 10.43821 10.6818 0.1833923 2.000817 0.23386422 13018 1.1876987 up 10.80817 10.56001 0.033153 0.172249 0.248169 1.023501
1619995_aVvi.920 Transcr ibed locus, moderately similar to NP_565440.1 RUB1-conjugating enzyme, putative [A 412.8189 404.0367 454.8165 396.8889 16 8.689365 8.658342 8.829141 8.632591 0.6244605 0.573036 0.66593605 15567 1.0403086 down 8.673854 8.730866 0.021937 0.138981 -0.0570115 0.99347
1619996_aVvi.14977 Transcr ibed locus 3.760375 3.761212 3.634153 3.641568 16 1.910877 1.911198 1.861619 1.86456 9.50E-04 32.416 0.02248719 700 1.0337932 up 1.911037 1.86309 2.27E-04 0.002079 0.0479476 1.025736
1619997_aVvi.6628 Transcr ibed locus, moderately similar to NP_187906.2 expressed protein [Arabidopsis thalian 28.69043 27.86205 93.31986 94.73549 16 4.842498 4.80023 6.544112 6.565833 1.88E-04 72.9589 0.0168302 183 3.3255875 down 4.821363 6.554973 0.029888 0.015359 -1.7336092 0.735528
1619998_aVvi.8981 Transcr ibed locus, weakly similar to XP_450744.1 unknown protein [Oryza sativa (japonica cu 1335.159 1141.43 1033.006 1099.607 16 10.3828 10.15663 10.01263 10.10277 0.2237113 1.741557 0.2767872 13417 1.1582996 up 10.26971 10.0577 0.159926 0.063739 0.2120085 1.021079
1619999_aVvi.8482 Transcr ibed locus 26.49546 23.63746 29.70201 26.38653 16 4.727673 4.563003 4.892489 4.72173 0.3058203 1.363873 0.36131713 14051 1.1186594 down 4.645338 4.807109 0.116439 0.120745 -0.161771 0.966348
1620000_at 3.045541 3.058424 2.957614 2.972735 16 1.606699 1.612788 1.564434 1.571791 0.012903 8.718058 0.03683402 5814 1.0292768 up 1.609744 1.568112 0.004306 0.005202 0.0416311 1.026549
1620001_aVvi.9206 Transcr ibed locus 13.58675 14.48884 12.95845 12.88352 16 3.764128 3.85687 3.695821 3.687455 0.125253 2.55289 0.17072664 12179 1.0858774 up 3.810499 3.691638 0.065579 0.005916 0.1188612 1.032197
1620002_aVvi.6555 Transcr ibed locus, moderately similar to NP_567245.1 basic helix-loop-helix (bHLH) family p  50.38119 55.02589 74.31617 70.4828 16 5.654813 5.782039 6.215604 6.139199 0.0251551 6.185451 0.05139962 8123 1.3745656 down 5.718426 6.177402 0.089962 0.054027 -0.4589757 0.925701
1620003_aVvi.988 Transcr ibed locus, moderately similar to NP_194311.1 xyloglucan:xyloglucosyl transferase, p 301.3122 499.176 171.8684 299.0331 16 8.235115 8.963405 7.42516 8.224161 0.2882519 1.432964 0.34383944 13917 1.7107152 up 8.59926 7.824661 0.514979 0.564979 0.774599 1.098995
1620004_x_at 6.708985 6.759681 6.524974 6.594077 16 2.746095 2.756955 2.705972 2.721171 0.0555625 4.063499 0.08945397 10311 1.0266564 up 2.751525 2.713572 0.00768 0.010747 0.0379535 1.013987
1620005_at 7.877282 7.972137 7.34645 7.357352 16 2.977698 2.994967 2.877047 2.879187 0.0064017 12.43824 0.03040815 3492 1.077894 up 2.986332 2.878117 0.012211 0.001513 0.1082154 1.037599
1620006_aVvi.6517 Transcr ibed locus, moderately similar to NP_195900.2 protein kinase family protein [Arabidop 198.9108 186.4506 203.0639 169.4075 16 7.635978 7.542649 7.66579 7.404354 0.7336474 0.390797 0.7661832 15896 1.0383128 up 7.589314 7.535072 0.065994 0.184863 0.0542412 1.007198
1620007_aVvi.10964 Transcr ibed locus, moderately similar to XP_483674.1 putative 21D7 [Oryza sativa (japonica c 483.313 503.6452 546.1419 511.0968 16 8.916814 8.976264 9.093132 8.997453 0.2216332 1.753361 0.27459362 13399 1.0708475 down 8.946539 9.045292 0.042038 0.067655 -0.098753 0.989082
1620008_aVvi.9459 Transcr ibed locus, weakly similar to NP_186795.1 PHD finger family protein / methyl-CpG bin 12.41129 15.79263 41.68923 29.01436 16 3.633581 3.981179 5.381603 4.858695 0.0527117 4.181465 0.08594775 10181 2.4841783 down 3.80738 5.120149 0.245789 0.369752 -1.3127687 0.743607
1620009_aVvi.5165 Transcr ibed locus, strongly similar to NP_190750.1 chlorophyll synthetase, putative [Arabidop 80.04189 75.56264 105.3622 87.11798 16 6.322683 6.239602 6.719214 6.444899 0.1705824 2.099736 0.22013283 12864 1.2319244 down 6.281142 6.582056 0.058748 0.19397 -0.300914 0.954283
1620010_at 1007.5 1016.404 900.2294 972.1914 16 9.976564 9.989258 9.814149 9.925097 0.1796188 2.028961 0.22984673 12973 1.0816907 up 9.982911 9.869623 0.008976 0.078452 0.113288 1.011478
1620011_aVvi.2365 Transcr ibed locus, moderately similar to NP_914407.1 putative plastidic cysteine synthase 1 [ 596.3209 606.567 610.0629 577.8614 16 9.219945 9.244523 9.252814 9.17458 0.6954996 0.452098 0.7312656 15789 1.0129315 up 9.232234 9.213697 0.017379 0.05532 0.018537 1.002012
1620012_aVvi.14989 Transcr ibed locus 4.213685 4.234768 4.078246 4.095827 16 2.075082 2.082283 2.027949 2.034155 0.0098118 10.021 0.0337194 4829 1.0335664 up 2.078683 2.031052 0.005092 0.004388 0.0476311 1.023451
1620013_aVvi.10632 Transcr ibed locus, weakly similar to NP_188294.1 zinc finger (C3HC4-type RING finger) fam 25.60797 31.19443 58.11983 65.10329 16 4.678521 4.963216 5.860959 6.024659 0.0207553 6.832692 0.04576092 7529 2.1763952 down 4.820869 5.942809 0.20131 0.115753 -1.1219405 0.81121
1620014_aVvi.10063 Transcr ibed locus, moderately similar to NP_850394.1 expressed protein [Arabidopsis thalian 173.4702 149.4382 193.2671 159.3959 16 7.438544 7.223405 7.594452 7.316471 0.552184 0.708298 0.5995264 15290 1.09012 down 7.330975 7.455462 0.152126 0.196562 -0.1244869 0.983303
1620015_at 112.797 169.7686 105.7202 102.4103 16 6.817585 7.407425 6.724107 6.678217 0.2988818 1.390559 0.35443112 13999 1.3299229 up 7.112505 6.701162 0.41708 0.032449 0.4113427 1.061384
1620016_aVvi.7363 Transcr ibed locus, moderately similar to NP_193538.1 eukaryotic translation initiation factor 4 1148.362 1112.678 1176.773 1157.331 16 10.16536 10.11982 10.20062 10.17659 0.215832 1.787098 0.2684882 13345 1.0324063 down 10.14259 10.1886 0.032202 0.016994 -0.046011 0.995484
1620017_at 3.803783 3.799608 3.723265 3.721814 16 1.927435 1.925851 1.896568 1.896006 7.66E-04 36.11474 0.02212453 572 1.0212641 up 1.926643 1.896287 0.00112 3.98E-04 0.0303559 1.016008
1620018_at 33.37746 40.58532 32.36286 32.83694 16 5.060803 5.342886 5.016267 5.037248 0.3413369 1.237963 0.3976223 14250 1.1290325 up 5.201844 5.026757 0.199463 0.014835 0.1750868 1.034831
1620019_aVvi.5175 Transcr ibed locus, moderately similar to NP_195581.1 1-phosphatidylinositol phosphodiester 3444.779 3309.381 4149.071 3928.75 16 11.7502 11.69235 12.01857 11.93986 0.0340379 5.280878 0.06246282 9045 1.1957735 down 11.72127 11.97921 0.040907 0.055662 -0.257944 0.978467
1620020_at 8.041814 7.671936 7.077632 6.707432 16 3.007521 2.939591 2.823267 2.74576 0.0669311 3.66852 0.10328012 10758 1.1400067 up 2.973556 2.784514 0.048034 0.054805 0.1890423 1.067891
1620021_aVvi.5215 Transcr ibed locus, moderately similar to NP_566570.3 dihydrolipoamide dehydrogenase 2, m 1014.492 999.0795 802.2003 907.6088 16 9.986542 9.964456 9.647819 9.825927 0.117093 2.659195 0.16167475 12023 1.1798681 up 9.975498 9.736873 0.015617 0.125942 0.238625 1.024507
1620022_at 951.8544 852.8273 525.3747 541.0004 16 9.894597 9.73611 9.037203 9.079486 0.0115351 9.230086 0.03544051 5402 1.689984 up 9.815353 9.058344 0.112067 0.029899 0.757009 1.08357
1620023_at 5.799658 6.000675 5.52044 5.505711 16 2.535968 2.585125 2.464783 2.460929 0.0581863 3.962467 0.09263612 10427 1.070059 up 2.560546 2.462856 0.034759 0.002725 0.0976904 1.039665
1620024_sVvi.11693 Transcr ibed locus, weakly similar to NP_683398.1 defective chloroplasts and leaves protein-r 243.8179 218.9823 108.373 113.619 16 7.92966 7.774671 6.759862 6.828061 0.0063406 12.49866 0.03037211 3460 2.0823379 up 7.852165 6.793961 0.109594 0.048224 1.058204 1.155757
1620025_aVvi.8794 Transcr ibed locus, strongly similar to NP_196446.1 yellow-leaf-specific protein 8 (YLS8) / mi 7184.921 7239.155 6769.589 6885.036 16 12.81076 12.82161 12.72485 12.74925 0.0272994 5.927711 0.05383996 8417 1.056381 up 12.81618 12.73705 0.007671 0.01725 0.07913 1.006213
1620026_aVvi.5660 Transcr ibed locus 5.619987 5.644704 5.367319 5.60797 16 2.490567 2.496898 2.424202 2.487479 0.355614 1.191708 0.411594 14343 1.0266129 up 2.493733 2.45584 0.004477 0.044744 0.0378925 1.01543
1620027_aVvi.5960 Transcr ibed locus, moderately similar to NP_564794.1 octicosapeptide/Phox/Bem1p (PB1) do 154.5396 160.5892 178.7919 177.4812 16 7.271833 7.327231 7.482138 7.471522 0.0243828 6.286388 0.05045342 8022 1.1307638 down 7.299532 7.47683 0.039173 0.007507 -0.1772975 0.976287
1620028_aVvi.9986 Transcr ibed locus, moderately similar to NP_176500.1 rhomboid family protein [Arabidopsis t 522.1572 654.998 332.8756 434.4669 16 9.02834 9.355347 8.37884 8.763103 0.1329631 2.460995 0.17919686 12317 1.537805 up 9.191843 8.570971 0.231228 0.271715 0.620872 1.072439
1620029_aVvi.11829 Transcr ibed locus 6.116797 6.183417 5.784044 5.777764 16 2.612777 2.628404 2.532079 2.530511 0.0076458 11.37071 0.03135112 4047 1.0638506 up 2.62059 2.531295 0.011051 0.001108 0.0892956 1.035277
1620030_aVvi.5973 Transcr ibed locus, moderately similar to NP_564623.2 sodium/calcium exchanger family prot 3222.644 3332.682 2129.64 2084.393 16 11.65403 11.70247 11.05639 11.02541 0.0020286 22.16893 0.02553182 1313 1.5554633 up 11.67825 11.0409 0.034251 0.021908 0.637344 1.057726
1620031_aVvi.61 Transcr ibed locus, weakly similar to NP_194555.1 expressed protein [Arabidopsis thaliana] 199.4274 208.6706 243.1857 262.3009 16 7.63972 7.705083 7.925915 8.035079 0.0400913 4.842863 0.07014962 9487 1.2380722 down 7.672401 7.980497 0.046219 0.077191 -0.3080956 0.961394
1620032_aVvi.12050 Transcr ibed locus 9.731054 10.46247 9.297284 9.366295 16 3.282596 3.387151 3.216809 3.227478 0.1650973 2.145233 0.214354 12786 1.0812724 up 3.334874 3.222144 0.073932 0.007544 0.11273 1.034986
1620033_aVvi.14823 Transcr ibed locus 4.943836 4.928162 4.7114 4.774484 16 2.305631 2.30105 2.236156 2.255345 0.0281069 5.838285 0.05483969 8508 1.0407258 up 2.30334 2.24575 0.003239 0.013569 0.05759 1.025644
1620034_at 5.972448 6.001496 8.716356 9.05477 16 2.578322 2.585322 3.123725 3.178678 0.0023582 20.55627 0.02616672 1490 1.483885 down 2.581822 3.151202 0.00495 0.038858 -0.5693793 0.819314
1620035_aVvi.11177 Transcr ibed locus, moderately similar to NP_191788.1 ADP-ribosylation factor [Arabidopsis t 4.107256 4.070798 3.998217 4.018066 16 2.038175 2.025312 1.999357 2.006501 0.0594385 3.916557 0.09413323 10482 1.020173 up 2.031743 2.002929 0.009095 0.005052 0.0288138 1.014386
1620036_aVvi.11186 Transcr ibed locus, moderately similar to NP_187044.1 protein kinase family protein [Arabidop 1010.144 1053.161 1081.148 1057.311 16 9.980346 10.04051 10.07835 10.04619 0.267944 1.519694 0.32321492 13762 1.0365853 down 10.01043 10.06227 0.042543 0.022743 -0.051839 0.994848
1620037_at 3.816539 3.832304 3.710337 3.717749 16 1.932265 1.938212 1.89155 1.894429 0.0060591 12.78839 0.03012973 3337 1.0297174 up 1.935238 1.89299 0.004205 0.002036 0.0422485 1.022318
1620038_aVvi.13057 Transcr ibed locus 4.484508 4.474741 4.10479 4.315615 16 2.16495 2.161804 2.037309 2.109566 0.1307108 2.487055 0.17668621 12281 1.0643256 up 2.163377 2.073437 0.002224 0.051094 0.0899396 1.043377
1620039_aVvi.10358 Transcr ibed locus, weakly similar to NP_191099.1 integral membrane family protein [Arabidop 1409.555 1334.934 2068.754 2224.617 16 10.46102 10.38255 11.01455 11.11934 0.0101385 9.855802 0.03400379 4949 1.5639083 down 10.42179 11.06694 0.055488 0.074101 -0.645156 0.941704
1620040_at 5.756499 5.657251 5.4517 5.398017 16 2.525192 2.500101 2.446706 2.432429 0.0368672 5.062983 0.06604108 9267 1.0519595 up 2.512647 2.439568 0.017742 0.010095 0.0730791 1.029956
1620041_aVvi.1844 Transcr ibed locus, weakly similar to NP_568870.1 SKP1/ASK1 interacting partner 1 (SKIP1) 22.5522 24.00844 22.38399 22.1715 16 4.495196 4.58547 4.484395 4.470635 0.302684 1.375842 0.35822347 14027 1.044504 up 4.540333 4.477515 0.063833 0.00973 0.0628183 1.01403
1620042_aVvi.11954 Transcr ibed locus, strongly similar to NP_850473.1 expressed protein [Arabidopsis thaliana] 315.7463 281.5157 274.4909 234.7339 16 8.302622 8.137072 8.100615 7.874882 0.2391267 1.658247 0.29326895 13536 1.1745422 up 8.219847 7.987748 0.117062 0.159617 0.232099 1.029057
1620043_at 273.3511 309.2171 602.6857 582.7462 16 8.094611 8.272476 9.235262 9.186724 0.0079541 11.14557 0.03158117 4180 2.0384161 down 8.183544 9.210993 0.12577 0.034322 -1.027449 0.888454
1620044_sVvi.3425 Transcr ibed locus, moderately similar to NP_922727.1 putative quinone oxidoreductase [Oryz 1525.76 1506.651 1727.493 1738.031 16 10.57531 10.55713 10.75446 10.76324 0.0027349 19.08273 0.02700983 1678 1.142845 down 10.56622 10.75885 0.012857 0.006204 -0.19263 0.982096
1620045_aVvi.11399 Transcr ibed locus, weakly similar to NP_195526.1 histone deacetylase (RPD3A) [Arabidopsis 264.1893 261.697 365.1727 377.7937 16 8.045428 8.031754 8.512435 8.561455 0.0025969 19.58497 0.02668185 1614 1.412601 down 8.038591 8.536945 0.009669 0.034662 -0.498354 0.941624
1620046_aVvi.1414 Transcr ibed locus, moderately similar to XP_473775.1 OSJNBa0041A02.13 [Oryza sativa (jap 40.25652 37.24817 88.12248 73.86168 16 5.331151 5.219098 6.461438 6.206754 0.0168249 7.611821 0.04117028 6783 2.0834463 down 5.275124 6.334096 0.079233 0.180089 -1.058972 0.832814
1620047_aVvi.10716 Transcr ibed locus, weakly similar to NP_564445.1 forkhead-associated domain-containing pr      37.51612 34.47233 219.8504 233.3056 16 5.229439 5.107367 7.780378 7.866077 7.88E-04 35.59936 0.02212453 587 6.297701 down 5.168403 7.823228 0.086318 0.060598 -2.6548253 0.660648
1620048_aVvi.6034 Transcr ibed locus 4.543015 4.557163 4.43392 4.460598 16 2.18365 2.188136 2.148583 2.157237 0.0211453 6.767368 0.04625212 7589 1.0231254 up 2.185893 2.15291 0.003172 0.006119 0.032983 1.01532
1620049_aVvi.15708 Transcr ibed locus 3.946035 3.967302 3.821967 3.838901 16 1.980404 1.988158 1.934315 1.940693 0.0113236 9.317394 0.03525404 5329 1.0329546 up 1.984281 1.937504 0.005483 0.00451 0.0467768 1.024143
1620050_aVvi.564 Transcr ibed locus, weakly similar to XP_472911.1 OSJNBb0011N17.7 [Oryza sativa (japonica 326.4486 316.5801 535.9764 427.9348 16 8.350712 8.306427 9.066026 8.741247 0.0725005 3.508819 0.10988259 10953 1.4897472 down 8.328569 8.903637 0.031314 0.229653 -0.575068 0.935412
1620051_at 67.90426 60.96923 55.04035 51.07929 16 6.08543 5.930009 5.782418 5.674666 0.0981269 2.952403 0.13962144 11667 1.213503 up 6.00772 5.728542 0.109899 0.076192 0.2791777 1.048735
1620052_x_at 5529.261 5329.166 3597.178 3911.091 16 12.43287 12.37969 11.81265 11.93335 0.0149514 8.086228 0.0388888 6381 1.4472152 up 12.40628 11.873 0.037602 0.08535 0.533279 1.044915
1620053_aVvi.10664 Transcr ibed locus, moderately similar to NP_916087.1 putative dihydroorotase [Oryza sativa ( 167.0572 150.6447 305.8387 302.7963 16 7.384199 7.235006 8.256627 8.242204 0.0062991 12.54013 0.0303503 3444 1.9182792 down 7.309603 8.249415 0.105496 0.010199 -0.9398123 0.886075
1620054_at 5.073244 5.055393 4.817137 4.821858 16 2.342908 2.337823 2.268176 2.269589 0.0013601 27.08762 0.02385507 944 1.0507964 up 2.340366 2.268883 0.003596 9.99E-04 0.0714832 1.031506
1620055_aVvi.3133 Transcr ibed locus, weakly similar to NP_176081.1 expressed protein [Arabidopsis thaliana] 820.8485 924.9004 976.9697 1082.953 16 9.680972 9.853154 9.93217 10.08075 0.169903 2.105263 0.21944374 12853 1.1805007 down 9.767063 10.00646 0.121751 0.105065 -0.239399 0.976076
1620056_sVvi.3140 Transcr ibed locus, weakly similar to NP_191593.1 palmitoyl protein thioesterase family protein 95.29247 93.91885 72.46937 69.40725 16 6.57429 6.553342 6.179299 6.117014 0.0061904 12.65073 0.03023277 3398 1.3339078 up 6.563816 6.148157 0.014812 0.044042 0.415659 1.067607
1620057_aVvi.1876 Transcr ibed locus 11.48333 10.89893 10.4715 11.06191 16 3.521469 3.446115 3.388397 3.467529 0.414329 1.021856 0.46969548 14644 1.0394566 up 3.483792 3.427963 0.053284 0.055955 0.0558295 1.016286
1620058_aVvi.9509 Transcr ibed locus, weakly similar to NP_173978.1 glycosyl hydrolase family 1 protein [Arabido 11.35263 13.19864 13.00057 11.81472 16 3.504955 3.722317 3.700503 3.562513 0.9022983 0.138835 0.91687816 16337 1.0124654 down 3.613636 3.631508 0.153698 0.097573 -0.0178725 0.995078
1620059_x_at 1661.722 1671.43 1668.653 1588.671 16 10.69846 10.70687 10.70447 10.63361 0.445416 0.942524 0.4991762 14813 1.0235833 up 10.70267 10.66904 0.005942 0.050108 0.033628 1.003152
1620060_aVvi.8489 Transcr ibed locus 438.6922 371.5763 197.6278 207.4635 16 8.777065 8.537515 7.626641 7.696713 0.0153504 7.978022 0.03933441 6477 1.9939264 up 8.65729 7.661677 0.169388 0.049549 0.9956121 1.129947
1620061_s_at 3282.385 3852.349 7533.625 8667.733 16 11.68053 11.91152 12.87913 13.08144 0.0163952 7.713459 0.040632 6698 2.272464 down 11.79603 12.98028 0.163337 0.143055 -1.184258 0.908765
1620062_aVvi.12903 Transcr ibed locus 4.79872 4.825321 4.616835 4.634996 16 2.26265 2.270625 2.206904 2.212568 0.0073071 11.63422 0.03107765 3901 1.0402291 up 2.266637 2.209736 0.005639 0.004005 0.0569013 1.02575
1620063_aVvi.644 GO:000597Beta-1,3-glucanase 11752.64 12166.57 11780.95 10244.77 16 13.5207 13.57064 13.52417 13.3226 0.3600757 1.1777 0.4159461 14371 1.0884552 up 13.54567 13.42338 0.035312 0.14253 0.122282 1.00911
1620064_aVvi.632 Transcr ibed locus, moderately similar to NP_567017.2 glycosyl hydrolase family 20 protein [A 1532.966 1675.459 1773.964 1528.741 16 10.58211 10.71034 10.79276 10.57813 0.7834255 0.313729 0.8110264 16036 1.0275574 down 10.64623 10.68544 0.090673 0.151768 -0.039219 0.99633
1620065_aVvi.888 Transcr ibed locus, weakly similar to NP_568377.1 sulfate transporter, putative [Arabidopsis th 1182.241 1113.579 227.8552 310.9247 16 10.20731 10.12099 7.831974 8.280421 0.0115313 9.231633 0.03544051 5400 4.3107867 up 10.16415 8.056197 0.061037 0.3171 2.107951 1.261656
1620066_aVvi.15514 Transcr ibed locus 7975.778 7956.131 6928.62 5528.212 16 12.96141 12.95785 12.75835 12.4326 0.154893 2.235631 0.2033154 12647 1.287129 up 12.95963 12.59547 0.002516 0.230344 0.364157 1.028912
1620067_aVvi.14909 Transcr ibed locus 109.1227 98.88098 98.12589 109.9676 16 6.769807 6.627621 6.616562 6.780935 0 3.14E-04 0 0 1.0000238 down 6.698714 6.698749 0.100541 0.116229 -3.43E-05 0.999995
1620068_aVvi.4636 Transcr ibed locus, moderately similar to XP_465257.1 putative nonclathrin coat protein zeta2- 127.0681 116.0201 262.2579 264.3153 16 6.989459 6.858231 8.034843 8.046116 0.0034603 16.95573 0.02795485 2054 2.168406 down 6.923845 8.04048 0.092793 0.007971 -1.116635 0.861123
1620069_sVvi.7575 Transcr ibed locus, strongly similar to NP_191670.1 40S ribosomal protein S27 (ARS27A) [A 17747.06 18789.16 19989.29 19596.81 16 14.11529 14.19761 14.28694 14.25833 0.1165716 2.666339 0.16108888 12013 1.0838636 down 14.15645 14.27264 0.058208 0.020229 -0.116183 0.99186
1620070_aVvi.5730 Transcr ibed locus, weakly similar to NP_190831.1 hypothetical protein [Arabidopsis thaliana] 65.86613 79.08534 539.7877 582.0732 16 6.041465 6.305339 9.076248 9.185057 0.0023208 20.72156 0.02616672 1467 7.7664247 down 6.173402 9.130652 0.186587 0.076939 -2.95725 0.676118
1620071_aVvi.2048 Transcr ibed locus, moderately similar to NP_198084.1 expressed protein [Arabidopsis thalian 4251.591 4069.089 1847.048 1715.509 16 12.05379 11.99049 10.85101 10.74442 0.0025526 19.75477 0.0266497 1586 2.3366234 up 12.02214 10.79771 0.044757 0.075367 1.224426 1.113397
1620072_sVvi.3583 Transcr ibed locus 384.3963 480.7387 274.0828 290.0701 16 8.586451 8.909109 8.098468 8.180258 0.0673565 3.655654 0.10380137 10772 1.524586 up 8.74778 8.139362 0.228154 0.057834 0.608418 1.07475
1620073_aVvi.14748 Transcr ibed locus 3.675948 3.708909 3.560605 3.583153 16 1.878117 1.890995 1.832122 1.84123 0.0260748 6.071064 0.05243685 8253 1.0337446 up 1.884556 1.836676 0.009106 0.00644 0.0478798 1.026069
1620074_aVvi.15522 Transcr ibed locus 14.45291 18.46692 9.916057 12.15813 16 3.853288 4.206871 3.309767 3.603849 0.1302012 2.493039 0.17614076 12271 1.4878935 up 4.030079 3.456808 0.250021 0.207948 0.5732714 1.165838
1620075_aVvi.13702 Transcr ibed locus 3.729376 3.739454 3.621337 3.621784 16 1.898934 1.902827 1.856523 1.8567 0.0019318 22.71927 0.02532748 1259 1.0311608 up 1.900881 1.856612 0.002753 1.26E-04 0.0442693 1.023844
1620076_sVvi.7486 Transcr ibed locus, moderately similar to NP_563969.1 expressed protein [Arabidopsis thalian 24226.52 23730.84 23548.82 22806.34 16 14.5643 14.53448 14.52337 14.47715 0.2159606 1.786338 0.2686103 13346 1.0346404 up 14.54939 14.50026 0.021089 0.032682 0.0491295 1.003388
1620077_aVvi.14840 Transcr ibed locus 15.77953 12.38943 11.72531 11.86061 16 3.979983 3.631038 3.551554 3.568106 0.294818 1.406546 0.35041294 13967 1.1856512 up 3.80551 3.55983 0.246741 0.011704 0.2456796 1.069014
1620078_aVvi.2611 Transcr ibed locus, weakly similar to XP_467988.1 unknown protein [Oryza sativa (japonica cu 3.910131 3.929135 3.813466 3.860024 16 1.967217 1.974212 1.931103 1.94861 0.0819994 3.273621 0.12083732 11265 1.0216196 up 1.970714 1.939856 0.004946 0.012379 0.030858 1.015907
1620079_at 5.360129 5.381336 5.205699 5.245214 16 2.422268 2.427964 2.380092 2.391002 0.0233419 6.430186 0.04903486 7902 1.027807 up 2.425116 2.385547 0.004028 0.007714 0.0395693 1.016587
1620080_aVvi.2688 Transcr ibed locus, weakly similar to XP_478649.1 putative S-receptor kinase KIK1 precursor 487.5631 521.7704 361.9693 311.6614 16 8.929445 9.027271 8.499723 8.283835 0.0384774 4.949655 0.06803469 9388 1.501682 up 8.978358 8.391779 0.069173 0.152656 0.586579 1.069899
1620081_aVvi.14915 Transcr ibed locus 415.5695 389.0519 187.5916 194.6859 16 8.698946 8.603819 7.551451 7.605005 0.002577 19.66102 0.0266497 1602 2.1040287 up 8.651382 7.578228 0.067265 0.037868 1.073154 1.14161
1620082_aVvi.15095 Transcr ibed locus 4.07702 4.090015 3.91796 3.933743 16 2.027515 2.032106 1.970103 1.975903 0.0042122 15.35917 0.0288901 2419 1.0401616 up 2.02981 1.973003 0.003246 0.004101 0.0568077 1.028793
1620083_aVvi.6616 Transcr ibed locus, weakly similar to NP_909959.1 bZIP protein [Oryza sativa (japonica cultiva 326.8033 340.7314 74.77252 56.39964 16 8.352279 8.412491 6.224436 5.817614 0.0074977 11.48371 0.03126786 3980 5.1385474 up 8.382385 6.021025 0.042576 0.287667 2.3613603 1.392186
1620084_aVvi.15275 Transcr ibed locus 4.350236 4.369697 4.213644 4.259187 16 2.121094 2.127533 2.075069 2.090578 0.0386004 4.941285 0.0681756 9397 1.0291762 up 2.124313 2.082823 0.004553 0.010967 0.0414901 1.01992
1620085_aVvi.12494 Transcr ibed locus, weakly similar to NP_188894.2 senescence-associated protein-related [Ar 5.584228 5.604854 5.326727 5.575164 16 2.481358 2.486677 2.413249 2.479014 0.3696214 1.148401 0.42543364 14423 1.0266082 up 2.484017 2.446132 0.003761 0.046503 0.0378857 1.015488
1620086_aVvi.684 Transcr ibed locus, moderately similar to NP_174351.1 coatomer protein epsilon subunit famil 4.210163 4.220682 4.072483 4.081132 16 2.073876 2.077476 2.025909 2.028969 0.0023904 20.41667 0.02621088 1512 1.0340005 up 2.075676 2.027439 0.002546 0.002164 0.048237 1.023792
1620087_aVvi.9047 Transcr ibed locus, weakly similar to NP_850925.1 expressed protein [Arabidopsis thaliana] 1182.137 1180.185 1578.684 1625.494 16 10.20718 10.2048 10.62451 10.66666 0.0022984 20.82275 0.02616672 1455 1.3562237 down 10.20599 10.64558 0.001686 0.029808 -0.439595 0.958706
1620088_at 124.5575 118.2588 141.2859 107.22 16 6.960668 6.885804 7.142473 6.744431 0.9295867 0.099827 0.9401193 16415 1.0141113 down 6.923236 6.943452 0.052937 0.281459 -0.020216 0.997088
1620089_aVvi.8071 Transcr ibed locus, moderately similar to XP_464689.1 putative elongation factor 1-gamma [O 3088.255 3215.487 3995.945 4013.534 16 11.59258 11.65082 11.96432 11.97066 0.0071008 11.80388 0.03091713 3812 1.2708474 down 11.6217 11.96749 0.041186 0.00448 -0.345791 0.971106
1620090_aVvi.8691 Transcr ibed locus 7.932287 8.065413 7.171863 7.087515 16 2.987737 3.011749 2.842348 2.82528 0.0077885 11.26482 0.03142282 4114 1.1218882 up 2.999743 2.833814 0.016979 0.012069 0.1659287 1.058553
1620091_aVvi.15581 Transcr ibed locus 3.384537 3.396028 3.264829 3.296639 16 1.758959 1.763848 1.707007 1.720996 0.0235721 6.397584 0.04933421 7931 1.0334021 up 1.761403 1.714002 0.003458 0.009891 0.0474016 1.027656
1620092_aVvi.7799 Transcr ibed locus 143.5002 194.8339 145.7121 109.7337 16 7.164909 7.606101 7.186977 6.777863 0.3122356 1.339854 0.367954 14087 1.3223323 up 7.385505 6.98242 0.31197 0.289287 0.4030847 1.057729
1620093_aVvi.10864 Transcr ibed locus 18.97373 19.19375 18.3754 18.46128 16 4.245932 4.262565 4.199704 4.20643 0.0293752 5.705245 0.05646479 8636 1.036113 up 4.254248 4.203067 0.011761 0.004757 0.051181 1.012177
1620094_aVvi.11765 Transcr ibed locus 6.962565 6.960967 6.72026 6.711858 16 2.799619 2.799288 2.748517 2.746712 3.13E-04 56.50126 0.01827131 280 1.0365852 up 2.799453 2.747615 2.34E-04 0.001276 0.0518387 1.018867
1620095_aVvi.10808 Transcr ibed locus, weakly similar to NP_198857.1 pentatricopeptide (PPR) repeat-containing 710.5703 673.6676 905.8784 970.2326 16 9.472834 9.395893 9.823174 9.922187 0.0198531 6.991071 0.04481922 7353 1.3550229 down 9.434363 9.872681 0.054405 0.070013 -0.438318 0.955603
1620096_aVvi.5378 Transcr ibed locus, weakly similar to XP_478514.1 putative endoxyloglucan transferase [Oryza 26.25125 21.27769 858.1572 820.7253 16 4.714314 4.41127 9.745098 9.680756 9.03E-04 33.24817 0.02238427 668 35.50955 down 4.562792 9.712927 0.214285 0.045497 -5.150135 0.469765
1620097_x_at 187.9894 186.024 210.9606 323.9536 16 7.554507 7.539344 7.72083 8.339644 0.2587827 1.561588 0.31364504 13697 1.397949 down 7.546926 8.030237 0.010722 0.437567 -0.4833115 0.939814
1620098_aVvi.10991 Transcr ibed locus 10.08017 7.505042 18.03222 14.70557 16 3.333448 2.90786 4.172505 3.87829 0.0729252 3.49737 0.11040533 10965 1.8722112 down 3.120654 4.025397 0.300936 0.208041 -0.9047433 0.775241
1620099_aVvi.2284 Transcr ibed locus, moderately similar to NP_189557.1 expressed protein [Arabidopsis thalian 1125.721 973.5303 754.8196 751.1989 16 10.13663 9.927082 9.559988 9.553051 0.0453563 4.534232 0.07676677 9808 1.3902448 up 10.03186 9.55652 0.148176 0.004905 0.4753385 1.04974
1620100_aVvi.10588 Transcr ibed locus 403.834 459.9643 1751.5 2007.888 16 8.657619 8.845378 10.77438 10.97146 0.0040909 15.58675 0.0286663 2368 4.3512225 down 8.751498 10.87292 0.132766 0.139362 -2.121421 0.804889
1620101_aVvi.3090 Transcr ibed locus, moderately similar to XP_479476.1 unknown protein [Oryza sativa (japonic 527.5267 516.197 192.8949 175.165 16 9.0431 9.011778 7.591671 7.45257 0.0022354 21.1149 0.02589414 1431 2.8388736 up 9.027439 7.522121 0.022148 0.098359 1.5053185 1.200119
1620102_aVvi.13134 Transcr ibed locus, strongly similar to NP_051070.1 photosystem I assembly protein ycf4 [Ara  3982.644 4576.09 3654.424 3681.123 16 11.95951 12.1599 11.83543 11.84593 0.1607232 2.183018 0.2095599 12732 1.1639479 up 12.05971 11.84068 0.141696 0.007427 0.219027 1.018498
1620103_aVvi.9492 Transcr ibed locus, weakly similar to XP_467869.1 putative UDP-glucose glucosyltransferase 7.236395 7.279265 7.045987 6.892736 16 2.855271 2.863793 2.816802 2.785077 0.0703852 3.567319 0.1074911 10870 1.0414494 up 2.859532 2.800939 0.006026 0.022433 0.0585929 1.020919
1620104_aVvi.12571 Transcr ibed locus 5.853409 5.804489 5.489531 5.537651 16 2.549277 2.537169 2.456683 2.469274 0.0116406 9.187437 0.03552529 5439 1.0571972 up 2.543223 2.462978 0.008562 0.008903 0.0802446 1.03258
1620105_aVvi.1055 Transcr ibed locus, weakly similar to NP_177399.1 tRNA synthetase beta subunit family protei 4.941676 5.164259 5.001411 5.492443 16 2.305 2.368561 2.322335 2.457448 0.5506255 0.711385 0.5981081 15283 1.0374997 down 2.336781 2.389892 0.044944 0.095539 -0.0531108 0.977777
1620106_aVvi.10490 Transcr ibed locus, moderately similar to NP_200094.1 WD-40 repeat family protein / notchles 153.8158 175.4921 314.0116 313.0249 16 7.26506 7.455263 8.294674 8.290133 0.0102529 9.799806 0.03421287 4972 1.9082409 down 7.360161 8.292404 0.134494 0.003211 -0.932243 0.887579
1620107_aVvi.12257 Transcr ibed locus 4.997089 5.024964 4.812938 4.792498 16 2.321088 2.329113 2.266918 2.260778 0.0067349 12.12358 0.03068819 3642 1.0433714 up 2.325101 2.263848 0.005675 0.004342 0.0612529 1.027057
1620108_at 84.55579 93.42448 139.4347 154.3516 11 6.401831 6.545729 7.123446 7.270077 0.0195956 7.038233 0.04457752 7297 1.6505896 down 6.47378 7.196761 0.101751 0.103684 -0.7229813 0.899541
1620109_sVvi.6994 Transcr ibed locus, strongly similar to XP_464458.1 putative zinc-finger protein [Oryza sativa 2852.377 2834.442 2813.646 2749.836 16 11.47795 11.46885 11.45823 11.42513 0.2057967 1.848382 0.2579762 13243 1.0222316 up 11.4734 11.44168 0.006435 0.023402 0.031722 1.002772
1620110_sVvi.7184 Transcr ibed locus, weakly similar to NP_850598.1 kinesin motor family protein [Arabidopsis th 490.2666 505.0385 1008.999 1097.34 16 8.937423 8.980249 9.978708 10.09979 0.0035143 16.8241 0.02806392 2078 2.1146452 down 8.958836 10.03925 0.030283 0.085621 -1.080415 0.892381
1620111_at 4.892139 4.916733 4.753058 4.769414 16 2.290465 2.2977 2.248856 2.253812 0.0103574 9.749447 0.03437704 5001 1.0300745 up 2.294083 2.251334 0.005116 0.003505 0.0427486 1.018988
1620112_aVvi.2289 Transcr ibed locus, moderately similar to NP_198040.2 tRNA/rRNA methyltransferase (SpoU    116.7626 113.5823 108.3129 105.3531 16 6.867435 6.827595 6.75906 6.719089 0.061528 3.843 0.09667931 10564 1.0780618 up 6.847515 6.739075 0.028171 0.028264 0.1084399 1.016091
1620113_aVvi.1309 Transcr ibed locus, strongly similar to NP_564801.1 elongation factor Tu family protein [Arabi 1308.053 1349.874 470.1962 459.9621 16 10.35321 10.39861 8.877119 8.845371 3.34E-04 54.67802 0.01827131 299 2.8573184 up 10.37591 8.861245 0.032106 0.022449 1.514662 1.170931
1620114_aVvi.4710 Transcr ibed locus 4.798752 4.816711 4.665784 4.647871 16 2.262659 2.268048 2.22212 2.21657 0.0069931 11.89537 0.0308693 3760 1.032405 up 2.265354 2.219345 0.003811 0.003924 0.0460091 1.020731
1620115_at 5.489147 5.54891 5.221306 5.252305 16 2.456582 2.472204 2.384411 2.392951 0.0135445 8.504932 0.03746359 6000 1.0538815 up 2.464393 2.388681 0.011047 0.006039 0.0757126 1.031696
1620116_aVvi.9222 Transcr ibed locus, weakly similar to NP_199525.2 zinc finger (GATA type) family protein [Ara 362.0985 328.8646 270.9 253.6559 16 8.500238 8.36135 8.081616 7.986729 0.0421431 4.715871 0.07269948 9623 1.3164217 up 8.430794 8.034172 0.098209 0.067096 0.396622 1.049367
1620117_at 7.029473 6.790729 6.209654 6.642657 16 2.813417 2.763567 2.634513 2.731761 0.1936404 1.928162 0.24490124 13126 1.0757589 up 2.788492 2.683137 0.035249 0.068764 0.1053548 1.039266
1620118_aVvi.14992 Transcr ibed locus 3.945291 3.960736 3.823883 3.838916 16 1.980132 1.985769 1.935038 1.940699 0.0077587 11.28669 0.03137725 4104 1.0317415 up 1.98295 1.937869 0.003986 0.004003 0.0450816 1.023263
1620119_aVvi.11950 Transcr ibed locus 6.5032 6.577445 6.246477 6.273217 16 2.70115 2.717527 2.643043 2.649205 0.0186229 7.225093 0.04342384 7119 1.044791 up 2.709338 2.646124 0.011581 0.004358 0.0632143 1.023889
1620120_aVvi.14374 Transcr ibed locus 4.241796 4.257487 4.108664 4.087414 16 2.084675 2.090002 2.038669 2.031188 0.0075895 11.41328 0.03135112 4016 1.0369956 up 2.087339 2.034929 0.003767 0.00529 0.0524099 1.025755
1620121_at 6.940986 7.011464 6.469547 6.437505 16 2.795141 2.809716 2.693665 2.686502 0.0051835 13.83553 0.02949601 2915 1.0809839 up 2.802428 2.690083 0.010306 0.005065 0.1123449 1.041763
1620122_aVvi.15171 Transcr ibed locus 5.243474 4.848113 4.690883 4.710879 16 2.390523 2.277423 2.22986 2.235996 0.2163203 1.784213 0.26893434 13353 1.0725503 up 2.333973 2.232928 0.079973 0.004339 0.1010454 1.045252
1620123_aVvi.13052 GO:003052Putative heterogeneous nuclear ribonucleoprotein 3.653423 3.668231 3.541632 3.468255 16 1.869249 1.875084 1.824414 1.79421 0.0549925 4.086371 0.0887431 10286 1.0445303 up 1.872167 1.809312 0.004127 0.021358 0.0628543 1.034739
1620124_at 5.364912 5.371246 5.195879 5.200448 16 2.423554 2.425257 2.377368 2.378636 5.23E-04 43.72049 0.01967937 440 1.0326875 up 2.424406 2.378002 0.001204 8.97E-04 0.0464039 1.019514
1620125_aVvi.14246 Transcr ibed locus 3.874615 3.883636 3.743436 3.767539 16 1.954053 1.957408 1.904363 1.913622 0.0109189 9.491419 0.03495031 5185 1.0329267 up 1.95573 1.908993 0.002373 0.006547 0.0467378 1.024483
1620126_at 6.784062 6.840916 6.602208 6.641358 16 2.762149 2.77419 2.722949 2.731478 0.0309505 5.551349 0.05853069 8778 1.0287954 up 2.768169 2.727213 0.008514 0.006031 0.040956 1.015018
1620127_aVvi.10916 Transcr ibed locus 3.670133 3.686476 3.571955 3.605362 16 1.875832 1.882242 1.836714 1.850144 0.0409962 4.785703 0.07141111 9530 1.0249888 up 1.879037 1.843429 0.004532 0.009496 0.0356081 1.019316
1620128_aVvi.10938 Transcr ibed locus 5.973836 6.223029 6.082295 5.719074 16 2.578658 2.637617 2.604616 2.515782 0.4634246 0.899248 0.5163554 14899 1.0337865 up 2.608137 2.560199 0.04169 0.062815 0.0479383 1.018724
1620129_at 150.7172 108.9615 61.91449 55.21326 16 7.2357 6.767675 5.952205 5.786943 0.0448461 4.561793 0.07619843 9770 2.1917958 up 7.001688 5.869574 0.330944 0.116858 1.1321135 1.192878
1620130_aVvi.11040 Transcr ibed locus, weakly similar to NP_192595.1 glutaredoxin-related [Arabidopsis thaliana] 589.9309 612.1984 760.846 749.8895 16 9.204402 9.257855 9.571461 9.550534 0.0074858 11.49294 0.03124492 3976 1.2568986 down 9.231129 9.560997 0.037797 0.014797 -0.329868 0.965499
1620131_aVvi.11629 Transcr ibed locus, moderately similar to NP_190435.1 hypothetical protein [Arabidopsis thalia 1142.303 1064.681 1560.519 1544.783 16 10.15773 10.05621 10.60781 10.59319 0.0106266 9.623228 0.03472738 5076 1.4078867 down 10.10697 10.6005 0.071788 0.010339 -0.493531 0.953443
1620132_sVvi.891 Transcr ibed locus, weakly similar to XP_425282.1 PREDICTED: similar to MGC68763 prote   2028.468 1946.524 1884.308 2074.552 16 10.98618 10.92668 10.87982 11.01858 0.9324516 0.095747 0.9424999 16424 1.0050225 up 10.95643 10.9492 0.042066 0.098122 0.0072275 1.00066
1620133_aVvi.2299 Transcr ibed locus, weakly similar to NP_193058.2 expressed protein [Arabidopsis thaliana] 102.9477 99.5897 105.5318 103.7918 16 6.685767 6.637925 6.721533 6.697548 0.2166291 1.782392 0.26923764 13357 1.033612 down 6.661846 6.709541 0.033829 0.01696 -0.047695 0.992891
1620134_aVvi.11561 Transcr ibed locus, weakly similar to NP_191179.1 amino acid transporter family protein [Arab 194.6148 229.576 298.0639 252.0765 16 7.604478 7.842828 8.219478 7.977718 0.1578271 2.20882 0.2065299 12686 1.2967899 down 7.723653 8.098598 0.168539 0.17095 -0.374945 0.953702
1620135_aVvi.12765 Transcr ibed locus, moderately similar to NP_177544.1 2-isopropylmalate synthase 1 (IMS1) [ 222.3492 235.2902 267.1144 247.2869 16 7.796683 7.878297 8.061314 7.950042 0.1350296 2.437619 0.18144566 12354 1.1236464 down 7.83749 8.005678 0.05771 0.078681 -0.168188 0.978991
1620136_aVvi.14610 Transcr ibed locus 436.5812 415.0441 430.804 469.575 16 8.770106 8.697121 8.750888 8.875212 0.3853364 1.102025 0.44107518 14503 1.0566044 down 8.733614 8.813049 0.051609 0.08791 -0.079435 0.990987
1620137_sVvi.7488 Transcr ibed locus, weakly similar to NP_201171.1 plant defensin-fusion protein, putative (PDF  10.87778 10.71194 9.872989 9.629086 16 3.443312 3.421148 3.303487 3.267399 0.0201833 6.931892 0.04521604 7409 1.1071012 up 3.43223 3.285443 0.015673 0.025518 0.1467872 1.044678
1620138_aVvi.15411 Transcr ibed locus 3.810696 3.829393 3.685009 3.69163 16 1.930055 1.937116 1.881668 1.884258 0.0054733 13.46127 0.02965942 3061 1.0357116 up 1.933585 1.882963 0.004993 0.001831 0.0506223 1.026884
1620139_aVvi.15677 Transcr ibed locus 7.062755 7.431718 7.182611 7.212374 16 2.820231 2.893696 2.844508 2.850474 0.8211868 0.257022 0.84495467 16134 1.0065871 up 2.856963 2.847491 0.051948 0.004218 0.0094721 1.003326
1620140_aVvi.10149 Transcr ibed locus, moderately similar to NP_177194.1 BURP domain-containing protein / po 131.4948 146.9603 392.5523 417.54 16 7.038862 7.199283 8.616741 8.705771 0.0035197 16.81129 0.02806597 2081 2.9123492 down 7.119072 8.661256 0.113435 0.062953 -1.5421836 0.821945
1620141_at 5.31568 5.364571 5.081065 5.153891 16 2.410254 2.423463 2.345131 2.365662 0.0372522 5.03523 0.06647578 9302 1.043523 up 2.416859 2.355396 0.00934 0.014518 0.0614624 1.026094
1620142_aVvi.15596 Transcr ibed locus 5.740262 5.779051 5.542412 5.502609 16 2.521117 2.530833 2.470514 2.460116 0.0134823 8.524954 0.03738996 5985 1.0429425 up 2.525975 2.465315 0.00687 0.007353 0.0606596 1.024605
1620143_aVvi.2227 Transcr ibed locus, moderately similar to NP_188938.1 elongation factor Tu family protein [Ar 343.9907 293.4601 446.4317 458.7821 16 8.426226 8.197021 8.802296 8.841665 0.0481904 4.389006 0.08024643 9969 1.4244034 down 8.311623 8.82198 0.162073 0.027838 -0.510357 0.942149
1620144_aVvi.15715 Transcr ibed locus 142.9661 168.6091 161.8492 162.8812 16 7.159529 7.397538 7.338507 7.347676 0.6420837 0.542081 0.6826688 15614 1.0457642 down 7.278534 7.343091 0.168297 0.006484 -0.0645575 0.991208
1620145_aVvi.14907 Transcr ibed locus 5.608217 5.626258 5.349751 5.325825 16 2.487542 2.492176 2.419472 2.413005 0.0029065 18.50836 0.02725936 1768 1.0523545 up 2.489859 2.416238 0.003276 0.004573 0.0736207 1.030469
1620146_aVvi.1780 Transcr ibed locus, moderately similar to NP_176516.1 ABC transporter family protein [Arabid 8.923975 9.002036 8.899598 8.743304 16 3.157687 3.170251 3.15374 3.128179 0.2475375 1.615679 0.30188912 13612 1.016077 up 3.163969 3.140959 0.008885 0.018075 0.0230097 1.007326
1620147_at 8.133432 8.193569 7.728466 7.629419 16 3.023864 3.034492 2.950182 2.931573 0.0144078 8.240787 0.03839454 6229 1.063117 up 3.029178 2.940878 0.007515 0.013159 0.0883004 1.030025
1620148_aVvi.8563 Transcr ibed locus, weakly similar to NP_915792.1 P0699H05.17 [Oryza sativa (japonica cultiv 88.06506 102.5537 106.6086 106.7262 16 6.460498 6.680236 6.73618 6.73777 0.2686856 1.516383 0.32396826 13768 1.1224163 down 6.570367 6.736975 0.155378 0.001124 -0.1666077 0.97527
1620149_aVvi.3523 Transcr ibed locus, moderately similar to NP_191717.1 delta-8 sphingolipid desaturase (SLD 786.7432 862.4428 699.6368 697.1512 16 9.619749 9.752285 9.450462 9.445328 0.0695673 3.590626 0.10654573 10839 1.1794564 up 9.686017 9.447895 0.093717 0.003631 0.238122 1.025204
1620150_aVvi.14381 Transcr ibed locus 14.90009 18.05952 14.53619 14.57952 16 3.897249 4.174688 3.861577 3.865871 0.3402655 1.241526 0.3965784 14243 1.1268102 up 4.035969 3.863724 0.196179 0.003036 0.1722448 1.04458



1620151_aVvi.4945 Transcr ibed locus, weakly similar to NP_179089.1 phototropic-responsive NPH3 family protei 41.95282 50.68011 46.83027 36.7488 16 5.390696 5.663348 5.549369 5.199625 0.5625943 0.687879 0.6087137 15343 1.1115128 up 5.527022 5.374497 0.192794 0.247307 0.1525246 1.028379
1620152_aVvi.15413 Transcr ibed locus 5.656849 5.704207 5.378415 5.375005 16 2.499999 2.512026 2.427181 2.426266 0.0057362 13.14664 0.02989878 3180 1.0564972 up 2.506012 2.426724 0.008505 6.47E-04 0.0792889 1.032673
1620153_at 5.027473 5.101491 4.808234 4.801583 16 2.329833 2.350919 2.265507 2.26351 0.0189323 7.164122 0.04380067 7175 1.0539945 up 2.340376 2.264509 0.01491 0.001412 0.0758675 1.033503
1620154_aVvi.6353 Transcr ibed locus, weakly similar to NP_567616.1 double-stranded RNA binding protein-rela 31.48158 38.66136 46.24903 61.7534 16 4.976436 5.272821 5.531351 5.948446 0.1379958 2.404923 0.18460965 12409 1.5318453 down 5.124628 5.739899 0.209575 0.294931 -0.6152707 0.892808
1620155_aVvi.5578 Transcr ibed locus, weakly similar to NP_187982.1 protein kinase family protein [Arabidopsis t 153.6058 136.2848 497.8354 528.7654 16 7.26309 7.090481 8.959525 9.046484 0.0027885 18.89751 0.0270467 1704 3.5460641 down 7.176786 9.003004 0.122053 0.061489 -1.8262185 0.797155
1620156_at 13.55748 14.14506 12.71504 10.95005 16 3.761017 3.822227 3.668465 3.452866 0.1754481 2.061012 0.22543068 12920 1.1736128 up 3.791622 3.560665 0.043282 0.152451 0.2309566 1.064863
1620157_aVvi.15289 Transcr ibed locus 3.791802 3.791235 3.66011 3.691598 16 1.922884 1.922668 1.871887 1.884246 0.0185769 7.234298 0.04336518 7111 1.0314754 up 1.922776 1.878066 1.52E-04 0.008739 0.0447094 1.023806
1620158_at 6.060007 6.109888 5.746414 5.753382 16 2.59932 2.611146 2.522662 2.52441 0.0053108 13.66731 0.02950386 2984 1.0582618 up 2.605233 2.523536 0.008363 0.001236 0.0816965 1.032374
1620159_aVvi.468 Transcr ibed locus, moderately similar to NP_850422.1 RNA recognition motif (RRM)-contai 903.9462 1006.533 932.8519 955.7433 16 9.820093 9.975179 9.865504 9.900479 0.8708242 0.184226 0.8887578 16266 1.0102025 up 9.897636 9.882992 0.109662 0.024731 0.014644 1.001482
1620160_aVvi.14940 Transcr ibed locus 4.273381 4.300882 4.159973 4.184304 16 2.095378 2.104633 2.056574 2.064988 0.0244904 6.272038 0.05057374 8037 1.0275611 up 2.100005 2.060781 0.006544 0.005949 0.0392241 1.019034
1620161_aVvi.12641 Transcr ibed locus 70.5332 64.24062 138.1033 163.3606 16 6.140231 6.005414 7.109604 7.351916 0.0140353 8.351783 0.03802459 6127 2.2313821 down 6.072823 7.23076 0.09533 0.17134 -1.1579374 0.83986
1620162_aVvi.523 Transcr ibed locus, weakly similar to NP_178294.1 xyloglucan:xyloglucosyl transferase / xylog 4.609457 4.648991 4.389872 4.3979 16 2.204597 2.216918 2.134179 2.136815 0.006934 11.94648 0.03077344 3739 1.0535512 up 2.210757 2.135497 0.008712 0.001864 0.0752604 1.035243
1620163_x_at 434.6301 377.5857 490.0638 495.2411 16 8.763644 8.56066 8.936826 8.951987 0.1091408 2.773325 0.15258577 11874 1.2160935 down 8.662152 8.944407 0.143531 0.010721 -0.2822545 0.968443
1620164_aVvi.11409 Transcr ibed locus, weakly similar to NP_565474.1 expressed protein [Arabidopsis thaliana] 12.0111 12.04641 32.28354 42.13567 16 3.586296 3.590531 5.012727 5.39697 0.0138358 8.413086 0.03770537 6091 3.0661633 down 3.588414 5.204848 0.002995 0.271701 -1.6164346 0.689437
1620165_aVvi.2784 Transcr ibed locus, moderately similar to NP_192641.2 isoamylase, putative / starch debranch 18.77614 21.66452 12.18047 9.585484 16 4.230829 4.437262 3.606497 3.260851 0.0465246 4.472797 0.07819905 9876 1.8665463 up 4.334045 3.433674 0.14597 0.244409 0.9003714 1.262218
1620166_aVvi.7348 Transcr ibed locus, weakly similar to NP_197995.1 expressed protein [Arabidopsis thaliana] 9.960546 10.70659 16.92291 17.62997 16 3.316225 3.420427 4.080906 4.139958 0.0064491 12.39204 0.03046798 3513 1.6726162 down 3.368326 4.110432 0.073682 0.041756 -0.7421063 0.819458
1620167_aVvi.5593 Transcr ibed locus, weakly similar to XP_474299.1 OSJNBa0043A12.36 [Oryza sativa (japonic 490.7858 494.3658 511.4997 507.7952 16 8.93895 8.949435 8.99859 8.988103 0.0220071 6.629138 0.04738306 7709 1.0346575 down 8.944193 8.993346 0.007414 0.007415 -0.049153 0.994535
1620168_at 7.19639 7.279099 6.673367 6.631494 8 2.847273 2.86376 2.738415 2.729334 0.0059324 12.92545 0.03008822 3271 1.0879725 up 2.855516 2.733874 0.011658 0.006421 0.1216421 1.044494
1620169_aVvi.3552 Transcr ibed locus, moderately similar to XP_465877.1 kelch repeat-containing F-box protein- 2265.048 2153.382 1230.128 1062.471 16 11.14533 11.07239 10.26459 10.05321 0.0135712 8.496394 0.03749396 6008 1.9318162 up 11.10886 10.1589 0.051574 0.149472 0.949958 1.09351
1620170_aVvi.3474 Transcr ibed locus, weakly similar to NP_911602.1 putative indeterminate spikelet 1 [Oryza sat 26.29379 19.12767 22.0692 21.44851 16 4.71665 4.257589 4.463963 4.422806 0.8669958 0.189782 0.88550377 16254 1.0307794 up 4.48712 4.443384 0.324605 0.029102 0.0437357 1.009843
1620171_aVvi.15626 Transcr ibed locus 3.673469 3.690573 3.556397 3.574482 16 1.877143 1.883845 1.830416 1.837734 0.0112318 9.35604 0.03516247 5300 1.0326983 up 1.880494 1.834075 0.004739 0.005174 0.0464188 1.025309
1620172_aVvi.5003 Transcr ibed locus, weakly similar to NP_174025.2 homeobox-leucine zipper family protein [Ar 520.2271 476.1043 668.7086 635.3997 16 9.022998 8.895134 9.385234 9.311521 0.0341029 5.275577 0.06256089 9049 1.3097676 down 8.959066 9.348377 0.090413 0.052123 -0.389311 0.958355
1620173_aVvi.9014 Transcr ibed locus, weakly similar to NP_568064.1 alanine--glyoxylate aminotransferase, puta 5.885618 5.819239 5.405305 5.322055 16 2.557194 2.54083 2.434376 2.411984 0.0119279 9.074131 0.03580967 5529 1.0911372 up 2.549012 2.42318 0.011571 0.015834 0.1258326 1.051929
1620174_aVvi.3936 Transcr ibed locus, moderately similar to XP_475280.1 unknown protein [Oryza sativa (japonic 4.136876 4.169272 3.924393 3.931581 16 2.048542 2.059796 1.972469 1.97511 0.0051308 13.90691 0.02943507 2886 1.0572959 up 2.054169 1.97379 0.007958 0.001867 0.0803792 1.040723
1620175_aVvi.12936 Transcr ibed locus, weakly similar to XP_478906.1 putative WRKY transcr iption factor 20 [Ory 428.0853 474.358 1299.08 1158.384 16 8.741755 8.889833 10.34328 10.1779 0.0058499 13.0171 0.03005582 3228 2.7222354 down 8.815794 10.26059 0.104707 0.11694 -1.444792 0.85919
1620176_aVvi.9134 Transcr ibed locus, weakly similar to XP_470764.1 putative ripening regulated protein [Oryza s 1047.592 1055.114 960.2071 1007.811 16 10.03286 10.04318 9.907202 9.977009 0.1128617 2.718511 0.15677308 11950 1.068745 up 10.03802 9.942105 0.007298 0.049361 0.095918 1.009648
1620177_at 5.448928 5.494279 5.257786 5.194045 16 2.445972 2.45793 2.394455 2.376859 0.0247938 6.232087 0.05095655 8077 1.0470241 up 2.451952 2.385657 0.008456 0.012443 0.0662947 1.027789
1620178_s_at 2334.445 2413.575 2537.407 3054.041 16 11.18886 11.23696 11.30914 11.5765 0.2325933 1.692675 0.28633505 13485 1.1727632 down 11.21291 11.44282 0.034006 0.189055 -0.2299115 0.979908
1620179_aVvi.9989 Transcr ibed locus, moderately similar to NP_849370.1 serine/threonine protein kinase (MHK 307.377 279.2012 192.9602 221.3708 16 8.263865 8.125161 7.59216 7.790321 0.0531835 4.161308 0.08653002 10203 1.4174256 up 8.194513 7.69124 0.098079 0.140121 0.5032727 1.065435
1620180_at 175.4645 174.5441 198.3441 195.3621 16 7.455036 7.447448 7.631862 7.610007 0.0046145 14.66999 0.02926091 2611 1.124819 down 7.451242 7.620935 0.005365 0.015454 -0.169693 0.977733
1620181_aVvi.2598 Transcr ibed locus, weakly similar to XP_467076.1 chaperone protein dnaJ- like [Oryza sativa ( 351.1617 346.7724 327.7476 306.5919 16 8.455992 8.437845 8.356442 8.260176 0.1054801 2.829893 0.14832976 11805 1.1008439 up 8.446919 8.308309 0.012832 0.06807 0.1386095 1.016683
1620182_at 8.652887 8.77855 7.854217 7.698522 16 3.113182 3.133983 2.973467 2.944581 0.0114964 9.245906 0.03544051 5381 1.1208228 up 3.123582 2.959024 0.014708 0.020425 0.1645582 1.055612
1620183_aVvi.5947 Transcr ibed locus 6.185314 6.147437 5.835342 6.073335 16 2.628847 2.619985 2.544817 2.602489 0.2239899 1.739985 0.27709985 13419 1.0358124 up 2.624416 2.573653 0.006266 0.04078 0.0507627 1.019724
1620184_aVvi.2671 GO:000610NAD-malate dehydrogenase (Mdhg) 44.27871 45.48906 48.02751 48.70927 16 5.468541 5.507448 5.585789 5.606124 0.0389379 4.918519 0.06861772 9420 1.0777053 down 5.487994 5.595957 0.027511 0.014379 -0.107963 0.980707
1620185_aVvi.5521 Transcr ibed locus, weakly similar to NP_187966.1 SC35-like splicing factor, 30a kD (SCL30a 595.5546 556.2159 482.8521 509.9147 16 9.21809 9.119501 8.915438 8.994112 0.0769444 3.393584 0.11517721 11090 1.1599163 up 9.168796 8.954775 0.069713 0.055631 0.214021 1.0239
1620186_aVvi.6816 Transcr ibed locus 12.72087 13.60009 19.91767 20.93529 16 3.669126 3.765544 4.315977 4.387865 0.0088605 10.55284 0.03257404 4514 1.5524923 down 3.717335 4.351921 0.068178 0.050832 -0.634586 0.854183
1620187_aVvi.7599 Transcr ibed locus, weakly similar to NP_197871.1 expressed protein [Arabidopsis thaliana] 98.23885 111.0449 81.21242 60.93744 16 6.618222 6.795 6.343628 5.929256 0.1270119 2.531242 0.17259976 12216 1.484697 up 6.706611 6.136442 0.125001 0.293005 0.5701687 1.092915
1620188_sVvi.9889 Transcr ibed locus, moderately similar to NP_567600.1 gamma-soluble NSF attachment prote   698.2498 681.505 700.6008 667.7664 16 9.447599 9.412581 9.452449 9.3832 0.7818493 0.316126 0.8096471 16031 1.0085385 up 9.43009 9.417824 0.024762 0.048967 0.012266 1.001302
1620189_aVvi.11830 Transcr ibed locus, moderately similar to XP_479612.1 unknown protein [Oryza sativa (japonic 48.5574 46.23283 60.18803 56.12142 16 5.601619 5.530846 5.911405 5.81048 0.0410614 4.781656 0.0714872 9535 1.2266386 down 5.566233 5.860943 0.050044 0.071365 -0.2947103 0.949716
1620190_aVvi.1268 Transcr ibed locus, strongly similar to NP_196876.1 expressed protein [Arabidopsis thaliana] 129.7144 134.5148 116.2704 111.8249 16 7.019195 7.071621 6.861341 6.805098 0.0312929 5.519431 0.05892088 8814 1.1584439 up 7.045408 6.83322 0.037071 0.039769 0.2121885 1.031052
1620191_aVvi.3526 Transcr ibed locus, strongly similar to NP_172965.1 hydroxyproline-rich glycoprotein family pr 649.4376 619.22 594.7194 513.3027 16 9.343047 9.274308 9.216065 9.003666 0.2168476 1.781106 0.2694285 13361 1.1477532 up 9.308678 9.109865 0.048606 0.150189 0.198813 1.021824
1620192_aVvi.15754 Transcr ibed locus 22.2991 21.42971 20.76298 21.3479 16 4.478913 4.42154 4.375941 4.416022 0.2612441 1.550149 0.3162589 13713 1.0383155 up 4.450227 4.395982 0.040569 0.028342 0.054245 1.01234
1620193_aVvi.1632 Transcr ibed locus, moderately similar to NP_198682.3 expressed protein [Arabidopsis thalian 522.9658 516.6684 85.16544 75.22004 16 9.030573 9.013095 6.412196 6.233046 0.0011099 29.99107 0.02300491 800 6.4944735 up 9.021833 6.322621 0.012359 0.126679 2.699212 1.426913
1620194_aVvi.8672 Transcr ibed locus, moderately similar to NP_173714.2 multi-copper oxidase type I family prote 46.60856 51.51765 54.74328 57.61936 16 5.542523 5.686995 5.77461 5.848482 0.1361156 2.425533 0.18263891 12372 1.1461432 down 5.614759 5.811546 0.102157 0.052235 -0.1967873 0.966139
1620195_aVvi.2361 Transcr ibed locus, moderately similar to NP_564108.1 expressed protein [Arabidopsis thalian 632.1495 628.7484 730.8037 724.1018 16 9.304122 9.296339 9.51334 9.500049 0.0013884 26.80928 0.02397054 957 1.1538572 down 9.30023 9.506695 0.005503 0.009398 -0.206465 0.978282
1620196_aVvi.4568 Transcr ibed locus 221.4154 242.313 418.1377 398.6092 16 7.790612 7.920728 8.707834 8.638831 0.0080138 11.10343 0.03158401 4205 1.7625476 down 7.85567 8.673332 0.092006 0.048793 -0.817662 0.905727
1620197_aVvi.10687 Transcr ibed locus 449.701 449.2414 646.3399 625.7465 16 8.812822 8.811347 9.336149 9.289434 0.0021712 21.42609 0.02580234 1392 1.4149073 down 8.812084 9.312792 0.001043 0.033032 -0.500708 0.946234
1620198_at 4.69309 4.705321 4.49856 4.51102 16 2.230538 2.234293 2.169463 2.173454 0.0020138 22.25019 0.02553182 1306 1.0431577 up 2.232416 2.171459 0.002655 0.002821 0.0609572 1.028072
1620199_aVvi.10507 Transcr ibed locus 6.094612 6.166081 5.876689 5.770856 16 2.607534 2.624354 2.555004 2.528786 0.0415034 4.754474 0.07199238 9570 1.0526674 up 2.615944 2.541894 0.011893 0.018539 0.0740497 1.029132
1620200_aVvi.3084 Transcr ibed locus, moderately similar to NP_914259.1 putative ribosomal protein S10 [Oryza 14.99661 8.457038 5.696908 5.332132 16 3.906565 3.080153 2.510179 2.414712 0.1314502 2.47843 0.17745459 12297 2.0433168 up 3.493359 2.462446 0.584362 0.067505 1.0309129 1.418654
1620201_aVvi.5801 Transcr ibed locus, moderately similar to NP_197474.1 pectinesterase family protein [Arabido 5.2839 5.280561 5.05717 5.066443 16 2.401603 2.400691 2.33833 2.340973 5.16E-04 43.98666 0.01962006 436 1.0435468 up 2.401147 2.339652 6.45E-04 0.001869 0.0614953 1.026284
1620202_aVvi.4769 Transcr ibed locus 6.015098 6.044459 5.7992 5.695075 16 2.588588 2.595613 2.535854 2.509715 0.0360687 5.121919 0.06505083 9204 1.0492194 up 2.592101 2.522784 0.004967 0.018483 0.0693164 1.027476
1620203_aVvi.6736 Transcr ibed locus, weakly similar to NP_200409.1 serine-rich protein-related [Arabidopsis th 68.82611 70.34599 34.73285 36.21249 16 6.104884 6.136396 5.118229 5.178415 0.0012183 28.62424 0.02331889 865 1.96199 up 6.12064 5.148322 0.022282 0.042558 0.972318 1.188861
1620204_aVvi.1691 Transcr ibed locus 192.6768 204.2176 198.2009 208.1261 16 7.590039 7.673963 7.63082 7.701314 0.5976011 0.621628 0.64117604 15472 1.0238938 down 7.632001 7.666067 0.059343 0.049847 -0.034066 0.995556
1620205_aVvi.9061 Transcr ibed locus, weakly similar to NP_850262.1 CAAX amino terminal protease family prote 764.0894 657.0305 1244.019 1026.956 16 9.577598 9.359817 10.28079 10.00416 0.0619833 3.82745 0.09723582 10582 1.595234 down 9.468707 10.14248 0.153994 0.195609 -0.673768 0.93357
1620206_aVvi.12089 Transcr ibed locus, weakly similar to NP_565813.1 glycosyl transferase family 2 protein [Arabi 4.888871 4.891861 4.7231 4.760372 16 2.289501 2.290384 2.239734 2.251074 0.0159177 7.831173 0.04001593 6603 1.031353 up 2.289943 2.245404 6.24E-04 0.008019 0.0445383 1.019835
1620207_aVvi.7317 Transcr ibed locus, weakly similar to NP_194504.1 yippee family protein [Arabidopsis thaliana] 3285.7 3268.575 776.9752 643.6938 16 11.68199 11.67445 9.601725 9.330231 0.003747 16.2905 0.02823139 2201 4.6339335 up 11.67822 9.465978 0.005331 0.191975 2.212237 1.233704
1620208_aVvi.4683 Transcr ibed locus, moderately similar to NP_197067.2 phytochelatin synthetase family protein 6.006151 6.028427 5.747024 5.744504 16 2.586441 2.591782 2.522815 2.522182 0.0016257 24.77148 0.02492374 1081 1.0472549 up 2.589111 2.522499 0.003777 4.47E-04 0.0666127 1.026407
1620209_aVvi.7931 Clone 7 powdery mildew-resistant-like mRNA, partial sequence 1741.291 1720.271 2183.052 2115.501 16 10.76594 10.74842 11.09213 11.04678 0.0060044 12.847 0.03011773 3308 1.2416649 down 10.75718 11.06946 0.01239 0.032065 -0.312276 0.971789
1620210_at 148.1209 180.6615 232.0551 211.4155 16 7.21063 7.497146 7.858324 7.723937 0.1098095 2.763281 0.1533528 11887 1.3540134 down 7.353888 7.79113 0.202597 0.095026 -0.437242 0.94388
1620211_aVvi.5133 Transcr ibed locus, weakly similar to NP_187413.1 expressed protein [Arabidopsis thaliana] 70.72203 62.41063 52.58902 45.16802 16 6.144088 5.96372 5.71669 5.49723 0.0878818 3.146728 0.12774836 11420 1.3631499 up 6.053904 5.606959 0.127539 0.155182 0.4469443 1.079712
1620212_aVvi.6728 Transcr ibed locus, weakly similar to XP_475206.1 unknown protein [Oryza sativa (japonica cu 1113.256 1052.407 1296.705 1522.782 16 10.12057 10.03948 10.34063 10.57249 0.0919487 3.065897 0.13248847 11521 1.2982256 down 10.08002 10.45656 0.057342 0.163949 -0.376541 0.96399
1620213_aVvi.4219 Transcr ibed locus, weakly similar to NP_566044.1 expressed protein [Arabidopsis thaliana] 546.6682 531.463 655.2526 650.8516 16 9.094522 9.053825 9.355907 9.346185 0.005661 13.23437 0.02979867 3151 1.2115657 down 9.074173 9.351046 0.028777 0.006875 -0.276873 0.970391
1620214_aVvi.12863 Transcr ibed locus, moderately similar to NP_198811.1 thioredoxin H-type 2 (TRX-H-2) (Gif2 5636.13 5723.596 5287.039 5406.675 16 12.46049 12.48271 12.36824 12.40053 0.0469502 4.450974 0.07872617 9900 1.0623157 up 12.4716 12.38439 0.01571 0.022827 0.087213 1.007042
1620215_aVvi.8943 Transcr ibed locus, weakly similar to NP_173924.1 lysine and histidine specific transporter, pu 4.49478 4.491717 4.377297 4.374317 16 2.168251 2.167267 2.13004 2.129058 3.31E-04 54.97116 0.01827131 292 1.0268389 up 2.167759 2.129549 6.95E-04 6.95E-04 0.03821 1.017943
1620216_at 7.21752 7.382245 6.731984 6.693512 16 2.851503 2.88406 2.751032 2.742764 0.0187615 7.197603 0.04354611 7151 1.0874007 up 2.867781 2.746898 0.023021 0.005846 0.1208837 1.044007
1620217_aVvi.5205 Transcr ibed locus, strongly similar to NP_190276.1 protein kinase family protein [Arabidopsis 8.087298 8.016476 7.679052 7.781285 16 3.015658 3.002968 2.940928 2.960009 0.0358832 5.135884 0.06481705 9190 1.0416313 up 3.009313 2.950468 0.008973 0.013492 0.0588447 1.019944
1620218_at 45.81694 48.44701 43.58458 39.52598 16 5.517809 5.598336 5.445746 5.30473 0.1531586 2.251809 0.20148487 12619 1.1351119 up 5.558072 5.375238 0.056941 0.099714 0.1828345 1.034014
1620219_aVvi.1795 Transcr ibed locus, weakly similar to XP_470255.1 Putative DEAD/DEAH box RNA helicase p 4717.139 4703.003 4862.19 4857.426 16 12.2037 12.19937 12.24739 12.24598 0.0025344 19.82612 0.0266497 1572 1.0317917 down 12.20153 12.24668 0.003062 0.001 -0.045152 0.996313
1620220_aVvi.1026 Transcr ibed locus, strongly similar to NP_175831.1 eukaryotic translation initiation factor SU 4721.178 4615.956 3653.364 3573.858 16 12.20493 12.17241 11.83501 11.80327 0.0037594 16.2634 0.02823139 2209 1.2919368 up 12.18867 11.81914 0.022995 0.022446 0.369535 1.031266
1620221_at 5.120994 5.135341 4.934213 4.967763 16 2.356424 2.36046 2.30282 2.312596 0.010692 9.593269 0.0347578 5106 1.0357916 up 2.358442 2.307708 0.002854 0.006913 0.0507338 1.021984
1620222_x_Vvi.7635 Putative ripening-induced protein 1 precursor (mrip1) 861.7328 805.0369 1774.6 1635.113 16 9.751097 9.652911 10.79328 10.67518 0.0054892 13.4416 0.02965942 3068 2.0451727 down 9.702004 10.73423 0.069428 0.083511 -1.0322225 0.903838
1620223_aVvi.2977 Transcr ibed locus, moderately similar to NP_566301.1 expressed protein [Arabidopsis thalian 5.403439 5.434013 5.129443 5.156841 16 2.433878 2.442018 2.358802 2.366488 0.0054799 13.45307 0.02965942 3064 1.0535825 up 2.437948 2.362645 0.005756 0.005434 0.0753033 1.031872
1620224_aVvi.9069 Transcr ibed locus, weakly similar to NP_193034.1 auxin-responsive protein, putative [Arabido 102.5943 138.8247 623.4121 606.3508 16 6.680806 7.117121 9.284042 9.244009 0.0084713 10.79574 0.03208511 4381 5.1517487 down 6.898964 9.264026 0.308521 0.028308 -2.3650625 0.744705
1620225_s_at 7282.14 7280.946 6699.381 6410.987 16 12.83015 12.82991 12.70981 12.64633 0.0409677 4.787479 0.07137632 9528 1.1110753 up 12.83003 12.67807 1.67E-04 0.044887 0.151957 1.011986
1620226_aVvi.11362 Transcr ibed locus, moderately similar to NP_195072.2 ABC transporter family protein [Arabid 181.4966 186.1467 229.3695 206.9833 16 7.503799 7.540297 7.84153 7.693371 0.0845737 3.216534 0.12376306 11344 1.1854237 down 7.522048 7.76745 0.025808 0.104764 -0.2454028 0.968406
1620227_aVvi.1294 Transcr ibed locus, moderately similar to NP_565824.1 DNAJ heat shock N-terminal domain- 215.565 194.9084 135.7172 112.0771 16 7.751979 7.606652 7.08446 6.808347 0.0424473 4.697817 0.07304959 9646 1.6619904 up 7.679316 6.946404 0.102761 0.195241 0.7329121 1.10551
1620228_aVvi.4848 Transcr ibed locus 6.025817 6.057586 5.749595 5.744105 16 2.591157 2.598743 2.52346 2.522082 0.0028405 18.72293 0.0270467 1738 1.051303 up 2.59495 2.522771 0.005364 9.75E-04 0.0721786 1.028611
1620229_at 51.32945 49.87616 56.40391 60.11514 16 5.681715 5.640278 5.817723 5.909657 0.0566686 4.02008 0.09079441 10361 1.1508453 down 5.660996 5.86369 0.0293 0.065007 -0.202694 0.965432
1620230_aVvi.3135 Transcr ibed locus, moderately similar to NP_564618.1 brix domain-containing protein [Arabid 1829.311 1845.615 2723.538 3084.169 16 10.83709 10.84989 11.41127 11.59067 0.0181986 7.311205 0.04289239 7043 1.5773264 down 10.84349 11.50097 0.009052 0.126855 -0.657481 0.942833
1620231_sVvi.8010 Transcr ibed locus, moderately similar to NP_179364.2 zinc finger (C3HC4-type RING finger 1017.868 1094.621 399.8334 393.2029 16 9.991335 10.09622 8.643255 8.61913 0.0014479 26.25148 0.02428139 989 2.6621325 up 10.04378 8.631193 0.074162 0.017059 1.412583 1.16366
1620232_aVvi.15036 Transcr ibed locus 3.277118 3.293315 3.172689 3.199971 16 1.712428 1.719541 1.665706 1.678059 0.0251364 6.18783 0.05138717 8120 1.0310411 up 1.715984 1.671882 0.00503 0.008735 0.0441018 1.026379
1620233_aVvi.8618 Transcr ibed locus, weakly similar to NP_568218.1 transcr iption elongation factor-related [Ara  543.1633 518.781 555.866 552.3982 16 9.085242 9.018982 9.118593 9.109565 0.2050212 1.853282 0.25710115 13238 1.0438873 down 9.052113 9.114079 0.046853 0.006384 -0.0619655 0.993201
1620234_aVvi.2424 Transcr ibed locus, moderately similar to NP_564841.1 calcium-binding EF hand family protei 6.134416 6.104315 5.685403 5.529406 16 2.616926 2.609829 2.507263 2.467124 0.0251084 6.191421 0.05135626 8115 1.091403 up 2.613378 2.487194 0.005018 0.028382 0.126184 1.050733
1620235_aVvi.8552 Transcr ibed locus, weakly similar to XP_470153.1 unknown protein [Oryza sativa] 1102.479 1175.342 1399.782 1124.543 16 10.10654 10.19887 10.45099 10.13512 0.4835109 0.853008 0.5355469 14987 1.1021756 down 10.1527 10.29306 0.065286 0.223349 -0.140355 0.986364
1620236_at 3.652267 3.691639 3.594028 3.559541 16 1.868792 1.884261 1.845602 1.831691 0.0678207 3.641744 0.10436183 10788 1.0266044 up 1.876527 1.838646 0.010938 0.009836 0.0378804 1.020602
1620237_at 19.10094 17.60944 15.09215 16.71579 16 4.255572 4.138277 3.915727 4.06314 0.158491 2.202848 0.20719762 12697 1.1546782 up 4.196924 3.989433 0.08294 0.104237 0.2074907 1.05201
1620238_at 4.757032 4.779836 4.615567 4.642984 16 2.250062 2.256961 2.206508 2.215052 0.0161149 7.781919 0.0402569 6644 1.0300621 up 2.253511 2.21078 0.004879 0.006042 0.0427313 1.019329
1620239_aVvi.11822 Transcr ibed locus 8.278226 8.264964 7.480169 7.353406 16 3.049321 3.047009 2.903071 2.878413 0.0061308 12.71264 0.03016719 3373 1.1152934 up 3.048165 2.890742 0.001635 0.017436 0.1574232 1.054458
1620240_aVvi.14979 Transcr ibed locus 4.59226 4.612238 4.491943 4.442373 16 2.199204 2.205467 2.16734 2.151331 0.0377098 5.00279 0.06703697 9338 1.0302545 up 2.202336 2.159335 0.004428 0.01132 0.0430007 1.019914
1620241_aVvi.14916 Transcr ibed locus 3.538033 3.556423 3.418635 3.450145 16 1.822948 1.830427 1.77342 1.786657 0.0255432 6.136433 0.05183424 8179 1.0328627 up 1.826687 1.780039 0.005289 0.00936 0.0466485 1.026206
1620242_aVvi.15408 Transcr ibed locus 3675.341 3393.911 1336.295 1392.514 16 11.84366 11.72873 10.38402 10.44348 0.0022149 21.21297 0.02589414 1417 2.589095 up 11.7862 10.41375 0.081268 0.04204 1.372448 1.131792
1620243_at 619.1393 596.5969 816.9645 765.3628 16 9.27412 9.220613 9.67413 9.58 0.0197295 7.013596 0.0447256 7322 1.3010701 down 9.247366 9.627065 0.037836 0.06656 -0.379699 0.960559
1620244_aVvi.15227 Transcr ibed locus 13.85752 8.261604 21.17274 39.57126 16 3.792598 3.046422 4.404136 5.306381 0.1337046 2.452549 0.17995651 12334 2.705226 down 3.41951 4.855259 0.527626 0.637984 -1.435749 0.70429
1620245_at 2411.575 2618.226 1426.204 1166.194 16 11.23576 11.35437 10.47796 10.18759 0.0255484 6.135789 0.05183424 8180 1.9483973 up 11.29507 10.33278 0.083873 0.205324 0.962288 1.09313
1620246_aVvi.2771 Transcr ibed locus, moderately similar to NP_173410.1 expressed protein [Arabidopsis thalian 151.3528 172.6658 214.0444 188.5168 16 7.241771 7.431839 7.741767 7.558549 0.1408931 2.373915 0.1877293 12459 1.242592 down 7.336805 7.650158 0.134398 0.129554 -0.3133527 0.95904
1620247_aVvi.2429 Transcr ibed locus, moderately similar to NP_566327.1 expressed protein [Arabidopsis thalian 22.56564 27.48353 10.9962 15.66922 16 4.496056 4.780495 3.458933 3.969861 0.0872478 3.159813 0.1270269 11402 1.8972085 up 4.638275 3.714397 0.201129 0.361281 0.923878 1.248729
1620248_aVvi.4765 Transcr ibed locus 5.169653 5.161463 4.949889 4.938152 16 2.370068 2.36778 2.307396 2.303971 0.0010587 30.70932 0.02259248 771 1.0448096 up 2.368924 2.305684 0.001618 0.002422 0.0632401 1.027428
1620249_aVvi.6661 Transcr ibed locus, moderately similar to XP_482592.1 Exostosin family-like protein [Oryza sa 1390.832 1325.307 2364.572 2484.645 16 10.44173 10.37211 11.20736 11.27882 0.0035402 16.76226 0.02809704 2089 1.7853069 down 10.40692 11.24309 0.04923 0.05053 -0.8361725 0.925628
1620250_aVvi.952 Transcr ibed locus, weakly similar to NP_192573.1 expressed protein [Arabidopsis thaliana] 63.4538 80.41241 31.55378 29.65236 16 5.987635 6.329346 4.979741 4.890075 0.020211 6.926983 0.04523974 7416 2.3352585 up 6.15849 4.934908 0.241627 0.063403 1.223582 1.247944
1620251_aVvi.1619 Transcr ibed locus, weakly similar to XP_480123.1 hypothetical protein [Oryza sativa (japonica 990.4672 922.1307 881.6169 876.7763 16 9.951965 9.848827 9.784008 9.776065 0.1454326 2.327068 0.19274446 12525 1.0870056 up 9.900396 9.780037 0.07293 0.005617 0.120359 1.012307
1620252_at 3.093105 3.107704 3.005085 3.020791 16 1.629056 1.635849 1.587406 1.594926 0.014731 8.147862 0.03877052 6307 1.0290312 up 1.632453 1.591166 0.004804 0.005318 0.0412867 1.025947
1620253_aVvi.1712 Transcr ibed locus, strongly similar to NP_187204.1 26S proteasome AAA-ATPase subunit (R  2969.246 2845.252 2793.952 2650.326 16 11.53588 11.47434 11.44809 11.37195 0.191547 1.942578 0.24265721 13104 1.0681306 up 11.50511 11.41002 0.043516 0.053837 0.095088 1.008334
1620254_aVvi.15183 Transcr ibed locus 3.287812 3.296859 3.184341 3.205999 16 1.717128 1.721092 1.670995 1.680774 0.0145738 8.192676 0.0385769 6271 1.030415 up 1.71911 1.675884 0.002803 0.006915 0.0432256 1.025793
1620255_at 70.0794 71.34167 49.44025 41.27099 16 6.130919 6.156673 5.627614 5.367056 0.038648 4.938059 0.06821679 9404 1.5653237 up 6.143796 5.497335 0.018211 0.184242 0.646461 1.117595
1620256_aVvi.83 GO:001577Putative sucrose transporter (VvSUC11) 1326.324 1310.124 1237.888 1059.445 16 10.37322 10.35549 10.27366 10.04909 0.213325 1.802049 0.26600733 13313 1.151069 up 10.36435 10.16138 0.012537 0.158796 0.202974 1.019975
1620257_sVvi.15489 Transcr ibed locus 1238.323 1156.004 1211.987 1174.844 16 10.27417 10.17493 10.24316 10.19825 0.9501391 0.070601 0.9577541 16469 1.0026689 up 10.22455 10.22071 0.070174 0.031752 0.003845 1.000376
1620258_at 4.425812 4.453859 4.30341 4.337913 16 2.145942 2.155056 2.10548 2.117001 0.0332659 5.345021 0.06149837 8979 1.0275854 up 2.150499 2.111241 0.006444 0.008146 0.0392583 1.018595
1620259_aVvi.12130 Transcr ibed locus 17.61282 17.72712 17.28173 15.57119 16 4.138554 4.147886 4.111176 3.960808 0.2905905 1.42347 0.34618133 13935 1.0771568 up 4.14322 4.035992 0.006599 0.106327 0.1072283 1.026568
1620260_sVvi.1542 Transcr ibed locus, strongly similar to XP_464561.1 26S proteasome regulatory particle triple 1485.863 1374.973 1316.446 1564.644 16 10.53709 10.42519 10.36243 10.61162 0.9695225 0.043121 0.97398114 16525 1.0040909 down 10.48114 10.48703 0.079124 0.176201 -0.00589 0.999438
1620261_aVvi.3970 Transcr ibed locus 9.86847 9.848744 9.574974 9.565424 16 3.302826 3.29994 3.259269 3.257829 0.0014148 26.55734 0.02409896 973 1.0301356 up 3.301383 3.258549 0.002041 0.001018 0.0428343 1.013145
1620262_aVvi.4630 Transcr ibed locus 5.741879 5.725875 5.455597 5.485673 16 2.521523 2.517496 2.447737 2.455668 0.0042745 15.24626 0.02900377 2444 1.0481219 up 2.519509 2.451703 0.002847 0.005608 0.0678065 1.027657
1620263_aVvi.8934 Transcr ibed locus, moderately similar to XP_465889.1 putative Ubiquitin activating enzyme [O    250.4343 229.296 266.1693 267.3037 16 7.968288 7.841067 8.0562 8.062336 0.1359437 2.427438 0.18246719 12368 1.1131053 down 7.904678 8.059268 0.089959 0.004339 -0.15459 0.980818
1620264_x_at 425.0305 427.3485 416.7205 491.3344 16 8.731422 8.739269 8.702936 8.940561 0.5428937 0.726824 0.591063 15248 1.0617197 down 8.735346 8.821749 0.005549 0.168026 -0.086403 0.990206
1620265_aVvi.12950 Transcr ibed locus, strongly similar to NP_039387.1 NADH dehydrogenase subunit K [Oryza 218.7779 236.1469 241.8729 261.825 16 7.773323 7.883541 7.918105 8.032459 0.2056632 1.849224 0.25782827 13242 1.1071496 down 7.828432 7.975282 0.077936 0.080861 -0.14685 0.981587
1620266_aVvi.6952 Transcr ibed locus, moderately similar to NP_566453.1 WD-40 repeat family protein [Arabidop 1049.825 1017.849 550.4143 537.3077 16 10.03593 9.991308 9.104374 9.069605 9.30E-04 32.76024 0.02246529 686 1.9008319 up 10.01362 9.086989 0.031554 0.024585 0.926631 1.101973
1620267_aVvi.1605 Transcr ibed locus, moderately similar to NP_197514.2 SOUL heme-binding family protein [Ar 102.5999 109.8461 76.56128 83.09674 16 6.680885 6.779339 6.258543 6.37672 0.0330503 5.363332 0.06126628 8955 1.3309721 up 6.730112 6.317632 0.069618 0.083564 0.4124803 1.06529
1620268_aVvi.12169 Transcr ibed locus, moderately similar to NP_190207.1 3' exoribonuclease family domain 1-co   758.3605 793.0241 869.1694 988.4069 16 9.56674 9.631221 9.763494 9.948961 0.1199973 2.620198 0.16490172 12080 1.1951966 down 9.59898 9.856228 0.045595 0.131145 -0.257248 0.9739
1620269_aVvi.15226 Transcr ibed locus 4.621481 4.626426 4.422613 4.443275 16 2.208355 2.209898 2.144899 2.151623 0.0031967 17.64444 0.02774722 1910 1.0430914 up 2.209127 2.148261 0.001091 0.004755 0.0608657 1.028333
1620270_aVvi.8890 Transcr ibed locus 21.9813 33.19998 11.15517 9.857505 16 4.458205 5.053111 3.479641 3.301223 0.0480427 4.396265 0.08005662 9962 2.5761669 up 4.755658 3.390432 0.420662 0.126161 1.3652261 1.40267
1620271_aVvi.11638 Transcr ibed locus, moderately similar to NP_568744.1 ABA-responsive protein (HVA22e) [Ar 15.99419 10.9771 9.734318 9.694693 16 3.999476 3.456425 3.28308 3.277195 0.2408922 1.649153 0.2950201 13555 1.3639715 up 3.727951 3.280138 0.383995 0.004161 0.4478135 1.136523
1620272_aVvi.1077 Transcr ibed locus 669.6544 585.6525 734.6256 928.2999 16 9.387273 9.193901 9.520865 9.858447 0.1766661 2.051547 0.22673139 12935 1.3186574 down 9.290586 9.689656 0.136734 0.238706 -0.39907 0.958815
1620273_at 4.279993 4.309013 4.13688 4.130917 16 2.097608 2.107358 2.048543 2.046462 0.008119 11.03044 0.03164294 4257 1.038845 up 2.102483 2.047503 0.006894 0.001472 0.0549803 1.026852
1620274_aVvi.15006 Transcr ibed locus 4.262721 4.287243 4.119707 4.143746 16 2.091775 2.10005 2.042542 2.050936 0.0140624 8.343561 0.03805563 6133 1.0346723 up 2.095913 2.046739 0.005852 0.005935 0.0491739 1.024025
1620275_x_at 5.429178 5.483151 5.209638 5.162923 16 2.440734 2.455005 2.381183 2.368188 0.0169484 7.583324 0.0413426 6805 1.0520358 up 2.44787 2.374686 0.010091 0.009189 0.0731837 1.030818
1620276_aVvi.14899 Transcr ibed locus 195.2259 196.4143 32.62279 47.55486 16 7.609 7.617756 5.027808 5.571521 0.0135297 8.509693 0.03744916 5997 4.971613 up 7.613379 5.299665 0.006192 0.384463 2.313714 1.436577
1620277_aVvi.3599 Transcr ibed locus 4.389681 4.409921 4.229332 4.229712 16 2.134116 2.140753 2.08043 2.080559 0.0033803 17.15606 0.02783547 2009 1.0402571 up 2.137435 2.080494 0.004693 9.15E-05 0.0569401 1.027369
1620278_aVvi.8839 Transcr ibed locus, moderately similar to NP_177931.1 AP2 domain-containing transcr iption f   4.770744 4.821275 4.559704 4.580261 16 2.254214 2.269415 2.18894 2.19543 0.0137951 8.425747 0.03764948 6080 1.0494473 up 2.261815 2.192185 0.010748 0.004589 0.0696296 1.031763
1620279_aVvi.10078 Transcr ibed locus, moderately similar to NP_194739.1 tRNA-splicing endonuclease positive 468.1558 440.4132 370.5549 436.9976 16 8.870845 8.782714 8.533544 8.771482 0.3032653 1.373612 0.35870698 14035 1.1283908 up 8.826779 8.652513 0.062318 0.168248 0.174266 1.020141
1620280_aVvi.10417 Transcr ibed locus 155.1958 153.6265 188.0345 171.5632 16 7.277946 7.263283 7.554853 7.422597 0.0817976 3.278204 0.12058283 11261 1.1632088 down 7.270615 7.488725 0.010368 0.093519 -0.2181101 0.970875
1620281_aVvi.14479 Transcr ibed locus 9.726441 9.841132 9.259198 9.247901 16 3.281912 3.298824 3.210887 3.209126 0.0110084 9.452115 0.03499837 5221 1.0572828 up 3.290368 3.210007 0.011959 0.001245 0.0803613 1.025035
1620282_aVvi.6194 Transcr ibed locus, moderately similar to XP_493828.1 putative calcium ATPase [Oryza sativa 518.0555 521.8497 403.002 374.1008 16 9.016963 9.027491 8.654643 8.547283 0.0160011 7.810233 0.04010628 6621 1.339099 up 9.022226 8.600964 0.007444 0.075915 0.421262 1.048978
1620283_s_at 3421.583 3591.041 6322.151 6144.302 16 11.74045 11.81019 12.6262 12.58503 0.0023697 20.50588 0.02619858 1500 1.7780554 down 11.77532 12.60562 0.049312 0.029108 -0.830301 0.934132
1620284_aVvi.3986 Transcr ibed locus, moderately similar to NP_567979.1 cyclase family protein [Arabidopsis tha 301.6314 304.4026 341.6974 346.6477 16 8.236643 8.249837 8.416575 8.437326 0.0044493 14.94169 0.02924136 2525 1.135801 down 8.24324 8.42695 0.00933 0.014673 -0.18371 0.9782
1620285_at 4.934066 4.967 4.739151 4.785748 16 2.302777 2.312375 2.244628 2.258745 0.0225346 6.548426 0.04804731 7785 1.0394998 up 2.307576 2.251687 0.006786 0.009982 0.0558894 1.024821
1620286_aVvi.11587 Transcr ibed locus 9.735585 9.604344 9.146544 9.179954 16 3.283268 3.263687 3.193227 3.198487 0.0166325 7.656846 0.04096936 6739 1.0552764 up 3.273478 3.195857 0.013846 0.00372 0.077621 1.024288
1620287_aVvi.230 Transcr ibed locus, moderately similar to NP_569048.1 cucumisin-like serine protease (ARA1 5.235988 5.289473 4.983275 5.029359 16 2.388462 2.403124 2.317094 2.330375 0.0183257 7.285113 0.04309389 7059 1.0512156 up 2.395793 2.323734 0.010368 0.009391 0.0720587 1.03101
1620288_sVvi.8000 Transcr ibed locus, weakly similar to XP_464429.1 putative thioredoxin peroxidase [Oryza sativ   3386.442 3480.308 4144.831 4072.183 16 11.72555 11.765 12.0171 11.99159 0.0081196 11.03 0.03164294 4258 1.1967034 down 11.74528 12.00434 0.027891 0.018039 -0.259066 0.978419
1620289_aVvi.12569 Transcr ibed locus, moderately similar to NP_568052.1 cysteine proteinase RD19a (RD19A) 6.347885 6.442532 5.934611 6.202879 16 2.666276 2.687628 2.569154 2.632938 0.1526079 2.256999 0.20087186 12612 1.0540229 up 2.676952 2.601046 0.015098 0.045102 0.0759064 1.029183
1620290_aVvi.6610 Transcr ibed locus, weakly similar to NP_187702.1 zinc finger (C3HC4-type RING finger) fam 4.407343 4.396283 4.244116 4.284153 16 2.139909 2.136284 2.085464 2.09901 0.0225852 6.540834 0.04811489 7792 1.0322982 up 2.138097 2.092237 0.002563 0.009578 0.0458598 1.021919
1620291_aVvi.5924 Transcr ibed locus, moderately similar to NP_200904.1 pentatricopeptide (PPR) repeat-conta 117.954 112.3298 206.1045 214.4155 16 6.882081 6.811597 7.687233 7.744265 0.002711 19.16687 0.02697927 1665 1.8262824 down 6.846839 7.715749 0.049839 0.040328 -0.86891 0.887385
1620292_aVvi.267 Transcr ibed locus, moderately similar to NP_565335.1 membrane protein, putative [Arabidops 3566.747 3218.511 7.940816 8.080521 16 11.80039 11.65218 2.989287 3.014448 7.42E-05 116.0657 0.0147934 82 422.97208 up 11.72629 3.001868 0.104804 0.017792 8.7244182 3.90633
1620293_at 7.673348 7.781467 7.072966 6.985036 16 2.939856 2.960042 2.822315 2.804268 0.0096729 10.09378 0.03355114 4782 1.0993553 up 2.949949 2.813292 0.014274 0.012762 0.1366578 1.048576
1620294_x_at 7.885989 7.83207 7.076983 6.93267 16 2.979292 2.969394 2.823134 2.793411 0.0087796 10.60198 0.03246037 4489 1.121998 up 2.974343 2.808273 0.006999 0.021018 0.16607 1.059136
1620295_aVvi.15347 Transcr ibed locus 21.95787 21.80103 21.07522 21.17236 16 4.456666 4.446324 4.397476 4.40411 0.0143654 8.253215 0.03835535 6217 1.0357689 up 4.451495 4.400793 0.007313 0.004691 0.050702 1.011521
1620296_aVvi.1134 Transcr ibed locus, weakly similar to NP_192705.1 oxidoreductase family protein [Arabidopsis 381.2004 424.545 481.1421 483.3276 16 8.574406 8.729774 8.910319 8.916858 0.0781808 3.363214 0.11660596 11130 1.1987231 down 8.65209 8.913589 0.109862 0.004623 -0.261499 0.970663
1620297_aVvi.14459 Transcr ibed locus 4.072984 4.110655 3.951381 3.984375 16 2.026086 2.039368 1.982357 1.994353 0.0383499 4.95837 0.06786248 9381 1.0312343 up 2.032727 1.988355 0.009392 0.008483 0.044372 1.022316
1620298_aVvi.12042 Transcr ibed locus, weakly similar to NP_173899.1 F-box family protein / tubby family protein [A  79.41347 71.75851 250.1252 229.6399 16 6.311312 6.165078 7.966507 7.84323 0.0032762 17.42802 0.02783547 1941 3.1748164 down 6.238195 7.904868 0.103403 0.08717 -1.666673 0.789159
1620299_aVvi.2302 Transcr ibed locus, moderately similar to NP_199935.2 ubiquinol-cytochrome C chaperone fa 1721.728 1712.327 445.9619 445.3217 16 10.74964 10.74174 8.800777 8.798704 4.40E-06 476.5638 0.00664543 10 3.852918 up 10.74569 8.79974 0.005586 0.001465 1.945951 1.221137
1620300_aVvi.13747 Transcr ibed locus, moderately similar to NP_564545.1 expressed protein [Arabidopsis thalian 1616.367 1658.929 2289.352 2462.154 16 10.65854 10.69604 11.16072 11.26571 0.0106445 9.615005 0.03473294 5086 1.4498733 down 10.67729 11.21322 0.026515 0.074233 -0.535927 0.952206
1620301_aVvi.11579 Transcr ibed locus 4.437401 4.459014 4.276165 4.300576 16 2.149715 2.156725 2.096317 2.10453 0.0102951 9.779364 0.0342593 4988 1.0372735 up 2.15322 2.100424 0.004957 0.005807 0.0527964 1.025136
1620302_aVvi.12176 Transcr ibed locus, moderately similar to XP_468773.1 putative heat shock protein [Oryza sativ 14.60978 15.6863 14.89882 13.30244 16 3.868863 3.971433 3.897126 3.733619 0.3910627 1.085663 0.44630665 14546 1.0753272 up 3.920148 3.815373 0.072528 0.115618 0.1047756 1.027461
1620303_aVvi.3080 Transcr ibed locus, moderately similar to NP_566609.1 tetratricopeptide repeat (TPR)-contain   496.446 593.8532 910.4517 798.1849 16 8.955493 9.213963 9.830439 9.640579 0.0556905 4.058413 0.08961647 10316 1.5700176 down 9.084728 9.735509 0.182766 0.134251 -0.650781 0.933154
1620304_at 937.7647 942.0811 853.5192 877.8503 16 9.873082 9.879707 9.73728 9.777831 0.0286096 5.784505 0.05549971 8557 1.0858608 up 9.876394 9.757555 0.004685 0.028674 0.118839 1.012179
1620305_at 4.93259 4.956099 4.696528 4.695839 16 2.302345 2.309205 2.231595 2.231383 0.0021272 21.64747 0.02580234 1364 1.0528402 up 2.305775 2.231489 0.004851 1.50E-04 0.0742865 1.03329
1620306_aVvi.9157 Transcr ibed locus, moderately similar to NP_177678.2 FAD-binding domain-containing prote 3.537689 3.556739 3.417821 3.431627 16 1.822807 1.830555 1.773077 1.778893 0.0090059 10.46614 0.03276631 4562 1.0357647 up 1.826681 1.775985 0.005479 0.004112 0.0506962 1.028545
1620307_aVvi.1920 Transcr ibed locus, moderately similar to NP_194404.1 embryo-specific protein 1 (ATS1) [Ara 4.764174 4.753267 4.557132 4.575534 16 2.252226 2.24892 2.188126 2.19394 0.0031401 17.80335 0.02772998 1879 1.0421331 up 2.250573 2.191033 0.002338 0.004111 0.0595396 1.027174
1620308_aVvi.9362 Transcr ibed locus, weakly similar to NP_181340.1 3-oxo-5-alpha-steroid 4-dehydrogenase, p      88.40975 83.00733 178.5244 171.8453 16 6.466134 6.375167 7.479977 7.424966 0.0026432 19.41219 0.02672241 1640 2.0446038 down 6.420651 7.452472 0.064323 0.038898 -1.0318212 0.861546
1620309_at 267.6775 257.6645 133.6839 158.7602 16 8.064352 8.00935 7.062682 7.310705 0.0216034 6.692862 0.04686775 7648 1.802698 up 8.036851 7.186693 0.038892 0.175379 0.850158 1.118296
1620310_aVvi.5019 Transcr ibed locus, moderately similar to NP_568150.1 ABC1 family protein [Arabidopsis thali 174.8776 195.7061 47.29976 42.54727 16 7.450202 7.612545 5.563761 5.410995 0.0029603 18.33848 0.02750406 1785 4.12386 up 7.531373 5.487378 0.114794 0.108022 2.0439954 1.37249
1620311_at 10.99256 11.05163 9.630089 9.500874 16 3.458455 3.466187 3.267549 3.24806 0.0026171 19.5089 0.02668185 1626 1.1522999 up 3.462321 3.257805 0.005467 0.013781 0.2045162 1.062777
1620312_aVvi.3380 Transcr ibed locus, moderately similar to NP_918508.1 B1112D09.9 [Oryza sativa (japonica c 249.1923 230.6535 243.6661 220.4531 16 7.961115 7.849583 7.928762 7.784329 0.6462346 0.534889 0.6863728 15630 1.0344073 up 7.905349 7.856545 0.078865 0.10213 0.0488043 1.006212
1620313_at 1617.597 1638.845 2232.039 2078.129 16 10.65964 10.67846 11.12415 11.02107 0.0164396 7.702786 0.04070085 6704 1.322766 down 10.66905 11.07261 0.013313 0.072886 -0.403558 0.963553
1620314_aVvi.15236 Transcr ibed locus 4.558512 4.591862 4.361619 4.371532 16 2.188563 2.199079 2.124864 2.128139 0.0066261 12.22375 0.03064144 3589 1.0477684 up 2.193821 2.126501 0.007436 0.002316 0.06732 1.031658
1620315_at 4.44115 4.547488 4.308805 4.327884 16 2.150933 2.18507 2.107288 2.113662 0.0802823 3.313149 0.11892983 11206 1.0406802 up 2.168001 2.110475 0.024138 0.004507 0.0575268 1.027258
1620316_aVvi.15771 Transcr ibed locus 4.372383 4.39403 4.287204 4.227862 16 2.12842 2.135545 2.100037 2.079928 0.058865 3.937408 0.09346069 10455 1.0295398 up 2.131982 2.089983 0.005038 0.014219 0.0419996 1.020096
1620317_at 10.26502 10.30528 9.941782 10.07997 16 3.359665 3.365311 3.313505 3.33342 0.0636903 3.770601 0.09935034 10642 1.0274198 up 3.362488 3.323462 0.003993 0.014082 0.0390258 1.011743
1620318_aVvi.6402 GO:000701Beta-tubulin (TUB) 5.992981 6.016193 5.834148 5.869601 16 2.583274 2.588851 2.544522 2.553263 0.0189024 7.169943 0.04375713 7170 1.0260992 up 2.586062 2.548892 0.003944 0.00618 0.0371701 1.014583
1620319_s_at 754.6804 864.6726 501.9369 450.3879 16 9.559722 9.75601 8.971362 8.815024 0.0258825 6.094485 0.0522548 8220 1.698984 up 9.657866 8.893193 0.138797 0.110547 0.764673 1.085984
1620320_aVvi.597 Transcr ibed locus, strongly similar to NP_563676.1 splicing factor Prp18 family protein [Arab 238.0975 255.7372 235.0617 240.3754 16 7.895409 7.998518 7.876895 7.909145 0.4231799 0.998624 0.478455 14683 1.0380983 up 7.946963 7.89302 0.072909 0.022804 0.0539433 1.006834
1620321_aVvi.3171 Transcr ibed locus, weakly similar to XP_474060.1 OSJNBb0079B02.2 [Oryza sativa (japonica 279.692 276.3395 448.4969 421.2326 16 8.127695 8.110298 8.808954 8.718473 0.0050672 13.99459 0.02943507 2854 1.5634328 down 8.118997 8.763714 0.012301 0.06398 -0.644717 0.926433
1620322_aVvi.7342 Transcr ibed locus, moderately similar to NP_172221.1 Ras-related GTP-binding protein, put 525.964 493.9934 670.7313 638.825 16 9.03882 8.948348 9.389591 9.319277 0.0242927 6.298471 0.05034426 8010 1.2841825 down 8.993584 9.354434 0.063974 0.04972 -0.36085 0.961425
1620323_at 6.282143 6.289518 6.175803 5.968885 16 2.651257 2.65295 2.626627 2.577462 0.1788025 2.035154 0.22899626 12962 1.0353073 up 2.652103 2.602044 0.001197 0.034765 0.0500592 1.019238
1620324_aVvi.14858 Transcr ibed locus 4.325652 4.315238 4.201854 4.223882 16 2.112918 2.10944 2.071026 2.07857 0.0127833 8.759588 0.03674486 5773 1.0255381 up 2.111179 2.074798 0.002459 0.005334 0.036381 1.017535
1620325_aVvi.12843 Transcr ibed locus, moderately similar to NP_191884.1 homocysteine S-methyltransferase 2 ( 783.6974 739.1733 609.8783 559.2401 16 9.614153 9.529769 9.252378 9.127324 0.0368294 5.065728 0.06600904 9262 1.3032461 up 9.57196 9.189851 0.059668 0.088426 0.382109 1.041579
1620326_at 6.731905 6.77797 7.270756 6.543844 16 2.751015 2.760853 2.862105 2.710138 0.730064 0.396465 0.76296884 15885 1.0211451 down 2.755934 2.786122 0.006957 0.107457 -0.0301878 0.989165
1620327_aVvi.13231 Transcr ibed locus 320.1477 340.528 379.5481 399.0988 16 8.322594 8.41163 8.568139 8.640602 0.0538434 4.133547 0.08733837 10234 1.1787509 down 8.367111 8.60437 0.062958 0.051239 -0.237259 0.972426
1620328_aVvi.14649 Transcr ibed locus 3.280886 3.295269 3.183898 3.198522 16 1.714085 1.720396 1.670794 1.677405 0.0110356 9.440249 0.03503452 5227 1.0303547 up 1.717241 1.6741 0.004463 0.004675 0.0431411 1.02577
1620329_aVvi.4063 Transcr ibed locus 4.484998 4.491921 4.302002 4.305771 16 2.165107 2.167332 2.105008 2.106272 4.46E-04 47.34802 0.01871624 393 1.0428848 up 2.16622 2.10564 0.001573 8.94E-04 0.0605797 1.02877
1620330_aVvi.6477 Transcr ibed locus, moderately similar to XP_473308.1 OSJNBb0020O11.15 [Oryza sativa (ja 90.87251 106.8031 97.1918 98.37383 16 6.505772 6.73881 6.602763 6.620203 0.9347299 0.092503 0.94434285 16432 1.00752 up 6.622291 6.611483 0.164783 0.012332 0.0108084 1.001635
1620331_aVvi.6979 Transcr ibed locus 3.905549 3.919605 3.759099 3.77633 16 1.965525 1.970708 1.910387 1.916985 0.0058873 12.97528 0.03008681 3246 1.0384494 up 1.968117 1.913686 0.003665 0.004665 0.054431 1.028443
1620332_aVvi.10591 Transcr ibed locus, moderately similar to XP_454338.1 unnamed protein product [Kluyveromyc 273.0946 272.8166 3378.098 3745.553 16 8.093257 8.091787 11.72199 11.87096 4.04E-04 49.72557 0.01871624 352 13.031729 down 8.092522 11.79648 0.001039 0.105337 -3.703956 0.686012
1620333_aVvi.15390 Transcr ibed locus 4.432168 4.508164 4.273243 4.330504 16 2.148012 2.17254 2.095331 2.114535 0.0708875 3.5532 0.10805162 10890 1.039106 up 2.160276 2.104933 0.017344 0.013579 0.0553429 1.026292
1620334_at 210.7369 226.8873 185.4331 202.6638 9 7.719299 7.825832 7.534755 7.662945 0.1724827 2.084436 0.22222237 12885 1.1279601 up 7.772566 7.59885 0.07533 0.090644 0.173716 1.022861
1620335_at 4.533977 4.524965 4.381075 4.387103 16 2.180777 2.177907 2.131285 2.133269 0.0013711 26.97865 0.02391054 951 1.0331609 up 2.179342 2.132277 0.00203 0.001403 0.047065 1.022073
1620336_at 14.18031 11.9279 25.3306 29.53951 16 3.825817 3.576268 4.662809 4.884574 0.0233715 6.425969 0.04907217 7906 2.1032922 down 3.701042 4.773692 0.176458 0.156811 -1.0726493 0.7753
1620337_aVvi.9828 Transcr ibed locus, moderately similar to NP_565560.1 cyclic nucleotide-regulated ion channe 848.788 868.7139 807.0339 831.0627 16 9.72926 9.762737 9.656486 9.698813 0.1268641 2.533045 0.17245539 12212 1.048516 up 9.745998 9.67765 0.023672 0.02993 0.0683485 1.007063
1620338_at 4.233942 4.245505 4.092577 4.107644 16 2.082001 2.085936 2.03301 2.038311 0.0046371 14.63396 0.02926091 2628 1.0340518 up 2.083969 2.03566 0.002782 0.003749 0.0483083 1.023731
1620339_at 5.042341 5.088691 4.838073 4.806359 16 2.334094 2.347295 2.274433 2.264944 0.0128531 8.735303 0.03679087 5799 1.0504484 up 2.340694 2.269689 0.009335 0.006709 0.0710054 1.031284
1620340_sVvi.5025 Transcr ibed locus, weakly similar to NP_197844.1 F-box family protein / SKP1 interacting par 457.1564 423.0258 409.1465 393.9996 16 8.836544 8.724602 8.676474 8.62205 0.1693348 2.109908 0.21886636 12843 1.0952889 up 8.780573 8.649261 0.079155 0.038483 0.131312 1.015182
1620341_aVvi.15088 Transcr ibed locus 4.533101 4.583969 4.368707 4.392268 16 2.180498 2.196597 2.127206 2.134966 0.0233391 6.430584 0.04903486 7901 1.040633 up 2.188548 2.131086 0.011384 0.005487 0.0574613 1.026963
1620342_aVvi.13120 GO:000816Putative O-methyltransferase (COMT) 3274.46 3344.947 3104.841 3131.482 16 11.67704 11.70777 11.6003 11.61263 0.0351587 5.191472 0.06392568 9130 1.0613766 up 11.6924 11.60647 0.021727 0.008717 0.085937 1.007404
1620343_aVvi.15531 Transcr ibed locus 4.267215 4.287816 4.133252 4.161965 16 2.093295 2.100243 2.047278 2.057265 0.0181814 7.314779 0.04286988 7040 1.031324 up 2.096769 2.052271 0.004913 0.007062 0.0444978 1.021682
1620344_aVvi.4605 Transcr ibed locus, moderately similar to NP_180133.1 protein phosphatase 2C, putative / PP2 774.5204 804.7784 1181.518 1231.486 16 9.597159 9.652448 10.20643 10.26618 0.0044019 15.02247 0.02920871 2498 1.5278487 down 9.624804 10.23631 0.039095 0.042255 -0.611501 0.940262
1620345_aVvi.1843 Transcr ibed locus, moderately similar to NP_566975.1 C-14 sterol reductase / delta(14)-ster 431.3235 474.9579 685.806 670.7221 16 8.752626 8.891656 9.421657 9.389571 0.0146231 8.17854 0.03865814 6279 1.4984514 down 8.822142 9.405614 0.098309 0.022688 -0.583472 0.937966
1620346_aVvi.14618 Transcr ibed locus 951.3084 924.1292 950.4937 886.387 16 9.893769 9.851951 9.892533 9.791793 0.6302123 0.562856 0.6713368 15584 1.0215055 up 9.87286 9.842163 0.02957 0.071234 0.030697 1.003119
1620347_aVvi.1108 Transcr ibed locus, weakly similar to NP_914041.1 putative symbiosis-related protein [Oryza s 416.955 486.8939 221.4338 213.1114 16 8.703748 8.927464 7.790732 7.735464 0.0117731 9.134697 0.03566069 5480 2.0741315 up 8.815605 7.763098 0.158191 0.039081 1.052507 1.135578
1620348_aVvi.6940 Transcr ibed locus, weakly similar to NP_199957.1 23.5 kDa mitochondrial small heat shock pr  1155.281 1101.861 91.40216 110.7971 16 10.17403 10.10573 6.514156 6.791777 0.0016764 24.39262 0.02493529 1111 11.211527 up 10.13988 6.652967 0.048296 0.196307 3.4869105 1.524114
1620349_aVvi.6640 Transcr ibed locus, moderately similar to NP_195696.1 expressed protein [Arabidopsis thalian 2713.884 2759.615 3877.976 3825.046 16 11.40614 11.43025 11.92109 11.90126 0.0010007 31.5878 0.02259248 732 1.4073461 down 11.4182 11.91118 0.017047 0.014019 -0.492977 0.958612
1620350_at 7.47434 7.572291 6.960607 6.921505 14 2.901946 2.92073 2.799213 2.791086 0.0076682 11.35389 0.03135112 4055 1.0838675 up 2.911338 2.795149 0.013282 0.005747 0.1161886 1.041568
1620351_aVvi.6381 Transcr ibed locus 12.7614 16.90065 8.25232 9.970709 16 3.673715 4.079007 3.0448 3.317696 0.1045131 2.845303 0.14713675 11791 1.6190112 up 3.876361 3.181248 0.286584 0.192967 0.695113 1.218503
1620352_aVvi.8092 Transcr ibed locus, strongly similar to NP_563897.1 alanine racemase family protein [Arabido 686.0712 657.3807 683.2358 630.1589 16 9.422215 9.360585 9.41624 9.299572 0.662118 0.507696 0.70057005 15689 1.0234872 up 9.391399 9.357906 0.043578 0.082497 0.033493 1.003579
1620353_aVvi.3810 Transcr ibed locus, weakly similar to NP_191769.1 auxin-responsive protein, putative [Arabido  7.014769 6.870492 6.301035 6.280444 16 2.810396 2.780413 2.655589 2.650867 0.0112022 9.368615 0.03514161 5291 1.1035688 up 2.795404 2.653228 0.021201 0.003339 0.1421766 1.053586
1620354_at 961.5912 885.0942 1146.106 1175.926 16 9.90928 9.789687 10.16252 10.19958 0.0338471 5.296534 0.062232 9028 1.2583817 down 9.849484 10.18105 0.084565 0.026203 -0.3315695 0.967433
1620355_s_at 6428.225 6550.123 6399.174 7377.962 16 12.65021 12.67731 12.64367 12.84901 0.508824 0.797451 0.5592887 15103 1.0589118 down 12.66376 12.74634 0.019164 0.145195 -0.082583 0.993521
1620356_x_at 538.5502 566.1931 304.032 299.6645 16 9.072937 9.14515 8.248079 8.227204 0.0018552 23.18487 0.02525701 1217 1.8294384 up 9.109043 8.237642 0.051062 0.014761 0.871401 1.105783
1620357_sVvi.7310 Transcr ibed locus, moderately similar to NP_567004.1 tryptophan synthase, alpha subunit (TS 1278.54 1269.283 1754.982 1704.863 16 10.32028 10.3098 10.77724 10.73544 0.0023756 20.48042 0.02619858 1503 1.3578277 down 10.31504 10.75634 0.007412 0.029557 -0.4413 0.958973
1620358_aVvi.15189 Transcr ibed locus 7.360491 7.398094 7.1366 7.102321 16 2.879802 2.887154 2.835237 2.828291 0.0094278 10.22601 0.03329499 4699 1.0364956 up 2.883478 2.831764 0.005198 0.004912 0.051714 1.018262
1620359_aVvi.9108 Transcr ibed locus, weakly similar to NP_195220.1 armadillo/beta-catenin repeat family protein 221.1384 210.0107 154.5681 163.574 16 7.788806 7.714319 7.272099 7.353799 0.0155155 7.934444 0.03952657 6511 1.3553007 up 7.751562 7.312949 0.05267 0.057771 0.438613 1.059978
1620360_aVvi.10019 Transcr ibed locus, strongly similar to NP_179889.1 casein kinase II alpha chain, putative [Ara 5293.34 5049.51 5627.46 5522.634 16 12.36996 12.30193 12.45827 12.43114 0.0971401 2.969837 0.1384072 11651 1.0783002 down 12.33595 12.4447 0.048107 0.019182 -0.108759 0.991261
1620361_at 1046.217 1099.388 1424.61 1208.837 16 10.03097 10.10249 10.47635 10.2394 0.1429248 2.352693 0.19000944 12487 1.2236178 down 10.06673 10.35788 0.050571 0.167547 -0.291153 0.971891
1620362_sVvi.384 Transcr ibed locus, weakly similar to NP_196554.1 RNA polymerase II 15.9 kDa subunit (RPB 243.3978 237.5019 253.5195 267.1251 16 7.927172 7.891795 7.985953 8.061372 0.1112952 2.741274 0.15504926 11916 1.0823587 down 7.909484 8.023663 0.025015 0.053329 -0.114179 0.98577
1620363_aVvi.11209 Transcr ibed locus 470.9677 448.4106 490.1568 507.6579 16 8.879484 8.808677 8.937099 8.987713 0.1128292 2.71898 0.15675227 11949 1.0854747 down 8.84408 8.962406 0.050068 0.035789 -0.118326 0.986798
1620364_aVvi.14930 Transcr ibed locus 9.246686 10.11922 9.579282 9.226987 16 3.208936 3.339026 3.259918 3.205859 0.6186516 0.583394 0.66097265 15538 1.0288928 up 3.273981 3.232889 0.091988 0.038225 0.0410925 1.012711
1620365_at 7.146881 6.967627 6.705479 6.575454 16 2.837314 2.800667 2.74534 2.717091 0.0629809 3.793954 0.09846585 10618 1.06273 up 2.818991 2.731216 0.025913 0.019976 0.087775 1.032138
1620366_aVvi.15672 Transcr ibed locus 3.935646 3.961268 3.815909 3.817078 16 1.9766 1.985962 1.932027 1.932469 0.0090106 10.46343 0.03276959 4564 1.0345718 up 1.981281 1.932248 0.00662 3.13E-04 0.0490338 1.025377
1620367_aVvi.11508 Transcr ibed locus, weakly similar to NP_200638.1 leucine-rich repeat transmembrane protein 829.2611 839.5516 1548.512 1534.777 16 9.695683 9.713475 10.59667 10.58381 1.54E-04 80.70066 0.0168302 147 1.8476124 down 9.704578 10.59024 0.012581 0.009088 -0.8856625 0.91637
1620368_aVvi.2212 Transcr ibed locus, moderately similar to NP_175482.1 OTU-like cysteine protease family pro  705.7879 659.0027 507.5754 553.2021 16 9.463091 9.364141 8.987478 9.111663 0.0444166 4.585355 0.07566995 9744 1.2870303 up 9.413616 9.04957 0.069968 0.087812 0.364046 1.040228
1620369_at 4.220501 4.249477 4.089213 4.096716 16 2.077414 2.087285 2.031823 2.034468 0.0106127 9.629623 0.0347244 5073 1.0346941 up 2.08235 2.033145 0.00698 0.00187 0.0492044 1.024201
1620370_at 8.176403 8.253027 7.786811 7.409233 12 3.031466 3.044923 2.961033 2.889324 0.0903002 3.098034 0.1304869 11488 1.0814868 up 3.038195 2.925179 0.009516 0.050705 0.1130162 1.038636
1620371_aVvi.1275 Transcr ibed locus 5.282894 5.305329 4.987855 5.035873 16 2.401329 2.407442 2.31842 2.332242 0.0090148 10.46094 0.03277062 4566 1.0563258 up 2.404386 2.325331 0.004323 0.009774 0.0790549 1.033997
1620372_aVvi.5118 Transcr ibed locus 6.644793 6.866587 6.451005 6.362814 16 2.732224 2.779593 2.689524 2.669665 0.0970444 2.971541 0.13830642 11648 1.054321 up 2.755909 2.679595 0.033495 0.014042 0.0763142 1.02848
1620373_aVvi.4812 Transcr ibed locus, moderately similar to NP_564566.1 thioredoxin x [Arabidopsis thaliana] 74.41533 58.3172 29.7576 25.94452 16 6.217528 5.86585 4.895186 4.697358 0.0252525 6.17304 0.05147233 8144 2.37087 up 6.041689 4.796272 0.248674 0.139886 1.2454167 1.259663
1620374_at 57.94337 55.39098 216.9049 174.6619 16 5.856572 5.791579 7.76092 7.448421 0.0079378 11.15709 0.03158117 4171 3.4356768 down 5.824076 7.60467 0.045957 0.22097 -1.7805943 0.765855
1620375_aVvi.3400 Transcr ibed locus, strongly similar to NP_568486.1 shaggy-related protein kinase alpha / AS 557.0593 656.6298 256.5336 230.2315 16 9.121687 9.358936 8.003004 7.846942 0.011453 9.263707 0.03541189 5367 2.4886081 up 9.240312 7.924973 0.167761 0.110353 1.3153395 1.165974
1620376_aVvi.15599 Transcr ibed locus 3.613088 3.632036 3.515536 3.530227 16 1.853232 1.860778 1.813745 1.819761 0.0140674 8.342048 0.03805563 6136 1.0282937 up 1.857005 1.816753 0.005336 0.004254 0.0402525 1.022156
1620377_aVvi.7844 Transcr ibed locus 8.340656 8.88953 7.71378 7.768233 16 3.060161 3.152107 2.947438 2.957587 0.0799313 3.321379 0.118558 11192 1.1123583 up 3.106134 2.952512 0.065016 0.007176 0.1536217 1.052031
1620378_aVvi.12442 Transcr ibed locus, strongly similar to NP_567175.2 sugar transporter family protein [Arabido  120.5414 111.5756 8.163686 6.686258 16 6.913385 6.801878 3.029221 2.741199 0.0015078 25.7237 0.02465859 1013 15.697054 up 6.857632 2.88521 0.078847 0.203662 3.9724219 2.376823
1620379_aVvi.6550 Transcr ibed locus, weakly similar to XP_470422.1 putative polyprotein [Oryza sativa (japonica 3.684688 3.700659 3.575094 3.58935 16 1.881542 1.887782 1.837981 1.843723 0.0092358 10.33328 0.03305301 4637 1.030833 up 1.884662 1.840852 0.004412 0.00406 0.0438106 1.023799
1620380_x_at 39.71849 34.75249 6.908162 6.655296 16 5.311739 5.119044 2.788302 2.734503 0.0016575 24.53205 0.02493529 1101 5.479291 up 5.215392 2.761402 0.136256 0.038042 2.4539892 1.888675
1620381_aVvi.4901 Transcr ibed locus 5.791615 5.813438 5.589377 5.584782 16 2.533966 2.539392 2.482688 2.481501 0.0025787 19.65451 0.0266497 1604 1.0385599 up 2.536679 2.482094 0.003837 8.39E-04 0.0545845 1.021991
1620382_aVvi.12329 Transcr ibed locus, moderately similar to NP_850163.1 tetratricopeptide repeat (TPR)-contain 178.9458 182.2362 264.2566 283.6746 16 7.483378 7.509665 8.045795 8.148093 0.0076476 11.36937 0.03135112 4048 1.5161608 down 7.496522 8.096945 0.018587 0.072335 -0.600423 0.925846
1620383_aVvi.14674 Transcr ibed locus 205.9603 193.4954 199.5929 180.8216 16 7.686223 7.596155 7.640917 7.498424 0.4855059 0.848524 0.5373379 14999 1.0508221 up 7.641189 7.56967 0.063687 0.100758 0.0715186 1.009448
1620384_s_at 6031.025 5854.628 2927.869 3096.953 16 12.55819 12.51536 11.51564 11.59663 0.0021752 21.40627 0.02580234 1396 1.9733399 up 12.53677 11.55613 0.030282 0.057274 0.98064 1.084859
1620385_sVvi.10698 Transcr ibed locus, strongly similar to NP_566969.1 ubiquitin extension protein 1 (UBQ1) / 60 1422.932 1526.594 3079.546 3132.027 16 10.47465 10.5761 11.5885 11.61288 0.0023454 20.61234 0.02616672 1481 2.1071827 down 10.52538 11.60069 0.071735 0.017238 -1.075316 0.907306
1620386_aVvi.1258 Transcr ibed locus, weakly similar to NP_476756.2 CG3019-PA, isoform A [Drosophila melan 231.3073 224.9515 180.9194 147.1442 16 7.853667 7.81347 7.499203 7.201086 0.0846862 3.214096 0.12390584 11346 1.3980579 up 7.833569 7.350144 0.028423 0.210801 0.4834242 1.065771
1620387_aVvi.14715 Transcr ibed locus 30.42734 29.41693 32.02048 30.557 16 4.927296 4.878575 5.000923 4.933431 0.2626833 1.543524 0.31788528 13718 1.0455353 down 4.902936 4.967177 0.034451 0.047724 -0.0642419 0.987067
1620388_x_at 73.3273 68.73152 48.32689 60.36895 16 6.196278 6.1029 5.594754 5.915735 0.1422865 2.359316 0.18926689 12480 1.3143457 up 6.149589 5.755244 0.066028 0.226968 0.3943447 1.068519
1620389_aVvi.2642 Transcr ibed locus, weakly similar to NP_178674.3 phosphoprotein-related [Arabidopsis thalia 196.7837 179.2898 207.3952 217.1093 16 7.620467 7.486149 7.696239 7.762277 0.143079 2.3511 0.19016877 12490 1.1297073 down 7.553309 7.729258 0.094977 0.046696 -0.1759491 0.977236
1620390_sVvi.8072 Thaumatin-like protein (Tl3) 21868.55 22815.7 16672.31 14566.66 16 14.41657 14.47774 14.02517 13.83038 0.0365262 5.08792 0.06563395 9238 1.4333397 up 14.44716 13.92777 0.043253 0.137733 0.519381 1.037291
1620391_aVvi.9901 Transcr ibed locus, moderately similar to NP_564577.1 lysine decarboxylase family protein [Ar 55.52654 62.318 51.41348 57.91993 16 5.795106 5.961577 5.684075 5.855988 0.4609016 0.905203 0.51375645 14893 1.0779645 up 5.878341 5.770032 0.117713 0.121561 0.1083095 1.018771
1620392_aVvi.12090 Transcr ibed locus, moderately similar to NP_564358.1 ATPase, BadF/BadG/BcrA/BcrD-type 117.575 124.4421 145.2199 178.3865 16 6.877437 6.95933 7.182096 7.478863 0.1157871 2.677175 0.16020481 11998 1.3306175 down 6.918384 7.33048 0.057907 0.209846 -0.412096 0.943783
1620393_at 19.01233 18.30776 18.65274 26.23586 16 4.248864 4.194384 4.221316 4.713468 0.4254754 0.992686 0.48055938 14698 1.1857243 down 4.221623 4.467392 0.038523 0.348004 -0.2457686 0.944986
1620394_aVvi.4590 Transcr ibed locus 143.103 135.1514 187.4998 177.8738 16 7.160911 7.078433 7.550745 7.474711 0.0197616 7.007729 0.04472822 7334 1.313172 down 7.119672 7.512728 0.058321 0.053765 -0.3930557 0.947681
1620395_sVvi.6781 Transcr ibed locus, strongly similar to NP_568113.1 isocitrate dehydrogenase, putative / NAD 2060.18 1860.594 1690.414 1866.556 16 11.00855 10.86155 10.72316 10.86616 0.3044547 1.369066 0.35988262 14044 1.1022018 up 10.93505 10.79466 0.10395 0.101118 0.140389 1.013005
1620396_at 7.123937 7.171935 6.761611 6.740665 16 2.832675 2.842362 2.757367 2.752891 0.0041681 15.44085 0.0288901 2390 1.0587704 up 2.837519 2.755129 0.00685 0.003165 0.0823898 1.029904
1620397_aVvi.5015 Transcr ibed locus, weakly similar to NP_181857.2 far-red impaired responsive family protein 85.53131 70.12431 92.21121 86.1086 16 6.418381 6.131843 6.52687 6.428085 0.3134541 1.335361 0.3693112 14090 1.150584 down 6.275112 6.477478 0.202613 0.069851 -0.2023663 0.968758
1620398_aVvi.2486 Transcr ibed locus, weakly similar to NP_187580.1 hydrolase, alpha/beta fold family protein [Ar  130.8774 126.7662 6.194482 6.839626 16 7.032072 6.986026 2.630984 2.773917 3.04E-04 57.35724 0.01827131 269 19.788614 up 7.009049 2.702451 0.032559 0.101069 4.3065989 2.59359
1620399_aVvi.10668 Transcr ibed locus, weakly similar to NP_173202.1 CCAAT-binding transcr iption factor (CBF 61.96528 63.2371 175.5061 141.9092 16 5.953388 5.982699 7.455378 7.148825 0.0130611 8.664088 0.03699276 5860 2.521108 down 5.968043 7.302101 0.020726 0.216766 -1.3340577 0.817305
1620400_aVvi.8923 GO:000557Pathogenesis-related protein (PR1) 5.488954 5.524424 5.255662 5.231682 16 2.456531 2.465824 2.393873 2.387275 0.0064509 12.39028 0.03046798 3514 1.0501564 up 2.461178 2.390574 0.006571 0.004665 0.0706041 1.029534
1620401_aVvi.10160 Transcr ibed locus, moderately similar to XP_322380.1 hypothetical protein [Neurospora crass 4.971538 4.965177 4.789167 4.814168 16 2.313692 2.311845 2.259775 2.267287 0.0061137 12.73058 0.03013007 3367 1.034718 up 2.312769 2.263531 0.001306 0.005312 0.0492378 1.021753
1620402_aVvi.6116 Transcr ibed locus, weakly similar to NP_198523.1 expressed protein [Arabidopsis thaliana] 410.0828 368.3374 448.5319 474.9124 16 8.679771 8.524884 8.809067 8.891518 0.1057038 2.826358 0.1485939 11809 1.1875308 down 8.602327 8.850292 0.109522 0.058302 -0.247965 0.971982
1620403_aVvi.241 Transcr ibed locus, moderately similar to NP_187819.1 omega-6 fatty acid desaturase, endopl       1898.64 1892.651 3859.145 3801.048 16 10.89075 10.88619 11.91407 11.89218 1.21E-04 90.78534 0.01670209 119 2.0204158 down 10.88847 11.90312 0.003223 0.015474 -1.014652 0.914758
1620404_at 4.447881 7.316692 7.769041 8.857808 16 2.153118 2.871192 2.957736 3.14695 0.2829408 1.454888 0.338599 13872 1.4541624 down 2.512155 3.052343 0.507755 0.133794 -0.5401883 0.823025
1620405_x_at 3.489454 3.505364 3.380859 3.46738 16 1.803001 1.809564 1.75739 1.793846 0.2396231 1.655682 0.29370412 13544 1.0214828 up 1.806283 1.775618 0.004641 0.025778 0.030665 1.01727
1620406_sVvi.66 Transcr ibed locus, moderately similar to NP_849728.1 double-stranded DNA-binding family p 2962.892 2852.843 2585.558 2918.378 16 11.53279 11.47819 11.33626 11.51095 0.4653377 0.894755 0.5180404 14912 1.0583981 up 11.50549 11.42361 0.038612 0.123525 0.081882 1.007168
1620407_aVvi.959 Transcr ibed locus 458.7663 511.305 312.932 324.3218 16 8.841616 8.99804 8.289705 8.341282 0.0180684 7.338244 0.04276143 7014 1.5202776 up 8.919828 8.315494 0.110609 0.03647 0.604334 1.072676
1620408_aVvi.3544 Transcr ibed locus, weakly similar to NP_910886.1 unknown protein [Oryza sativa (japonica cu 403.2775 389.1975 429.1609 403.8548 16 8.655629 8.604359 8.745375 8.657693 0.2942854 1.408662 0.34990513 13962 1.0508384 down 8.629993 8.701534 0.036254 0.062 -0.071541 0.991778
1620409_aVvi.10080 Transcr ibed locus, weakly similar to NP_910987.1 putative CRK1 protein(cdc2-related kinase 263.7325 283.365 768.476 630.737 16 8.042932 8.146518 9.585856 9.300895 0.0124015 8.895968 0.03636998 5660 2.5467386 down 8.094725 9.443376 0.073247 0.201498 -1.348651 0.857186
1620410_aVvi.3556 Transcr ibed locus 5.251526 5.409382 5.044444 5.107565 16 2.392737 2.435464 2.334695 2.352636 0.093316 3.039861 0.13403974 11557 1.0500331 up 2.4141 2.343665 0.030213 0.012686 0.0704348 1.030053
1620411_at 7.231619 7.397722 7.164187 7.456618 16 2.854319 2.887081 2.840803 2.898521 0.9778921 0.031271 0.9813669 16542 1.0007197 up 2.8707 2.869662 0.023166 0.040813 0.001038 1.000362
1620412_aVvi.11716 Transcr ibed locus, weakly similar to NP_174849.1 acetyl-CoA carboxylase 1 (ACC1) [Arabido 2351.087 2442.401 1735.288 1646.051 16 11.19911 11.25409 10.76096 10.68479 0.0085816 10.72521 0.03219712 4424 1.417867 up 11.2266 10.72288 0.038872 0.053858 0.503722 1.046976
1620413_aVvi.10401 Transcr ibed locus, moderately similar to NP_568623.1 chaperone protein dnaJ-related [Arabi  237.118 234.2001 7.581879 7.200444 16 7.889461 7.871598 2.922555 2.848086 5.88E-05 130.4538 0.01352838 71 31.893902 up 7.880529 2.885321 0.012631 0.052658 4.9952087 2.731249
1620414_aVvi.2661 Transcr ibed locus, weakly similar to NP_193989.1 exostosin family protein [Arabidopsis thalia 213.4137 232.4443 276.2506 245.3347 16 7.737509 7.860741 8.109834 7.938608 0.1664279 2.134008 0.21569367 12809 1.1688548 down 7.799125 8.02422 0.087138 0.121075 -0.2250953 0.971948
1620415_at 8.320893 6.194118 12.1546 10.01547 16 3.056738 2.630899 3.603431 3.324158 0.1352754 2.434872 0.18170244 12359 1.5368491 down 2.843819 3.463794 0.301114 0.197476 -0.6199755 0.821013
1620416_aVvi.2540 Transcr ibed locus, moderately similar to NP_199626.1 phytochrome A signal transduction 1 ( 310.1309 355.3282 184.7605 168.4571 16 8.276733 8.473008 7.529512 7.396237 0.0165007 7.688157 0.04079586 6714 1.8816469 up 8.37487 7.462874 0.138787 0.09424 0.9119956 1.122204
1620417_aVvi.6896 Transcr ibed locus, moderately similar to XP_477225.1 small zinc finger-like protein [Oryza sa 2759.212 2741.373 4201.892 4406.063 16 11.43004 11.42068 12.03682 12.10527 0.0028499 18.69185 0.0270467 1747 1.5644842 down 11.42536 12.07105 0.006617 0.048402 -0.645687 0.946509
1620418_aVvi.15209 Transcr ibed locus 2.999772 3.015684 2.920401 2.934101 16 1.584853 1.592485 1.546166 1.552919 0.0165389 7.679038 0.04085641 6719 1.0274916 up 1.588669 1.549542 0.005397 0.004775 0.0391267 1.02525
1620419_aVvi.1154 Transcr ibed locus 407.2633 381.2049 468.8414 411.0216 16 8.669818 8.574423 8.872956 8.68307 0.2800083 1.467215 0.33567026 13848 1.1141113 down 8.62212 8.778013 0.067455 0.13427 -0.155893 0.982241
1620420_aVvi.1682 Transcr ibed locus, moderately similar to NP_563879.1 sodium symporter-related [Arabidopsi 17.69694 16.74548 20.67305 18.54776 16 4.145428 4.0657 4.36968 4.213173 0.1685507 2.116353 0.2181043 12829 1.1374965 down 4.105564 4.291426 0.056376 0.110667 -0.185862 0.95669
1620421_aVvi.714 Transcr ibed locus, moderately similar to NP_564571.1 formate--tetrahydrofolate ligase / 10-fo 502.3418 550.0538 680.8607 647.0003 16 8.972526 9.103429 9.411216 9.337623 0.0463708 4.480757 0.07800661 9868 1.2626388 down 9.037977 9.374419 0.092563 0.052038 -0.336442 0.964111
1620422_aVvi.12721 Transcr ibed locus 4.374463 4.390532 4.24779 4.278874 16 2.129106 2.134396 2.086712 2.097231 0.0212076 6.757089 0.04633965 7597 1.0279561 up 2.131751 2.091972 0.00374 0.007438 0.0397787 1.019015
1620423_aVvi.7147 Transcr ibed locus, weakly similar to NP_190939.1 ARF GAP-like zinc finger-containing prote    1712.144 1838.472 1804.504 1722.183 16 10.74159 10.84429 10.81739 10.75002 0.8942589 0.150384 0.90963376 16320 1.006422 up 10.79294 10.78371 0.072622 0.047633 0.009235 1.000856
1620424_aVvi.2800 Transcr ibed locus, moderately similar to XP_464529.1 unknown protein [Oryza sativa (japonic 2052.987 2100.999 142.8182 181.9321 16 11.00351 11.03686 7.158036 7.507257 0.002255 21.02301 0.02595298 1441 12.884254 up 11.02018 7.332646 0.023583 0.246936 3.6875376 1.502893
1620425_aVvi.11656 Transcr ibed locus, weakly similar to NP_569030.1 senescence-associated family protein [Ara 2690.192 3214.299 2010.639 1556.457 16 11.39349 11.65029 10.97344 10.60405 0.0826343 3.259303 0.12156803 11284 1.6622618 up 11.52189 10.78874 0.181582 0.261197 0.733148 1.067955
1620426_aVvi.7008 Transcr ibed locus, moderately similar to NP_915299.1 putative DNA-binding protein ABF1 [O 1599.615 1424.096 1248.406 1252.802 16 10.64351 10.47583 10.28587 10.29094 0.0837717 3.234048 0.12284934 11320 1.206864 up 10.55967 10.28841 0.118566 0.003586 0.2712635 1.026366
1620427_aVvi.12548 Transcr ibed locus, weakly similar to NP_191425.1 60S ribosomal protein-related [Arabidopsis 57.3146 84.2609 313.3033 363.9117 16 5.840831 6.396792 8.291416 8.507444 0.0166734 7.647226 0.04103233 6743 4.8588643 down 6.118811 8.39943 0.393124 0.152755 -2.280619 0.728479
1620428_aVvi.15792 Transcr ibed locus 64.04186 69.37743 126.2634 90.94222 16 6.000943 6.116395 6.980293 6.506878 0.1066746 2.811134 0.14976846 11824 1.6076089 down 6.058669 6.743586 0.081636 0.334755 -0.6849166 0.898434
1620429_at 5.328406 5.351712 5.070679 5.148294 16 2.413704 2.420001 2.342179 2.364095 0.0305585 5.588551 0.05805315 8738 1.0451543 up 2.416853 2.353137 0.004452 0.015497 0.063716 1.027077
1620430_aVvi.15433 Transcr ibed locus 39.18443 38.27989 59.07617 59.47672 16 5.292209 5.258515 5.884504 5.894253 8.15E-04 35.0107 0.0221369 607 1.5305144 down 5.275362 5.889379 0.023825 0.006894 -0.6140165 0.895742
1620431_aVvi.12249 Transcr ibed locus 3.657821 3.709798 3.518514 3.542866 16 1.870984 1.891341 1.814966 1.824917 0.03258 5.403884 0.06066646 8914 1.0433486 up 1.881163 1.819942 0.014394 0.007036 0.0612211 1.033639
1620432_s_at 2731.522 2652.387 2762.25 2469.2 16 11.41549 11.37308 11.43163 11.26983 0.6544411 0.520776 0.6937192 15661 1.0306499 up 11.39428 11.35073 0.029991 0.11441 0.043554 1.003837
1620433_aVvi.15270 Transcr ibed locus 5.706187 5.736629 5.473297 5.459498 16 2.512527 2.520203 2.45241 2.448768 0.0041454 15.48336 0.02885979 2383 1.0466477 up 2.516365 2.450589 0.005428 0.002575 0.0657758 1.026841
1620434_aVvi.2166 Transcr ibed locus, weakly similar to NP_177317.1 S1 RNA-binding domain-containing protei 317.1098 346.6841 146.567 152.6444 16 8.308839 8.437478 7.195417 7.254031 0.0037665 16.24795 0.0282353 2213 2.2167325 up 8.373158 7.224724 0.090962 0.041447 1.148434 1.158959
1620435_aVvi.15705 Transcr ibed locus 3.193036 3.206974 3.060355 3.121564 16 1.674929 1.681213 1.613699 1.642269 0.0757205 3.424346 0.11377601 11048 1.0353271 up 1.678071 1.627984 0.004443 0.020202 0.0500867 1.030766
1620436_aVvi.12664 Transcr ibed locus, moderately similar to NP_565897.1 hydrophobic protein, putative / low tem 3.612133 3.630067 3.510098 3.529287 16 1.852851 1.859996 1.811511 1.819377 0.0163988 7.712603 0.04063474 6699 1.0288122 up 1.856424 1.815444 0.005053 0.005562 0.0409796 1.022573
1620437_aVvi.12677 Transcr ibed locus 178.0771 188.5526 188.7937 181.1772 16 7.476358 7.558823 7.560667 7.501257 0.8170825 0.263124 0.8415138 16119 1.0093114 down 7.517591 7.530962 0.058311 0.042009 -0.0133715 0.998224
1620438_aVvi.15357 Transcr ibed locus 3.685992 3.707228 3.570988 3.599344 16 1.882053 1.890341 1.836323 1.847734 0.0245534 6.26369 0.05065678 8046 1.0310886 up 1.886197 1.842029 0.005861 0.008069 0.0441683 1.023978
1620439_aVvi.12170 Transcr ibed locus, weakly similar to NP_567800.1 expressed protein [Arabidopsis thaliana] 178.3745 160.638 241.8588 256.4334 16 7.478766 7.32767 7.918021 8.00244 0.0232978 6.436496 0.04896068 7899 1.4712205 down 7.403217 7.960231 0.106841 0.059693 -0.5570137 0.930025
1620440_at 153.9606 155.2111 207.3383 214.8412 16 7.266417 7.278088 7.695842 7.747127 0.0034093 17.08254 0.02783547 2032 1.3653134 down 7.272252 7.721484 0.008252 0.036263 -0.449232 0.941821
1620441_sVvi.3316 Transcr ibed locus, strongly similar to NP_177693.1 vacuolar ATP synthase 16 kDa proteolipi 4986.252 5142.349 4655.717 5100.471 16 12.28374 12.32821 12.18479 12.31642 0.5089787 0.79712 0.55938464 15105 1.0391293 up 12.30598 12.2506 0.031446 0.093074 0.055375 1.00452
1620442_aVvi.5474 Transcr ibed locus, weakly similar to XP_468242.1 putative serine carboxypeptidase II precurs 5.177081 6.598366 181.5712 179.6758 16 2.372139 2.722109 7.504391 7.489252 0.0012498 28.26 0.02336622 887 30.903482 down 2.547124 7.496821 0.247466 0.010705 -4.9496974 0.339761
1620443_sVvi.13105 Transcr ibed locus, weakly similar to NP_566926.1 phytosulfokines 3 (PSK3) [Arabidopsis thal 2185.761 2391.814 3922.112 4127.221 16 11.09392 11.22389 11.93742 12.01096 0.0082835 10.919 0.03179267 4323 1.7596396 down 11.15891 11.97419 0.091902 0.052 -0.81528 0.931914
1620444_aVvi.15154 Transcr ibed locus 6.424193 5.793862 9.550733 6.227261 16 2.683515 2.534525 3.255611 2.638598 0.3983399 1.065257 0.453614 14578 1.264077 down 2.60902 2.947105 0.105352 0.436294 -0.3380843 0.885283
1620445_aVvi.11388 Transcr ibed locus, moderately similar to NP_179417.1 cytidylyltransferase domain-containing 1847.481 1723.239 1710.513 1908.068 16 10.85134 10.75091 10.74021 10.8979 0.8656022 0.191807 0.88424367 16251 1.0125057 down 10.80113 10.81906 0.07102 0.111499 -0.01793 0.998343
1620446_aVvi.9221 Transcr ibed locus, weakly similar to NP_197074.1 DNA-directed RNA polymerase (RPOT2) 50.05598 54.77963 93.65997 96.87404 16 5.645471 5.775568 6.549361 6.598038 0.0064118 12.42832 0.03041107 3499 1.8190442 down 5.710519 6.5737 0.091992 0.03442 -0.8631805 0.868692
1620447_sVvi.3356 Transcr ibed locus, moderately similar to NP_850626.1 prefoldin-related KE2 family protein [A 4475.542 4388.764 4089.085 4252.567 16 12.12785 12.0996 11.99756 12.05412 0.1086793 2.780309 0.1521327 11859 1.0628088 up 12.11372 12.02584 0.019974 0.039991 0.087882 1.007308
1620448_at 5.88768 5.920373 5.649705 5.565679 16 2.557699 2.565688 2.498176 2.476558 0.0232032 6.450072 0.04884744 7885 1.0528698 up 2.561694 2.487367 0.005649 0.015286 0.074327 1.029882
1620449_aVvi.15655 Transcr ibed locus 3.985547 3.992784 3.846157 3.853917 16 1.994778 1.997395 1.943418 1.946325 0.0014556 26.1818 0.02436131 991 1.036137 up 1.996086 1.944872 0.001851 0.002056 0.0512147 1.026333
1620450_sVvi.6621 Transcr ibed locus, moderately similar to NP_922512.1 putative homeodomain protein [Oryza s 765.6173 780.5277 689.5462 603.0411 16 9.58048 9.608306 9.429503 9.236113 0.1157516 2.677668 0.160169 11997 1.1987952 up 9.594393 9.332808 0.019676 0.136748 0.261585 1.028029
1620451_at 3.075551 3.087592 2.984345 2.999451 16 1.620845 1.626482 1.577414 1.584699 0.0114833 9.251278 0.03543693 5378 1.0299733 up 1.623663 1.581056 0.003986 0.005151 0.0426068 1.026948
1620452_aVvi.9232 Transcr ibed locus, moderately similar to NP_190088.1 50S ribosomal protein-related [Arabid 105.1392 78.69222 147.1805 150.1961 16 6.716158 6.298149 7.201443 7.230704 0.0773473 3.383611 0.11562392 11105 1.63458 down 6.507154 7.216074 0.295577 0.02069 -0.70892 0.901758
1620453_at 324.2043 287.6046 255.1107 294.9206 16 8.340759 8.167943 7.994979 8.204183 0.3721668 1.140737 0.4277703 14443 1.113244 up 8.254351 8.099581 0.1222 0.147929 0.15477 1.019108
1620454_sVvi.7391 GO:000681Lipid transfer protein isoform 1 20.76285 21.33185 22.62782 30.20275 16 4.375933 4.414937 4.500026 4.916608 0.2734006 1.495597 0.32898426 13796 1.2421867 down 4.395435 4.708317 0.02758 0.294568 -0.312882 0.933547
1620455_at 16.84887 16.99525 15.84686 16.21401 15 4.07458 4.08706 3.986125 4.019169 0.0474384 4.426298 0.07930446 9930 1.0556804 up 4.08082 4.002647 0.008825 0.023366 0.078173 1.01953
1620456_at 4.774499 4.793781 4.64133 4.663048 16 2.255349 2.261164 2.214538 2.221273 0.0119384 9.070072 0.03581035 5533 1.028364 up 2.258257 2.217906 0.004112 0.004762 0.0403509 1.018193
1620457_aVvi.6709 Transcr ibed locus, moderately similar to NP_680130.1 uridine 5'-monophosphate synthase / U 2372.317 2417.854 3764.428 3257.277 16 11.21208 11.23951 11.87821 11.66945 0.0349784 5.205571 0.06367099 9119 1.4620945 down 11.2258 11.77383 0.019396 0.147618 -0.548036 0.953453
1620458_aVvi.860 Transcr ibed locus, weakly similar to XP_463429.1 Ac transposase-like protein [Oryza sativa (j  449.5456 462.7606 712.5779 703.1735 16 8.812324 8.854122 9.476904 9.457737 0.0013121 27.57928 0.02357308 923 1.5519662 down 8.833223 9.46732 0.029556 0.013553 -0.634097 0.933023
1620459_at 957.7215 1008.463 1178.079 1145.357 16 9.903462 9.977942 10.20222 10.16158 0.0295697 5.685589 0.05675329 8649 1.181975 down 9.940702 10.1819 0.052665 0.028736 -0.2412 0.976311
1620460_aVvi.1818 Transcr ibed locus, moderately similar to NP_191027.2 structural maintenance of chromosom 296.677 307.7731 339.2747 315.6375 16 8.21275 8.265723 8.40631 8.302125 0.1879959 1.967521 0.23887254 13065 1.0829606 down 8.239237 8.354218 0.037458 0.07367 -0.114981 0.986237
1620461_aVvi.6624 Transcr ibed locus, strongly similar to NP_851138.1 phosphate/triose-phosphate translocator 394.7517 482.855 9.759836 10.90649 16 8.624802 8.915446 3.286857 3.447114 9.42E-04 32.55898 0.02248719 694 42.31621 up 8.770124 3.366986 0.205517 0.113319 5.4031382 2.60474
1620462_aVvi.8353 Transcr ibed locus, weakly similar to NP_194166.2 phosphorylase family protein [Arabidopsis 4.229971 4.241631 4.063597 4.088104 16 2.080648 2.084619 2.022757 2.031432 0.0072967 11.64258 0.03107765 3895 1.0392469 up 2.082633 2.027095 0.002808 0.006134 0.0555385 1.027398
1620463_aVvi.8887 Transcr ibed locus, moderately similar to NP_177383.1 expressed protein [Arabidopsis thalian 402.1791 420.7618 443.1317 419.775 16 8.651694 8.71686 8.791592 8.713472 0.3116901 1.341873 0.36744156 14082 1.0484481 down 8.684277 8.752532 0.046079 0.055239 -0.068255 0.992202
1620464_aVvi.2034 Transcr ibed locus 130.5242 131.6242 232.5772 193.6648 16 7.028173 7.04028 7.861567 7.597417 0.0343114 5.258666 0.06281847 9067 1.6191827 down 7.034226 7.729492 0.008561 0.186782 -0.6952656 0.91005
1620465_aVvi.15385 Transcr ibed locus 4.491035 4.513597 4.373754 4.350017 16 2.167048 2.174278 2.128872 2.121021 0.0133526 8.567089 0.03724467 5951 1.0321956 up 2.170663 2.124947 0.005112 0.005551 0.0457163 1.021514
1620466_aVvi.778 Transcr ibed locus, moderately similar to NP_568839.1 COP9 signalosome subunit 6 / CSN s 783.4534 787.3259 903.3083 962.9817 16 9.613704 9.620817 9.819075 9.911365 0.0331177 5.357591 0.06131588 8966 1.187526 down 9.61726 9.865219 0.00503 0.065259 -0.247959 0.974865
1620467_sVvi.7591 Transcr ibed locus, moderately similar to NP_566608.1 NADH-ubiquinone oxidoreductase-re 2465.289 2458.962 2579.98 2841.558 16 11.26754 11.26383 11.33314 11.47247 0.1879766 1.967659 0.23886621 13064 1.0997056 down 11.26569 11.40281 0.002621 0.098516 -0.137117 0.987975
1620468_aVvi.9339 Transcr ibed locus, weakly similar to NP_180348.1 pentatricopeptide (PPR) repeat-containing  69.65358 67.98238 66.75341 67.56694 16 6.122126 6.087089 6.06077 6.078246 0.214851 1.792921 0.26748824 13334 1.0246278 up 6.104608 6.069508 0.024775 0.012358 0.0351 1.005783
1620469_aVvi.9501 Transcr ibed locus, weakly similar to XP_481333.1 putative catechol O-methyltransferase [Ory 9.621028 11.28165 9.174024 8.513542 16 3.266191 3.495906 3.197555 3.089759 0.2022387 1.871069 0.254034 13216 1.178859 up 3.381048 3.143657 0.162433 0.076223 0.2373912 1.075514
1620470_aVvi.1282 Transcr ibed locus, weakly similar to NP_566590.1 expressed protein [Arabidopsis thaliana] 3.618774 3.632119 3.516242 3.539267 16 1.855501 1.860812 1.814034 1.823451 0.0182934 7.291719 0.04304289 7054 1.0276961 up 1.858156 1.818743 0.003755 0.006658 0.0394137 1.021671
1620471_aVvi.14975 Transcr ibed locus 3.743123 3.757097 3.644931 3.647183 16 1.904243 1.909618 1.865891 1.866782 0.0044746 14.89917 0.02926091 2534 1.0285369 up 1.90693 1.866337 0.003801 6.30E-04 0.0405936 1.02175
1620472_aVvi.404 Transcr ibed locus, weakly similar to XP_466142.1 putative receptor protein kinase PERK1 [Or 6.825777 10.89045 61.70371 36.7233 16 2.770993 3.444991 5.947285 5.198624 0.0393075 4.893922 0.06909294 9444 5.521124 down 3.107992 5.572954 0.476588 0.529384 -2.4649618 0.557692
1620473_at 4.708976 4.876246 4.515142 4.517258 16 2.235413 2.285771 2.174771 2.175447 0.0768983 3.394728 0.11514982 11086 1.0610427 up 2.260592 2.175109 0.035608 4.78E-04 0.0854826 1.0393
1620474_aVvi.14721 Transcr ibed locus 6.064333 6.034652 5.724335 5.769062 16 2.600349 2.593271 2.517108 2.528337 0.0079292 11.16323 0.03157618 4168 1.0526949 up 2.59681 2.522723 0.005005 0.00794 0.0740874 1.029368
1620475_at 389.8683 338.0162 238.5492 306.8196 16 8.606843 8.400949 7.898143 8.261247 0.1791511 2.032505 0.22935425 12967 1.3418292 up 8.503896 8.079695 0.145589 0.256753 0.424201 1.052502
1620476_aVvi.3189 Transcr ibed locus, moderately similar to NP_850147.1 signal transducer of phototropic respo 1112.769 1148.754 214.5772 211.6054 16 10.11994 10.16585 7.745353 7.725232 1.08E-04 96.05319 0.01635587 109 5.305925 up 10.1429 7.735292 0.032467 0.014227 2.4076046 1.311249
1620477_at 2.087368 2.096346 2.032325 2.046 15 1.061685 1.067877 1.023131 1.032806 0.0234889 6.409314 0.04924108 7918 1.0258448 up 1.064781 1.027969 0.004378 0.006842 0.0368126 1.035811
1620478_aVvi.10658 Transcr ibed locus, moderately similar to NP_179544.1 transducin family protein / WD-40 repe    221.0568 248.9398 545.8928 501.9342 16 7.788273 7.959653 9.092474 8.971355 0.0081116 11.0355 0.03164294 4253 2.231402 down 7.873963 9.031914 0.121184 0.085644 -1.1579506 0.871793
1620479_aVvi.14322 Transcr ibed locus 12.29796 11.9216 11.89407 12.16592 16 3.620347 3.575506 3.572171 3.604774 0.7655581 0.341056 0.7952569 15981 1.0065747 up 3.597927 3.588472 0.031707 0.023054 0.0094542 1.002635
1620480_aVvi.7757 Transcr ibed locus, weakly similar to NP_173682.1 hypothetical protein [Arabidopsis thaliana] 4.676053 4.696598 4.485598 4.527146 16 2.225291 2.231616 2.1653 2.178602 0.0165662 7.672542 0.04087883 6727 1.0399417 up 2.228454 2.171951 0.004472 0.009405 0.0565026 1.026015
1620481_aVvi.1804 Transcr ibed locus, weakly similar to NP_567512.2 exostosin family protein [Arabidopsis thalia 261.3151 261.9196 208.3804 232.8532 16 8.029647 8.03298 7.703076 7.863277 0.0903456 3.097137 0.13052984 11490 1.187672 up 8.031313 7.783176 0.002357 0.11328 0.2481366 1.031881
1620482_at 734.9579 729.8429 521.4683 457.905 16 9.521518 9.511442 9.026436 8.838904 0.0249076 6.217293 0.05109218 8092 1.4988011 up 9.51648 8.932671 0.007125 0.132605 0.5838085 1.065357
1620483_aVvi.14543 Transcr ibed locus 134.0776 154.8314 159.3977 151.402 16 7.066925 7.274554 7.316487 7.24224 0.4283792 0.985224 0.483313 14714 1.0781994 down 7.170739 7.279363 0.146816 0.052501 -0.108624 0.985078
1620484_aVvi.8154 Transcr ibed locus 58.14214 81.71497 82.68849 100.9828 16 5.861512 6.352529 6.369615 6.657965 0.2892977 1.428706 0.34493828 13923 1.3257141 down 6.10702 6.51379 0.347201 0.203895 -0.4067696 0.937553
1620485_at 6.198645 5.950467 6.39295 6.848476 16 2.631953 2.573003 2.676482 2.775783 0.1655313 2.141558 0.21481667 12792 1.0894912 down 2.602478 2.726132 0.041684 0.070217 -0.1236546 0.954641
1620486_aVvi.9636 Transcr ibed locus, weakly similar to XP_475078.1 putative Na+/H+ antiporter [Oryza sativa (j 4.42998 4.495493 4.265203 4.279992 16 2.1473 2.168479 2.092614 2.097608 0.028746 5.770156 0.05564851 8575 1.0444753 up 2.15789 2.095111 0.014976 0.003531 0.0627784 1.029964
1620487_at 5.343607 5.379251 5.070352 5.07334 16 2.417814 2.427405 2.342086 2.342936 0.0035933 16.63712 0.02809704 2116 1.0570906 up 2.42261 2.342511 0.006782 6.01E-04 0.0800991 1.034194
1620488_at 447.3966 414.7421 546.7267 486.8945 16 8.80541 8.696071 9.094676 8.927465 0.1210731 2.606087 0.16602427 12106 1.1977528 down 8.75074 9.01107 0.077315 0.118236 -0.26033 0.97111
1620489_s_at 57.26302 63.0723 81.40058 96.54899 16 5.839532 5.978935 6.346967 6.59319 0.0581366 3.96432 0.09260379 10421 1.4751333 down 5.909233 6.470079 0.098573 0.174106 -0.5608455 0.913317
1620490_aVvi.1518 Transcr ibed locus, moderately similar to NP_172725.2 expressed protein [Arabidopsis thalian 676.0167 678.8819 957.1538 848.6696 16 9.400915 9.407017 9.902607 9.729059 0.0416836 4.743511 0.0721843 9586 1.3304065 down 9.403966 9.815833 0.004314 0.122717 -0.411867 0.958041
1620491_aVvi.6277 Transcr ibed locus 9348.186 8881.97 9526.128 8448.398 16 13.19047 13.11666 13.21767 13.04446 0.8333657 0.238998 0.85573584 16167 1.0157181 up 13.15357 13.13107 0.052189 0.12248 0.0225 1.001713
1620492_aVvi.2855 Transcr ibed locus, strongly similar to NP_566806.1 oligopeptide transporter OPT family prot 3.640197 3.650761 3.538963 3.575286 16 1.864017 1.868197 1.823327 1.838059 0.0437056 4.6251 0.07475019 9706 1.0248512 up 1.866107 1.830693 0.002956 0.010417 0.0354145 1.019345
1620493_aVvi.731 Transcr ibed locus, weakly similar to XP_473674.1 OSJNBa0013K16.11 [Oryza sativa (japonic  121.8893 100.8774 99.28165 97.85218 16 6.929428 6.656459 6.633455 6.612532 0.3402567 1.241556 0.3965784 14242 1.1250199 up 6.792944 6.622994 0.193018 0.014795 0.1699505 1.025661
1620494_aVvi.8227 Transcr ibed locus 623.8223 592.6231 667.7253 612.523 16 9.284991 9.210971 9.383111 9.25862 0.4201733 1.006455 0.47554144 14668 1.0518177 down 9.247981 9.320866 0.05234 0.088028 -0.072885 0.99218
1620495_aVvi.7929 Transcr ibed locus 2922.038 2862.229 2588.869 2719.138 16 11.51276 11.48292 11.33811 11.40893 0.0837185 3.235218 0.12279303 11318 1.0899945 up 11.49784 11.37352 0.021097 0.050083 0.124321 1.010931
1620496_at 3.938535 3.959398 3.796192 3.811503 16 1.977659 1.985281 1.924553 1.93036 0.0077757 11.27418 0.03141436 4108 1.0381491 up 1.98147 1.927456 0.00539 0.004106 0.0540136 1.028023
1620497_aVvi.14848 Transcr ibed locus 4.859412 4.879362 4.732319 4.739308 16 2.280782 2.286692 2.242547 2.244676 0.0060728 12.77386 0.03013007 3344 1.0282031 up 2.283737 2.243612 0.004179 0.001505 0.0401254 1.017884
1620498_aVvi.8157 Transcr ibed locus, weakly similar to NP_177395.1 expressed protein [Arabidopsis thaliana] 3.054802 3.068521 2.96676 2.985603 16 1.611079 1.617544 1.568888 1.578023 0.0182438 7.301901 0.04296829 7048 1.0287238 up 1.614311 1.573455 0.004571 0.006459 0.0408558 1.025966
1620499_at 554.1915 535.9941 191.661 238.4073 12 9.114241 9.066073 7.582413 7.897285 0.0136282 8.478262 0.03753936 6023 2.5496645 up 9.090157 7.739849 0.034059 0.222648 1.350308 1.174462
1620500_aVvi.4931 Transcr ibed locus, weakly similar to NP_198657.1 ribulose bisphosphate carboxylase small ch 4.238744 4.244324 4.087278 4.11055 16 2.083637 2.085535 2.03114 2.039331 0.0071791 11.7386 0.03103038 3840 1.0347984 up 2.084586 2.035236 0.001342 0.005792 0.0493497 1.024248
1620501_aVvi.7242 Transcr ibed locus 21024.6 21296.56 22167.61 22810.94 16 14.35979 14.37833 14.43617 14.47744 0.0605109 3.878344 0.09544001 10525 1.0627041 down 14.36906 14.4568 0.013111 0.029184 -0.08774 0.993931
1620502_aVvi.10007 Transcr ibed locus, moderately similar to NP_564709.1 leucine-rich repeat family protein / pro 3.801396 3.776304 3.622494 3.63112 16 1.926529 1.916975 1.856983 1.860415 0.0064185 12.4218 0.03041107 3501 1.0446743 up 1.921752 1.858699 0.006756 0.002426 0.0630531 1.033923
1620503_at 13.09498 12.03228 11.40675 11.12512 16 3.710942 3.588839 3.511816 3.475749 0.1337315 2.452244 0.17997815 12335 1.1142771 up 3.64989 3.493782 0.08634 0.025503 0.1561082 1.044682
1620504_aVvi.5643 Transcr ibed locus, weakly similar to NP_915057.1 P0018C10.36 [Oryza sativa (japonica cultiv 226.0243 268.0651 181.5766 169.6301 16 7.820334 8.06644 7.504434 7.406249 0.0664311 3.683797 0.10267197 10740 1.4025437 up 7.943387 7.455341 0.174023 0.069428 0.4880457 1.065463
1620505_aVvi.19 GO:000027Chitinase 15122.09 15367.61 16195.99 14803.97 16 13.88437 13.90761 13.98335 13.8537 0.7648276 0.342181 0.79474664 15976 1.0157436 down 13.89599 13.91852 0.01643 0.091679 -0.0225365 0.998381
1620506_at 3.372392 3.388455 3.266888 3.281855 16 1.753773 1.760628 1.707917 1.714512 0.0105281 9.668865 0.03457271 5054 1.0323884 up 1.7572 1.711214 0.004847 0.004663 0.0459859 1.026873
1620507_aVvi.15269 Transcr ibed locus 784.6035 780.6618 626.6501 630.8713 16 9.61582 9.608554 9.291516 9.301202 3.67E-04 52.16829 0.01871624 320 1.2447252 up 9.612186 9.296359 0.005138 0.006849 0.315827 1.033973
1620508_aVvi.537 Transcr ibed locus, weakly similar to XP_475664.1 hypothetical protein [Oryza sativa (japonica 197.113 202.3698 86.06258 90.03282 16 7.622879 7.66085 6.427314 6.49238 0.001014 31.38047 0.02259248 742 2.268939 up 7.641865 6.459847 0.02685 0.046008 1.182018 1.182979
1620509_aVvi.960 Transcr ibed locus, moderately similar to NP_195633.1 RER1A protein [Arabidopsis thaliana] 4179.893 4206.652 3815.104 4226.487 16 12.02925 12.03846 11.89751 12.04524 0.4874584 0.844154 0.53915954 15009 1.0442579 up 12.03385 11.97138 0.006511 0.104466 0.062479 1.005219
1620510_aVvi.668 Transcr ibed locus 81.54311 56.38054 36.98084 33.54314 16 6.349492 5.817125 5.208706 5.067946 0.0754134 3.432177 0.11340696 11039 1.9251655 up 6.083308 5.138326 0.37644 0.099532 0.9449823 1.183909
1620511_aVvi.6195 Transcr ibed locus 7.305615 7.371287 7.025359 7.018849 16 2.869006 2.881917 2.812572 2.811235 0.0102664 9.793244 0.03423848 4977 1.0450398 up 2.875461 2.811903 0.009129 9.46E-04 0.0635578 1.022603
1620512_aVvi.1665 Transcr ibed locus, moderately similar to NP_179852.1 auxin-responsive protein / indoleacetic 5.919123 5.957593 55.9659 33.14285 16 2.565383 2.574729 5.806476 5.050626 0.017037 7.563074 0.04142476 6827 7.2525797 down 2.570056 5.428551 0.006609 0.534467 -2.8584943 0.473433
1620513_aVvi.3623 Transcr ibed locus 4.430548 4.447265 4.236016 4.253946 16 2.147485 2.152918 2.082708 2.088802 0.0039878 15.78819 0.02856134 2317 1.045684 up 2.150202 2.085755 0.003842 0.004309 0.0644469 1.030899
1620514_aVvi.9344 Transcr ibed locus, moderately similar to NP_563649.1 expressed protein [Arabidopsis thalian 691.9009 590.7706 795.1821 760.3613 16 9.434422 9.206454 9.635141 9.570541 0.1399679 2.38372 0.18681823 12437 1.216219 down 9.320438 9.602841 0.161197 0.045679 -0.282403 0.970592
1620515_at 3.74239 3.766543 3.623169 3.630599 16 1.90396 1.913241 1.857252 1.860208 0.0094025 10.23995 0.03329499 4686 1.035172 up 1.9086 1.85873 0.006563 0.00209 0.0498705 1.02683
1620516_aVvi.15647 Transcr ibed locus 4.499152 4.51787 4.356503 4.333561 16 2.169653 2.175643 2.123171 2.115553 0.0081665 10.99789 0.03164294 4281 1.0376257 up 2.172648 2.119362 0.004235 0.005386 0.0532861 1.025143
1620517_aVvi.10682 Transcr ibed locus, moderately similar to NP_564126.1 cysteine endopeptidase, papain-type (X 5.176694 5.183751 4.964634 4.986735 16 2.372031 2.373997 2.311687 2.318095 0.0033084 17.34254 0.02783547 1962 1.0411099 up 2.373014 2.314891 0.00139 0.004531 0.0581224 1.025108
1620518_at 120.9654 123.4172 113.6299 106.3965 16 6.918451 6.9474 6.828198 6.733307 0.0918538 3.067725 0.1323632 11520 1.1112412 up 6.932925 6.780753 0.02047 0.067098 0.152172 1.022442
1620519_aVvi.10073 Transcr ibed locus, moderately similar to NP_973635.1 hypothetical protein [Arabidopsis thalia 652.7918 629.0594 549.9269 558.9781 16 9.350479 9.297052 9.103096 9.126648 0.0189771 7.155417 0.04383667 7186 1.1558017 up 9.323766 9.114872 0.037778 0.016654 0.208894 1.022918
1620520_sVvi.1361 Transcr ibed locus, moderately similar to NP_191819.1 DNAJ heat shock family protein [Arabi 721.93 861.6929 689.9967 703.7134 16 9.495715 9.75103 9.430446 9.458844 0.2986468 1.391476 0.3542537 13995 1.1318855 up 9.623373 9.444645 0.180535 0.020081 0.178728 1.018924
1620521_aVvi.9105 Transcr ibed locus, weakly similar to XP_452543.1 unnamed protein product [Kluyveromyces la 57.73727 63.77558 49.48893 43.45087 16 5.851431 5.994932 5.629034 5.441313 0.0815345 3.284204 0.1203125 11250 1.3085854 up 5.923182 5.535173 0.101471 0.132739 0.3880081 1.070099
1620522_aVvi.6881 Transcr ibed locus, moderately similar to NP_565722.1 zinc finger (B-box type) family protein 2249.529 2002.656 133.6983 130.0934 16 11.13541 10.9677 7.062838 7.023403 4.61E-04 46.53332 0.01885422 404 16.093803 up 11.05155 7.04312 0.118588 0.027884 4.0084336 1.569128
1620523_aVvi.507 Transcr ibed locus, moderately similar to NP_190400.1 betaine-aldehyde dehydrogenase, puta  17.728 19.07524 29.28951 35.06164 16 4.147958 4.253629 4.872312 5.131822 0.0292371 5.71931 0.0563299 8616 1.7426386 down 4.200793 5.002067 0.074721 0.183501 -0.8012733 0.839812
1620524_aVvi.5399 Transcr ibed locus, weakly similar to NP_564218.1 expressed protein [Arabidopsis thaliana] 21.41668 24.69931 18.22087 20.62049 16 4.420663 4.626399 4.18752 4.366007 0.2116763 1.812009 0.26422012 13299 1.1865456 up 4.523531 4.276763 0.145477 0.126209 0.2467676 1.0577
1620525_aVvi.11660 Transcr ibed locus, strongly similar to NP_188078.1 60S ribosomal protein L18A (RPL18aC) 1199.318 1198.723 1498.944 1688.396 16 10.228 10.22728 10.54973 10.72144 0.0415509 4.751575 0.07202217 9577 1.3267934 down 10.22764 10.63558 5.06E-04 0.121415 -0.407944 0.961643
1620526_aVvi.8088 Transcr ibed locus, moderately similar to XP_473117.1 OSJNBa0043L24.16 [Oryza sativa (jap 15065.26 15178.98 16362.64 15026.38 16 13.87894 13.88979 13.99812 13.87521 0.4858414 0.847772 0.53762174 15002 1.0369177 down 13.88436 13.93666 0.007671 0.086909 -0.052302 0.996247
1620527_aVvi.15304 Transcr ibed locus 4.052604 4.068111 3.887874 3.894646 16 2.018849 2.024359 1.958982 1.961492 0.0024249 20.27038 0.02634702 1527 1.043454 up 2.021604 1.960237 0.003896 0.001775 0.0613671 1.031306
1620528_at 4.011293 4.03788 3.863138 3.879654 16 2.004068 2.013598 1.949773 1.955928 0.0101119 9.868923 0.03399048 4935 1.0395666 up 2.008833 1.952851 0.006739 0.004352 0.0559823 1.028667
1620529_aVvi.9868 Transcr ibed locus 35.3469 43.8093 66.65197 63.40047 16 5.143512 5.453165 6.058576 5.986422 0.0449673 4.555202 0.07633898 9778 1.6519393 down 5.298338 6.022499 0.218958 0.051021 -0.7241606 0.879757
1620530_aVvi.1366 Transcr ibed locus, moderately similar to NP_564611.1 expressed protein [Arabidopsis thalian 172.4952 176.5885 95.81585 98.38523 16 7.430412 7.464247 6.582192 6.620369 9.08E-04 33.16996 0.02238427 670 1.7975705 up 7.44733 6.601281 0.023925 0.026995 0.8460485 1.128164
1620531_at 4.079081 4.185185 4.610917 4.067435 16 2.028244 2.065291 2.205054 2.024119 0.5391297 0.734414 0.587466 15235 1.0481308 down 2.046768 2.114586 0.026196 0.12794 -0.0678187 0.967928
1620532_aVvi.6993 Transcr ibed locus, strongly similar to XP_479628.1 unknown protein [Oryza sativa (japonica c 1239.883 1235.558 1287.477 1307.421 16 10.27599 10.27095 10.33033 10.35251 0.0268802 5.975691 0.0533503 8363 1.0482271 down 10.27347 10.34142 0.003565 0.015681 -0.067951 0.993429
1620533_aVvi.15651 Transcr ibed locus 3.701045 3.72715 3.589355 3.607011 16 1.887933 1.898073 1.843725 1.850804 0.0177897 7.397075 0.04237984 6966 1.0322115 up 1.893003 1.847264 0.00717 0.005006 0.0457387 1.02476
1620534_aVvi.222 Transcr ibed locus, moderately similar to NP_196756.2 expressed protein [Arabidopsis thalian 67.616 64.49806 86.50568 84.4866 16 6.079293 6.011184 6.434722 6.400651 0.0102913 9.781225 0.03425393 4986 1.2945476 down 6.045239 6.417687 0.04816 0.024092 -0.372448 0.941965
1620535_aVvi.3246 Transcr ibed locus, moderately similar to NP_850829.1 acetolactate synthase small subunit, p 1334.981 1329.397 1286.471 1301.418 16 10.3826 10.37656 10.3292 10.34587 0.0416949 4.742823 0.07219645 9587 1.0295713 up 10.37958 10.33754 0.004276 0.011785 0.042044 1.004067
1620536_at 5.201204 5.230005 5.062436 5.086234 16 2.378846 2.386812 2.339832 2.346598 0.0169616 7.580293 0.04135115 6808 1.027839 up 2.382829 2.343215 0.005633 0.004784 0.0396142 1.016906
1620537_aVvi.953 Transcr ibed locus, weakly similar to NP_173863.2 expressed protein [Arabidopsis thaliana] 155.3287 168.2633 141.1931 152.5863 16 7.279181 7.394577 7.141526 7.253482 0.2251029 1.733732 0.2783365 13425 1.1014277 up 7.336879 7.197504 0.081597 0.079165 0.139375 1.019364
1620538_aVvi.8651 Transcr ibed locus 89.12695 80.48574 88.43536 79.61491 16 6.47779 6.330661 6.466551 6.314967 0.9102117 0.127495 0.9240711 16352 1.0093775 up 6.404225 6.39076 0.104036 0.107186 0.0134658 1.002107
1620539_aVvi.9890 Transcr ibed locus, moderately similar to NP_199033.1 peroxidase 64 (PER64) (P64) (PRXR 152.2622 212.503 3092.876 3413.443 16 7.250414 7.73134 11.59473 11.73701 0.0035882 16.64903 0.02809704 2111 18.063374 down 7.490877 11.66587 0.340066 0.100606 -4.174996 0.642119
1620540_at 9.59644 9.457337 8.249732 8.061969 16 3.262499 3.241434 3.044347 3.011132 0.0076045 11.40188 0.03135112 4021 1.1681511 up 3.251967 3.02774 0.014895 0.023487 0.224227 1.074058
1620541_aVvi.1408 Transcr ibed locus, strongly similar to NP_190192.1 Ras-related protein (ARA-3) / small GTP 495.0627 481.6411 444.6143 429.0463 16 8.951468 8.911815 8.796411 8.744989 0.0383694 4.957034 0.06788252 9383 1.1180155 up 8.931641 8.7707 0.028039 0.03636 0.160941 1.01835
1620542_aVvi.6879 Transcr ibed locus, moderately similar to NP_910329.1 high-affinity nickel-transport protein-li 453.4925 453.2468 474.9727 440.5984 16 8.824935 8.824153 8.891701 8.78332 0.8331787 0.239274 0.8555968 16166 1.0090287 down 8.824544 8.837511 5.53E-04 0.076636 -0.012967 0.998533
1620543_aVvi.15265 Transcr ibed locus 159.359 201.6216 367.3699 369.298 16 7.316136 7.655506 8.52109 8.528642 0.0256603 6.121861 0.0520035 8191 2.0548668 down 7.485821 8.524866 0.239971 0.00534 -1.0390448 0.878116
1620544_at 6.361881 6.407589 6.015351 6.009525 16 2.669453 2.679782 2.588649 2.587251 0.003596 16.63087 0.02809704 2118 1.0619144 up 2.674618 2.58795 0.007303 9.89E-04 0.0866675 1.033489
1620545_at 18.51758 19.68022 39.24603 37.74395 16 4.210824 4.298675 5.294475 5.238174 0.0026494 19.38935 0.02672241 1645 2.0161107 down 4.254749 5.266324 0.06212 0.039811 -1.0115747 0.807916
1620546_aVvi.14339 Transcr ibed locus 547.9167 580.0739 714.4291 743.6676 16 9.097813 9.180093 9.480647 9.538514 0.017922 7.368981 0.04256355 6988 1.2929158 down 9.138952 9.509581 0.058181 0.040918 -0.370629 0.961026
1620547_sVvi.994 Transcr ibed locus, moderately similar to NP_566652.1 expressed protein [Arabidopsis thalian 83.59153 107.5546 10.31864 11.92567 16 6.385285 6.748926 3.367181 3.575998 0.0045563 14.76405 0.02926091 2576 8.547581 up 6.567106 3.47159 0.257133 0.147656 3.0955164 1.891671
1620548_aVvi.3606 Transcr ibed locus 601.3871 735.8879 680.2506 595.6901 16 9.23215 9.523342 9.409923 9.218418 0.7502032 0.364832 0.7815068 15936 1.0450528 up 9.377747 9.314171 0.205904 0.135414 0.063576 1.006826
1620549_s_at 9518.046 9426.522 5570.331 4396.302 16 13.21645 13.20251 12.44355 12.10208 0.031707 5.481503 0.05948011 8849 1.9141029 up 13.20948 12.27281 0.009857 0.241457 0.936668 1.076321
1620550_at 4.251972 4.251972 4.084797 4.102007 16 2.088132 2.088132 2.030264 2.03633 0.003045 18.08062 0.02768036 1824 1.0387404 up 2.088132 2.033297 0 0.004289 0.0548351 1.026969
1620551_sVvi.3602 Transcr ibed locus, moderately similar to NP_565913.1 ribulose bisphosphate carboxylase/oxy 4.696324 4.723285 4.470677 4.484453 16 2.231532 2.23979 2.160493 2.164932 0.0041044 15.56101 0.028727 2371 1.0518641 up 2.235661 2.162713 0.00584 0.003139 0.0729484 1.03373
1620552_at 3.59707 3.613096 3.530533 3.520488 16 1.846822 1.853235 1.819886 1.815775 0.0137054 8.453843 0.0376094 6049 1.022569 up 1.850029 1.817831 0.004535 0.002907 0.0321981 1.017712
1620553_aVvi.9734 Transcr ibed locus, moderately similar to NP_567061.1 phenylalanyl-tRNA synthetase class II    617.6158 566.2556 324.3235 346.6239 16 9.270566 9.145309 8.34129 8.437227 0.0091579 10.37775 0.03293699 4613 1.76379 up 9.207937 8.389258 0.08857 0.067838 0.818679 1.097587
1620554_at 7.493823 7.422529 6.943061 6.953325 16 2.905702 2.891911 2.795572 2.797703 0.0046317 14.64258 0.02926091 2623 1.0733857 up 2.898806 2.796638 0.009752 0.001507 0.1021685 1.036533
1620555_at 4.773654 4.800516 4.602825 4.482238 16 2.255094 2.26319 2.20252 2.164219 0.0607143 3.871206 0.09566113 10535 1.0539249 up 2.259142 2.18337 0.005725 0.027082 0.0757721 1.034704
1620556_aVvi.9421 Transcr ibed locus, moderately similar to NP_197656.2 MORN (Membrane Occupation and R 63.46938 60.59893 67.17104 68.89102 16 5.987989 5.92122 6.069768 6.106244 0.0725769 3.506752 0.10995822 10957 1.0968767 down 5.954605 6.088006 0.047213 0.025793 -0.1334014 0.978088
1620557_aVvi.7457 Transcr ibed locus, moderately similar to NP_850542.1 2,3-biphosphoglycerate-independent p 5214.745 5309.991 6083.892 5779.061 16 12.34838 12.37449 12.57078 12.49662 0.048332 4.382076 0.08041441 9976 1.126824 down 12.36144 12.5337 0.018464 0.052438 -0.172262 0.986256
1620558_at 7.206388 7.345005 6.697043 6.675019 16 2.849276 2.876763 2.743524 2.738772 0.0128455 8.737936 0.03678627 5796 1.0881459 up 2.86302 2.741148 0.019436 0.00336 0.121872 1.04446
1620559_aVvi.14305 Transcr ibed locus 4.876728 4.886737 4.668755 4.678042 16 2.285914 2.288872 2.223038 2.225905 0.0010698 30.54857 0.02259248 784 1.0445788 up 2.287393 2.224471 0.002091 0.002027 0.0629213 1.028286
1620560_aVvi.7828 Transcr ibed locus, moderately similar to NP_566036.1 protease inhibitor/seed storage/lipid tr 279.628 261.6603 242.7257 287.5208 16 8.127365 8.031551 7.923183 8.167522 0.8192518 0.259897 0.84332955 16127 1.0239216 up 8.079458 8.045353 0.067751 0.172774 0.034105 1.004239
1620561_aVvi.15187 Transcr ibed locus 145.0261 144.3061 214.6331 182.9941 16 7.180168 7.172988 7.745729 7.515653 0.0586424 3.945582 0.09320129 10445 1.3699398 down 7.176578 7.630691 0.005077 0.162688 -0.4541126 0.940489
1620562_aVvi.1598 Transcr ibed locus, weakly similar to NP_565618.1 calmodulin-binding family protein [Arabido 37.41923 52.80689 35.17342 32.64954 16 5.225708 5.722654 5.136414 5.028991 0.2634596 1.53997 0.31866208 13725 1.3117374 up 5.474181 5.082702 0.351394 0.075959 0.391479 1.077022
1620563_at 6.234296 6.635989 5.876405 5.884558 16 2.640227 2.730311 2.554934 2.556934 0.1029465 2.870699 0.14527026 11764 1.0937893 up 2.685269 2.555934 0.0637 0.001414 0.1293349 1.050602
1620564_aVvi.7016 Transcr ibed locus, moderately similar to NP_193605.1 CBL-interacting protein kinase 12 (CI 1638.225 1651.076 1504.996 1349.127 16 10.67792 10.68919 10.55554 10.39781 0.1202823 2.616443 0.16520974 12086 1.1541868 up 10.68355 10.47668 0.007971 0.111535 0.206877 1.019746
1620565_at 148.5488 162.0183 148.6024 152.5266 16 7.214793 7.340013 7.215314 7.252917 0.5759529 0.662176 0.62086684 15400 1.0304592 up 7.277403 7.234116 0.088544 0.026589 0.0432874 1.005984
1620566_aVvi.1877 Transcr ibed locus, weakly similar to XP_478768.1 putative lectin-like protein kinase [Oryza sa 4.129449 4.104035 3.949537 3.960567 16 2.04595 2.037043 1.981683 1.985707 0.0070713 11.82869 0.03090239 3798 1.040878 up 2.041496 1.983695 0.006298 0.002845 0.0578012 1.029138
1620567_aVvi.1613 Transcr ibed locus, moderately similar to XP_468277.1 putative aspartate transaminase [Oryza 2154.372 2260.426 2684.359 2592.943 16 11.07305 11.14238 11.39036 11.34038 0.0264243 6.029156 0.05286761 8297 1.1955316 down 11.10772 11.36537 0.049022 0.035346 -0.257652 0.97733
1620568_aVvi.261 Transcr ibed locus, moderately similar to NP_565040.2 alanine aminotransferase, putative [Ar  4825.943 4749.714 5303.312 4694.186 16 12.23659 12.21362 12.37268 12.19666 0.5713095 0.671049 0.61674225 15378 1.042147 down 12.22511 12.28467 0.016242 0.124464 -0.059559 0.995152
1620569_sVvi.10992 Transcr ibed locus, strongly similar to NP_188773.1 expressed protein [Arabidopsis thaliana] 730.821 826.4684 647.9569 549.3176 16 9.513374 9.690816 9.339754 9.101497 0.1240302 2.568192 0.16932398 12160 1.3026682 up 9.602095 9.220625 0.12547 0.168473 0.38147 1.041371
1620570_aVvi.2511 Transcr ibed locus, strongly similar to NP_051072.1 cytochrome f [Arabidopsis thaliana] 4.041825 4.068421 3.902431 3.920073 16 2.015007 2.024469 1.964373 1.970881 0.011924 9.075634 0.0358045 5528 1.036781 up 2.019738 1.967627 0.006691 0.004602 0.0521112 1.026484
1620571_at 4.580014 4.575233 4.393409 4.388691 16 2.195352 2.193845 2.135341 2.133791 3.24E-04 55.52986 0.01827131 287 1.0424895 up 2.194599 2.134566 0.001066 0.001096 0.0600329 1.028124
1620572_aVvi.2929 Transcr ibed locus 5.32747 5.346843 5.164314 5.202662 16 2.413451 2.418687 2.368577 2.37925 0.0193093 7.091776 0.04425978 7242 1.0296513 up 2.416069 2.373913 0.003703 0.007547 0.0421557 1.017758
1620573_at 6.333337 6.428316 6.116265 6.185957 16 2.662966 2.684441 2.612651 2.628997 0.0593795 3.91869 0.09409083 10476 1.0373331 up 2.673703 2.620824 0.015185 0.011558 0.0528793 1.020177
1620574_sVvi.11147 Transcr ibed locus, moderately similar to XP_506965.1 PREDICTED P0585G03.37 gene prod 121.2642 103.6806 109.9358 120.6054 16 6.92201 6.696003 6.780517 6.91415 0.7978206 0.291954 0.824466 16064 1.0269228 down 6.809006 6.847334 0.159811 0.094493 -0.038328 0.994402
1620575_aVvi.7330 Transcr ibed locus, weakly similar to NP_180575.1 UDP-glucoronosyl/UDP-glucosyl transfer 4.060968 4.13646 3.940657 3.922597 16 2.021824 2.048397 1.978436 1.971809 0.0483591 4.380755 0.08043862 9980 1.0424567 up 2.03511 1.975123 0.01879 0.004686 0.0599875 1.030372
1620576_aVvi.8167 Transcr ibed locus, weakly similar to XP_464086.1 putative squamosa promoter binding protei 64.36678 60.36538 60.01941 60.88495 16 6.008244 5.915649 5.907357 5.928014 0.4492796 0.933085 0.50299686 14828 1.0311549 up 5.961947 5.917686 0.065474 0.014606 0.044261 1.007479
1620577_aVvi.7373 Transcr ibed locus, moderately similar to NP_199109.1 GYF domain-containing protein [Arab 297.4382 325.8292 409.7839 416.6687 16 8.216446 8.347972 8.67872 8.702757 0.0257487 6.11093 0.0521253 8200 1.327332 down 8.282209 8.690739 0.093003 0.016997 -0.40853 0.952992
1620578_aVvi.10674 Transcr ibed locus, moderately similar to NP_171696.2 peptidyl-prolyl cis- trans isomerase cyc    36.58145 42.27108 43.1121 42.8048 16 5.19304 5.401599 5.430021 5.419701 0.3463154 1.221577 0.40245897 14285 1.0924306 down 5.297319 5.424861 0.147473 0.007297 -0.1275416 0.976489
1620579_aVvi.14993 Transcr ibed locus 4.376946 4.419825 4.247057 4.262605 16 2.129925 2.143989 2.086464 2.091735 0.023751 6.372561 0.0496117 7947 1.0337286 up 2.136957 2.089099 0.009945 0.003728 0.0478576 1.022908
1620580_aVvi.4122 Transcr ibed locus, weakly similar to NP_851035.1 elongation factor family protein [Arabidops 6.244415 6.268488 5.884934 5.944584 16 2.642566 2.648118 2.557026 2.571576 0.0091051 10.40824 0.03284354 4601 1.0577809 up 2.645342 2.564301 0.003925 0.010288 0.0810409 1.031604
1620581_at 4.000078 3.973383 3.81821 3.864268 16 2.000028 1.990368 1.932897 1.950195 0.0324432 5.415841 0.06049897 8902 1.037889 up 1.995198 1.941546 0.006831 0.012232 0.0536522 1.027634
1620582_sVvi.4556 Transcr ibed locus, moderately similar to XP_470022.1 putative translation elongation factor P 127.3788 125.0483 132.6033 132.3508 16 6.992982 6.966342 7.050973 7.048223 0.0347623 5.222612 0.06342073 9098 1.04967 down 6.979662 7.049598 0.018838 0.001945 -0.0699357 0.990079
1620583_sVvi.8585 Transcr ibed locus 239.7838 383.3539 3547.182 4290.981 16 7.90559 8.582533 11.79246 12.06709 0.0096791 10.0905 0.03355114 4787 12.867981 down 8.244061 11.92978 0.478671 0.194196 -3.685714 0.691049
1620584_aVvi.5288 Transcr ibed locus 127.6744 117.481 112.1606 108.2557 16 6.996326 6.876284 6.809422 6.758299 0.144476 2.336771 0.19167256 12513 1.1114514 up 6.936305 6.78386 0.084882 0.03615 0.152445 1.022472
1620585_aVvi.8071 Transcr ibed locus, moderately similar to XP_464689.1 putative elongation factor 1-gamma [O 5363.088 5426.182 6255.314 6759.872 16 12.38885 12.40572 12.61087 12.72278 0.041364 4.763003 0.07186316 9555 1.2054209 down 12.39729 12.66682 0.011932 0.079136 -0.269537 0.978721
1620586_aVvi.2281 Transcr ibed locus, strongly similar to XP_368084.1 hypothetical protein MG01160.4 [Magnap 3.689332 3.71111 3.592011 3.609856 16 1.883359 1.891851 1.844792 1.851941 0.0194263 7.069757 0.0444359 7257 1.0275713 up 1.887605 1.848367 0.006004 0.005055 0.0392386 1.021229
1620587_aVvi.1103 Transcr ibed locus, weakly similar to XP_464287.1 putative heme activated protein [Oryza sativ 396.1853 387.6856 435.746 423.1102 16 8.630032 8.598743 8.767344 8.72489 0.0378119 4.995629 0.06719694 9341 1.0956061 down 8.614388 8.746117 0.022124 0.030019 -0.1317295 0.984939
1620588_aVvi.1769 Transcr ibed locus, weakly similar to NP_566810.1 plastocyanin-like domain-containing protei  104.5275 104.8539 102.6874 115.6842 16 6.707739 6.712236 6.682115 6.854048 0.5689731 0.675538 0.61461973 15368 1.041089 down 6.709988 6.768081 0.00318 0.121575 -0.0580934 0.991417
1620589_aVvi.15600 Transcr ibed locus 3.433991 3.451232 3.327428 3.34265 16 1.779886 1.787111 1.734408 1.740992 0.0111984 9.370215 0.03514159 5289 1.0322547 up 1.783499 1.7377 0.005109 0.004656 0.0457991 1.026356
1620590_aVvi.14541 Transcr ibed locus 129.2592 140.377 383.2596 408.6824 16 7.014123 7.133163 8.582178 8.674836 0.0023449 20.61467 0.02616672 1479 2.9380622 down 7.073643 8.628508 0.084173 0.065519 -1.5548653 0.819799
1620591_aVvi.9323 Transcr ibed locus, moderately similar to XP_464520.1 putative Mcsc- pending-prov protein [O 213.4703 231.5403 232.7744 226.7239 16 7.737891 7.855119 7.862789 7.824792 0.52305 0.76742 0.5725978 15164 1.0333189 down 7.796505 7.843791 0.082893 0.026867 -0.0472855 0.993972
1620592_at 7.43465 7.484662 6.90555 6.661457 16 2.894265 2.903937 2.787756 2.735838 0.0350525 5.199762 0.06377448 9124 1.0998482 up 2.899101 2.761797 0.006839 0.036712 0.1373043 1.049716
1620593_aVvi.724 Transcr ibed locus, strongly similar to XP_480550.1 putative GTP-binding protein [Oryza sativ   4066.948 3976.601 4839.398 4711.003 16 11.98973 11.95732 12.24061 12.20182 0.010253 9.799726 0.03421287 4973 1.1873039 down 11.97353 12.22122 0.022917 0.027431 -0.247689 0.979733
1620594_at 5.678474 5.67453 5.408161 5.49533 16 2.505503 2.504501 2.435138 2.458206 0.0370132 5.052408 0.06624126 9275 1.0412598 up 2.505002 2.446672 7.09E-04 0.016312 0.05833 1.023841
1620595_aVvi.12565 Transcr ibed locus, moderately similar to NP_191254.1 small basic membrane integral family 6.52332 6.566359 6.274249 6.142526 16 2.705607 2.715094 2.649443 2.618832 0.0414735 4.756299 0.07196308 9567 1.0542468 up 2.71035 2.634137 0.006708 0.021645 0.0762126 1.028933
1620596_aVvi.665 Transcr ibed locus, strongly similar to XP_464246.1 tubulin beta chain [Oryza sativa (japonica 2979.49 2898.717 3882.816 4317.131 16 11.54085 11.5012 11.92289 12.07586 0.0262158 6.054051 0.05257733 8277 1.3931472 down 11.52103 11.99937 0.028037 0.108166 -0.4783475 0.960136
1620597_aVvi.401 Transcr ibed locus 893.9743 883.9137 725.8327 772.1796 16 9.80409 9.787762 9.503493 9.592793 0.0319566 5.458992 0.05980778 8869 1.1873801 up 9.795925 9.548143 0.011546 0.063144 0.247782 1.025951
1620598_aVvi.10330 Transcr ibed locus 169.0634 211.4659 232.3336 203.1879 16 7.40142 7.724281 7.860055 7.666671 0.3982264 1.065571 0.45357817 14575 1.149106 down 7.562851 7.763363 0.228297 0.136743 -0.200512 0.974172
1620599_aVvi.8759 Transcr ibed locus 3333.872 3328.061 6509.212 6650.937 16 11.70298 11.70047 12.66827 12.69934 2.52E-04 63.00188 0.0180123 226 1.9753106 down 11.70173 12.6838 0.001779 0.021973 -0.9820795 0.922572
1620600_aVvi.10572 Transcr ibed locus, weakly similar to XP_468328.1 peroxisomal membrane protein-like [Oryza 93.63397 106.4085 410.6012 412.264 16 6.54896 6.733469 8.681594 8.687425 0.0020343 22.13743 0.02553182 1317 4.121858 down 6.641214 8.684509 0.130467 0.004123 -2.0432946 0.76472
1620601_aVvi.5837 Transcr ibed locus, weakly similar to NP_564761.1 aldo/keto reductase family protein [Arabido 2469.241 2529.486 2207.651 2216.279 16 11.26985 11.30463 11.1083 11.11392 0.0098542 9.999115 0.03376016 4844 1.1298485 up 11.28724 11.11111 0.024591 0.003979 0.176129 1.015852
1620602_aVvi.1041 Transcr ibed locus, strongly similar to NP_568096.1 zinc finger (C3HC4-type RING finger) f 961.1743 952.5209 904.8035 875.1705 16 9.908654 9.895607 9.821461 9.77342 0.0521443 4.206059 0.08529624 10148 1.075263 up 9.90213 9.797441 0.009226 0.03397 0.104689 1.010685
1620603_aVvi.12390 Transcr ibed locus, moderately similar to NP_191135.1 expressed protein [Arabidopsis thalian 38.34053 33.50142 29.04262 31.81785 16 5.260799 5.06615 4.8601 4.991765 0.1805873 2.021662 0.23087248 12985 1.1789824 up 5.163474 4.925932 0.137637 0.093101 0.237542 1.048223
1620604_at 7.105225 7.20186 6.684223 6.67491 16 2.82888 2.84837 2.74076 2.738748 0.0096751 10.09259 0.03355114 4785 1.070935 up 2.838625 2.739754 0.013781 0.001422 0.098871 1.036088
1620605_aVvi.9708 Transcr ibed locus, moderately similar to NP_568355.1 expressed protein [Arabidopsis thalian 30.1394 28.67492 26.33485 26.77264 16 4.913579 4.841718 4.718901 4.742687 0.0604603 3.880126 0.09536924 10524 1.1071528 up 4.877648 4.730794 0.050814 0.016819 0.1468544 1.031042
1620606_aVvi.7253 Transcr ibed locus, weakly similar to NP_188155.1 thioredoxin M-type 4, chloroplast (TRX-M4 4.145715 4.189723 4.001002 4.026846 16 2.051621 2.066855 2.000361 2.00965 0.0260092 6.079026 0.05237801 8243 1.0383064 up 2.059238 2.005006 0.010772 0.006568 0.0542322 1.027048
1620607_sVvi.9149 Transcr ibed locus, moderately similar to XP_483536.1 zinc-finger protein C60910-like [Oryza 784.1581 694.1236 305.4088 312.8579 16 9.615001 9.439049 8.254598 8.289364 0.0050668 13.99518 0.02943507 2853 2.386746 up 9.527025 8.27198 0.124417 0.024583 1.255045 1.151722
1620608_sVvi.8898 Transcr ibed locus 4.095036 4.112443 3.93344 3.945948 16 2.033876 2.039996 1.975792 1.980372 0.0041908 15.39873 0.0288901 2404 1.0416381 up 2.036936 1.978082 0.004327 0.003239 0.0588541 1.029753
1620609_aVvi.4866 Transcr ibed locus 3.232812 3.243901 3.139171 3.151791 16 1.69279 1.69773 1.650384 1.656172 0.0081144 11.03357 0.03164294 4255 1.0295273 up 1.69526 1.653278 0.003493 0.004093 0.0419821 1.025393
1620610_aVvi.10748 Transcr ibed locus 161.5277 152.1566 380.7966 435.9459 16 7.335638 7.249413 8.572877 8.768005 0.0059391 12.91813 0.03008822 3275 2.5989256 down 7.292525 8.670441 0.060971 0.137977 -1.3779157 0.841079
1620611_aVvi.9513 Transcr ibed locus 5.574307 5.605859 6.228547 5.407481 16 2.478792 2.486935 2.638896 2.434957 0.649208 0.529759 0.68922824 15637 1.0381842 down 2.482864 2.536926 0.005758 0.144206 -0.0540623 0.97869
1620612_sVvi.8083 Transcr ibed locus, strongly similar to NP_191788.1 ADP-ribosylation factor [Arabidopsis tha 7115.677 7369.753 6417.988 6702.278 16 12.79679 12.8474 12.64791 12.71044 0.0708889 3.55316 0.10805162 10891 1.1041402 up 12.82209 12.67917 0.03579 0.044216 0.142923 1.011272
1620613_at 7.100293 7.140321 6.81154 6.741642 16 2.827879 2.835989 2.767981 2.7531 0.0137972 8.425064 0.03764948 6083 1.050731 up 2.831934 2.760541 0.005735 0.010523 0.0713932 1.025862
1620614_aVvi.4124 Transcr ibed locus 8.454574 9.04086 8.181085 8.189852 16 3.079732 3.17646 3.032292 3.033837 0.1883981 1.964665 0.23929189 13070 1.0680885 up 3.128096 3.033065 0.068397 0.001093 0.0950312 1.031332
1620615_aVvi.5609 Transcr ibed locus, moderately similar to NP_567568.1 ankyrin protein kinase, putative [Arabid 803.493 791.9298 736.6778 762.2737 16 9.650142 9.629229 9.52489 9.574165 0.0779632 3.368507 0.11634566 11124 1.0644857 up 9.639685 9.549528 0.014788 0.034843 0.090157 1.009441
1620616_aVvi.15301 Transcr ibed locus 5.708426 5.730824 5.606386 5.52777 16 2.513093 2.518743 2.487071 2.466698 0.0661505 3.692443 0.10230818 10733 1.0274253 up 2.515918 2.476884 0.003995 0.014406 0.0390334 1.015759
1620617_at 502.5099 501.1866 721.8599 683.4219 16 8.973008 8.969204 9.495575 9.416633 0.0065734 12.27316 0.03056899 3569 1.3995847 down 8.971106 9.456104 0.00269 0.055821 -0.484998 0.948711
1620618_aVvi.7149 Transcr ibed locus, moderately similar to NP_849451.1 GDSL-motif lipase/hydrolase family pr  5.523057 5.547914 5.372292 5.397609 16 2.465467 2.471945 2.425538 2.432321 0.0136177 8.481568 0.03753936 6020 1.0279549 up 2.468706 2.428929 0.004581 0.004796 0.0397771 1.016376
1620619_at 4.32762 4.343816 4.155693 4.167184 16 2.113574 2.118963 2.055089 2.059073 0.0031899 17.66324 0.02774722 1907 1.0418789 up 2.116268 2.057081 0.003811 0.002817 0.0591877 1.028773
1620620_at 3.979468 4.001107 3.856058 3.871154 16 1.992576 2.000399 1.947127 1.952764 0.0105613 9.653375 0.03465204 5059 1.0327867 up 1.996487 1.949945 0.005532 0.003986 0.0465423 1.023869
1620621_aVvi.10083 Transcr ibed locus, strongly similar to NP_171677.1 no apical meristem (NAM) family protein 2141.247 2037.794 2058.584 1921.094 16 11.06424 10.99279 11.00744 10.90771 0.3669398 1.156542 0.42269883 14411 1.0504001 up 11.02851 10.95758 0.050518 0.070516 0.070939 1.006474
1620622_aVvi.15733 Transcr ibed locus 3.786459 3.807802 3.686156 3.683167 16 1.920849 1.928958 1.882117 1.880947 0.0088035 10.58742 0.03248624 4498 1.0305197 up 1.924904 1.881532 0.005734 8.28E-04 0.0433722 1.023052
1620623_aVvi.10283 Transcr ibed locus, weakly similar to NP_194788.1 plastocyanin-like domain-containing protei  38.9153 98.80953 1444.612 1603.03 16 5.282266 6.626578 10.49647 10.64659 0.0207909 6.82666 0.04581498 7533 24.540684 down 5.954422 10.57153 0.950573 0.10615 -4.617104 0.563251
1620624_aVvi.5242 Transcr ibed locus, weakly similar to NP_563742.1 UDP-glucose transferase (UGT75B2) [Ar 4.123753 4.152315 3.961469 4.015954 16 2.043958 2.053916 1.986035 2.005743 0.0406877 4.804981 0.07094811 9520 1.0374542 up 2.048937 1.995889 0.007041 0.013935 0.0530477 1.026578
1620625_aVvi.8473 Transcr ibed locus 51.21537 59.34177 145.2415 159.7859 16 5.678505 5.890976 7.18231 7.319996 0.0073701 11.58382 0.03113452 3929 2.763339 down 5.78474 7.251153 0.15024 0.097359 -1.4664126 0.797768
1620626_aVvi.9225 Transcr ibed locus, weakly similar to NP_190960.1 RNA polymerase sigma subunit SigC (sig 170.4346 185.8756 38.61123 32.38102 16 7.413074 7.538194 5.270948 5.017077 0.0036635 16.47615 0.02821112 2154 5.0337067 up 7.475634 5.144013 0.088473 0.179515 2.3316211 1.453269
1620627_aVvi.8546 Transcr ibed locus, moderately similar to NP_564103.1 zinc finger (FYVE type) family protein 363.0061 357.4593 303.818 351.1318 16 8.50385 8.481635 8.247064 8.455869 0.3106874 1.345595 0.36636356 14078 1.1028804 up 8.492743 8.351466 0.015708 0.147647 0.141277 1.016916
1620628_aVvi.11277 Transcr ibed locus, moderately similar to NP_176049.1 beta-fructofuranosidase, putative / inve 808.1914 843.4265 577.0258 533.8231 16 9.658553 9.720119 9.172492 9.060218 0.012256 8.949608 0.03616688 5625 1.487594 up 9.689336 9.116355 0.043533 0.07939 0.572981 1.062852
1620629_x_at 46.76254 46.85354 46.77042 44.2493 16 5.547281 5.550086 5.547525 5.467583 0.4118848 1.028368 0.46743527 14628 1.0289195 up 5.548684 5.507554 0.001983 0.056527 0.04113 1.007468
1620630_aVvi.7035 Transcr ibed locus, weakly similar to NP_566400.1 MD-2-related lipid recognition domain-con 4223.058 4267.864 3467.875 3693.4 16 12.04407 12.0593 11.75984 11.85073 0.0332428 5.346977 0.06147214 8977 1.186244 up 12.05169 11.80528 0.010767 0.064274 0.2464005 1.020872
1620631_aVvi.3354 Transcr ibed locus, strongly similar to NP_178022.1 NADH-ubiquinone oxidoreductase 23 kD 2639.36 2553.081 2805.816 2844.097 16 11.36597 11.31802 11.45421 11.47376 0.0422179 4.711413 0.07275217 9633 1.0882286 down 11.342 11.46398 0.033905 0.013824 -0.121982 0.98936
1620632_sVvi.7947 Transcr ibed locus, moderately similar to XP_493880.1 unknown protein [Oryza sativa] 181.8983 113.1572 4.388291 4.417409 16 7.506988 6.822185 2.133659 2.1432 0.0046097 14.67771 0.02926091 2608 32.58546 up 7.164586 2.13843 0.484229 0.006747 5.0261564 3.350396
1620633_at 5.2451 5.276142 5.072868 5.008639 16 2.39097 2.399483 2.342802 2.324419 0.0259759 6.083081 0.05234126 8238 1.0436348 up 2.395227 2.33361 0.00602 0.012999 0.061617 1.026404
1620634_aVvi.15320 Transcr ibed locus 281.2393 225.9822 14.74273 10.30111 16 8.135654 7.820066 3.881932 3.364729 0.004805 14.37413 0.02932456 2713 20.457102 up 7.97786 3.62333 0.223155 0.365718 4.35453 2.201803
1620635_aVvi.2920 Transcr ibed locus 8.152595 7.854359 6.549134 7.02213 16 3.027259 2.973494 2.711304 2.811909 0.0525979 4.186367 0.08582281 10173 1.1799862 up 3.000377 2.761607 0.038018 0.071138 0.23877 1.086461
1620636_aVvi.14718 Transcr ibed locus 3.579675 3.604538 3.465796 3.500898 16 1.839828 1.849815 1.793187 1.807725 0.0373146 5.030774 0.06656958 9305 1.0312296 up 1.844822 1.800456 0.007061 0.01028 0.0443656 1.024641
1620637_aVvi.11095 Transcr ibed locus, weakly similar to NP_195256.3 transporter-related [Arabidopsis thaliana] 3.430671 3.441098 3.346285 3.354044 16 1.778491 1.782869 1.74256 1.745902 0.0056596 13.23597 0.02979867 3149 1.0255864 up 1.78068 1.744231 0.003096 0.002363 0.036449 1.020897
1620638_aVvi.3582 Transcr ibed locus, moderately similar to NP_566192.1 NADH:ubiquinone oxidoreductase fam   6.187099 6.215988 5.888027 6.394287 16 2.629263 2.635984 2.557784 2.676784 0.8209341 0.257398 0.8447628 16132 1.0106894 up 2.632623 2.617284 0.004752 0.084145 0.0153396 1.005861
1620639_aVvi.7200 Transcr ibed locus, moderately similar to NP_189289.2 phosphate transporter family protein [A 28.80956 20.64905 13.21039 13.29992 16 4.848476 4.368003 3.723602 3.733346 0.0671682 3.661336 0.10356886 10766 1.8400762 up 4.608239 3.728474 0.339745 0.00689 0.8797653 1.235959
1620640_sVvi.2247 Transcr ibed locus, moderately similar to XP_468115.1 MADS box interactor-like [Oryza sativa 705.6573 644.6246 660.5964 698.3407 16 9.462824 9.332315 9.367625 9.447787 0.9068112 0.132365 0.92090034 16347 1.0070509 down 9.39757 9.407706 0.092283 0.056683 -0.010136 0.998923
1620641_aVvi.12451 Transcr ibed locus, weakly similar to NP_851106.1 Dof-type zinc finger domain-containing pro 89.9266 103.6171 33.14682 35.78955 16 6.490676 6.695119 5.050798 5.161467 0.0060568 12.79078 0.03012973 3335 2.8025982 up 6.592897 5.106133 0.144563 0.078254 1.4867649 1.291172
1620642_aVvi.14904 Transcr ibed locus 4.285212 4.295961 4.120596 4.168079 16 2.099366 2.102981 2.042853 2.059383 0.0273969 5.916709 0.05392682 8432 1.0353051 up 2.101174 2.051118 0.002556 0.011688 0.0500559 1.024404
1620643_aVvi.12368 Transcr ibed locus 5.260117 5.212322 4.970965 4.965622 16 2.395095 2.381926 2.313526 2.311974 0.0075712 11.4272 0.03134599 4009 1.0539166 up 2.388511 2.31275 0.009312 0.001097 0.0757607 1.032758
1620644_aVvi.10137 Transcr ibed locus, strongly similar to NP_195902.1 DNA topoisomerase VIA (SPO11) [Arab 337.629 350.429 612.5299 614.3173 16 8.399295 8.452978 9.258636 9.26284 0.0010391 30.99865 0.02259248 761 1.7833655 down 8.426136 9.260738 0.03796 0.002973 -0.834602 0.909877
1620645_aVvi.6401 Transcr ibed locus 669.6818 733.3646 630.7136 598.7631 16 9.387332 9.518387 9.300841 9.225842 0.1287542 2.510207 0.17455305 12245 1.1403826 up 9.45286 9.263342 0.09267 0.053033 0.189518 1.020459
1620646_aVvi.903 Transcr ibed locus, weakly similar to NP_849977.1 DNAJ heat shock N-terminal domain-conta 148.7295 145.965 227.3994 220.3363 16 7.216547 7.189479 7.829084 7.783563 0.001921 22.78321 0.02532748 1253 1.5191993 down 7.203013 7.806324 0.01914 0.032188 -0.603311 0.922715
1620647_aVvi.6680 Transcr ibed locus, moderately similar to NP_564074.1 expressed protein [Arabidopsis thalian 2638.893 2554.553 450.6878 445.9285 16 11.36572 11.31886 8.815985 8.800669 9.46E-05 102.7953 0.0161524 96 5.7915897 up 11.34229 8.808327 0.033136 0.01083 2.533959 1.287678
1620648_aVvi.14704 Transcr ibed locus 259.6997 280.8824 403.0156 370.151 16 8.0207 8.133822 8.654692 8.53197 0.0251664 6.184 0.05139962 8127 1.4300538 down 8.077261 8.59333 0.079989 0.086777 -0.516069 0.939945
1620649_at 3.650024 3.697522 3.549688 3.549144 16 1.867906 1.886559 1.827692 1.827471 0.0335252 5.323234 0.06182911 9001 1.0350143 up 1.877232 1.827582 0.01319 1.56E-04 0.0496507 1.027167
1620650_sVvi.9279 Transcr ibed locus, moderately similar to NP_195511.1 mannitol dehydrogenase, putative (ELI 5849.371 5697.15 1689.085 1863.634 16 12.51407 12.47603 10.72203 10.8639 0.0018567 23.17513 0.02525701 1218 3.2536967 up 12.49505 10.79297 0.026899 0.100322 1.70208 1.157703
1620651_aVvi.3536 Transcr ibed locus, weakly similar to NP_172576.1 hydrolase, alpha/beta fold family protein [Ar 685.1462 715.5933 1748.068 1612.793 16 9.420268 9.482996 10.77155 10.65535 0.0027267 19.1112 0.02700983 1673 2.397971 down 9.451632 10.71345 0.044355 0.082165 -1.261814 0.882221
1620652_aVvi.7058 Transcr ibed locus, weakly similar to NP_565941.1 expressed protein [Arabidopsis thaliana] 2447.365 2336.699 2220.876 2449.592 16 11.25701 11.19026 11.11691 11.25833 0.6903049 0.460621 0.7266321 15771 1.0252782 up 11.22364 11.18762 0.047204 0.099994 0.036016 1.003219
1620653_aVvi.12489 Transcr ibed locus 7.380597 7.085276 8.381308 13.68679 16 2.883738 2.824824 3.067175 3.774712 0.2514997 1.596267 0.30615905 13637 1.4810935 down 2.854281 3.420944 0.041658 0.500304 -0.5666627 0.834355
1620654_aVvi.1274 Transcr ibed locus, moderately similar to NP_567103.1 transketolase, putative [Arabidopsis th 139.0446 131.6587 348.1052 303.7218 16 7.119404 7.040659 8.443379 8.246607 0.0069452 11.93675 0.03077344 3745 2.4032092 down 7.080031 8.344994 0.055681 0.139139 -1.2649626 0.848417
1620655_aVvi.5721 Transcr ibed locus, weakly similar to NP_196617.1 DNA-binding bromodomain-containing pro 317.7064 306.7987 218.4641 268.5594 16 8.31155 8.261148 7.771252 8.069098 0.136222 2.424356 0.18276693 12373 1.2889307 up 8.286349 7.920175 0.035639 0.210608 0.3661744 1.046233
1620656_aVvi.14619 Transcr ibed locus 7.072344 7.558771 6.784107 6.898796 16 2.822188 2.918152 2.762159 2.786345 0.1921442 1.938445 0.24328686 13111 1.0687455 up 2.87017 2.774252 0.067856 0.017102 0.0959183 1.034574
1620657_aVvi.8613 Transcr ibed locus, weakly similar to NP_566643.1 expressed protein [Arabidopsis thaliana] 6.000046 6.028122 5.749413 5.759026 16 2.584974 2.591709 2.523415 2.525825 0.0031357 17.81601 0.02772998 1875 1.0451583 up 2.588341 2.52462 0.004762 0.001704 0.0637214 1.02524
1620658_aVvi.10420 Transcr ibed locus 58.25384 85.95042 98.43412 82.75167 16 5.864281 6.425433 6.621087 6.370717 0.3715495 1.14259 0.42720857 14438 1.2754847 down 6.144857 6.495902 0.396794 0.177038 -0.3510455 0.945959
1620659_aVvi.5168 Transcr ibed locus, moderately similar to XP_479404.1 putative 30S ribosomal protein S9 [Ory 5.601973 5.470944 5.23371 5.146184 16 2.485935 2.45179 2.387834 2.363503 0.0470575 4.445518 0.07886627 9905 1.0667292 up 2.468863 2.375669 0.024144 0.017205 0.093194 1.039229
1620660_aVvi.7387 Transcr ibed locus, weakly similar to NP_568178.1 proline-rich family protein [Arabidopsis tha 145.0456 141.9451 75.86303 73.2664 16 7.180362 7.149189 6.245325 6.19508 9.78E-04 31.94902 0.02255868 717 1.9246197 up 7.164776 6.220202 0.022043 0.035529 0.9445736 1.151856
1620661_aVvi.6894 Transcr ibed locus, weakly similar to XP_482591.1 putative ZF-HD homeobox protein [Oryza s 104.9741 111.1136 346.4106 414.8652 16 6.71389 6.795892 8.436339 8.696499 0.0056207 13.28212 0.02979867 3129 3.5101414 down 6.75489 8.56642 0.057984 0.183961 -1.8115296 0.788531
1620662_aVvi.6472 Transcr ibed locus, moderately similar to NP_179101.1 auxin-responsive GH3 family protein [A 10901.65 11002.19 8774.72 8496.294 16 13.41226 13.4255 13.09914 13.05262 0.0049343 14.1833 0.02943507 2776 1.2683934 up 13.41888 13.07588 0.009363 0.032894 0.343002 1.026232
1620663_at 3.434585 3.434604 3.355825 3.345186 16 1.780136 1.780144 1.746668 1.742086 0.0040771 15.61318 0.02864669 2359 1.0250987 up 1.78014 1.744377 5.82E-06 0.003239 0.0357628 1.020502
1620664_at 45.15809 48.3114 31.56333 25.95265 16 5.496913 5.594292 4.980177 4.69781 0.0418836 4.731429 0.07239246 9603 1.6319624 up 5.545602 4.838994 0.068858 0.199664 0.706608 1.146024
1620665_aVvi.1364 Transcr ibed locus 2.780745 2.792331 2.703099 2.715801 16 1.475471 1.48147 1.434614 1.441378 0.0122437 8.954218 0.03614318 5623 1.0284522 up 1.478471 1.437996 0.004242 0.004782 0.0404747 1.028147
1620666_aVvi.4475 Transcr ibed locus, weakly similar to NP_176722.2 zinc finger protein-related [Arabidopsis tha 573.2441 530.2457 558.8355 549.1996 16 9.163006 9.050517 9.12628 9.101187 0.9147638 0.120983 0.9280368 16363 1.0048438 down 9.106762 9.113733 0.079542 0.017743 -0.006971 0.999235
1620667_aVvi.14516 Transcr ibed locus 207.4129 168.691 265.7415 234.8878 16 7.696361 7.398239 8.05388 7.875828 0.1379933 2.40495 0.18460965 12407 1.3356606 down 7.5473 7.964854 0.210804 0.125902 -0.4175537 0.947575
1620668_s_at 13.08876 14.16246 11.59189 11.95002 15 3.710256 3.824001 3.535044 3.578941 0.0748337 3.447085 0.11268776 11024 1.1567972 up 3.767129 3.556993 0.080429 0.03104 0.210136 1.059077
1620669_at 4.501738 4.518833 4.358456 4.387319 16 2.170482 2.17595 2.123817 2.13334 0.0147942 8.130047 0.03877961 6330 1.0314244 up 2.173216 2.128578 0.003867 0.006734 0.0446381 1.020971
1620670_aVvi.6125 Transcr ibed locus, weakly similar to NP_200960.2 hexose transporter, putative [Arabidopsis th 64.19482 81.77931 56.62447 37.5759 16 6.004385 6.353664 5.823354 5.231736 0.1983448 1.896515 0.24982324 13180 1.5707785 up 6.179025 5.527545 0.246978 0.418337 0.6514797 1.117861
1620671_aVvi.2794 Transcr ibed locus, moderately similar to NP_172597.1 S-locus lectin protein kinase family pro 6.311071 5.586348 16.22232 13.06488 16 2.657885 2.481906 4.019908 3.707622 0.018653 7.219109 0.04344029 7127 2.451848 down 2.569895 3.863765 0.124436 0.22082 -1.2938695 0.665127
1620672_aVvi.5182 Transcr ibed locus, weakly similar to NP_850702.1 forkhead-associated domain-containing pr 177.1834 162.891 193.2012 209.6924 16 7.469099 7.347763 7.59396 7.712132 0.1018694 2.888481 0.14403303 11741 1.1847762 down 7.408431 7.653046 0.085798 0.08356 -0.2446147 0.968037
1620673_aVvi.7343 Transcr ibed locus, strongly similar to NP_178224.1 fructose-bisphosphate aldolase, putative 5717.496 5691.692 4475.468 4412.705 16 12.48117 12.47464 12.12782 12.10745 8.80E-04 33.67816 0.02224117 653 1.2836657 up 12.47791 12.11764 0.004615 0.014407 0.360269 1.029731
1620674_at 69.49751 63.96456 49.35073 54.08438 16 6.118889 5.999201 5.625 5.75714 0.0539795 4.127883 0.0875335 10237 1.2905403 up 6.059045 5.69107 0.084633 0.093438 0.3679754 1.064658
1620675_aVvi.120 GO:000922DFR mRNA for dihydroflavonol reductase 1273.447 1218.118 1127.022 1110.419 16 10.31452 10.25044 10.1383 10.11689 0.0444281 4.584718 0.07568185 9745 1.1133338 up 10.28248 10.12759 0.045314 0.01514 0.154886 1.015293
1620676_aVvi.15589 Transcr ibed locus 4.282766 4.311897 4.173153 4.191421 16 2.098543 2.108323 2.061138 2.067439 0.0213783 6.729171 0.04659005 7617 1.0275042 up 2.103433 2.064289 0.006915 0.004456 0.0391444 1.018963
1620677_aVvi.1082 Transcr ibed locus, weakly similar to NP_193777.1 small nuclear ribonucleoprotein associated 449.0493 425.1268 704.4641 883.2233 16 8.81073 8.73175 9.460382 9.786634 0.0366623 5.077927 0.06576627 9254 1.8053371 down 8.77124 9.623508 0.055848 0.230695 -0.852268 0.911439
1620678_aVvi.15602 Transcr ibed locus 39.55764 39.76695 38.33131 38.56865 16 5.305884 5.313498 5.260451 5.269357 0.016682 7.645207 0.04103233 6746 1.0315312 up 5.309691 5.264904 0.005384 0.006297 0.0447874 1.008507
1620679_aVvi.3123 Transcr ibed locus, moderately similar to NP_188436.1 glycosyl hydrolase family 1 protein [Ar 131.8141 183.6319 674.6231 596.3437 16 7.042361 7.520673 9.397938 9.22 0.0154732 7.945544 0.03950276 6502 4.0768433 down 7.281517 9.30897 0.338217 0.125821 -2.0274525 0.782204
1620680_aVvi.12781 Transcr ibed locus 5.797347 5.844922 5.514413 5.508545 16 2.535393 2.547184 2.463207 2.461671 0.0056373 13.2624 0.02979867 3137 1.0561751 up 2.541288 2.462439 0.008337 0.001086 0.0788491 1.032021
1620681_aVvi.15387 Transcr ibed locus 181.9822 186.2889 227.8106 173.1271 16 7.507654 7.541398 7.831692 7.435688 0.6379181 0.549336 0.67884856 15600 1.0786033 down 7.524526 7.63369 0.023861 0.280017 -0.1091644 0.9857
1620682_aVvi.2968 Transcr ibed locus, weakly similar to XP_470057.1 unknown protein [Oryza sativa (japonica cu 113.2826 114.3688 74.99857 47.07405 16 6.823783 6.83755 6.228791 5.55686 0.107985 2.790893 0.15132663 11846 1.9156592 up 6.830667 5.892826 0.009735 0.475127 0.9378409 1.15915
1620683_aVvi.13752 Transcr ibed locus, moderately similar to XP_476106.1 putative thioredoxin [Oryza sativa (japo  19.7376 18.1765 14.55905 15.5152 16 4.302875 4.184003 3.863844 3.95561 0.0470797 4.444396 0.07887719 9908 1.2602514 up 4.243439 3.909727 0.084055 0.064888 0.3337117 1.085354
1620684_aVvi.2501 Transcr ibed locus, moderately similar to NP_176632.1 ribosomal protein S6 family protein [Ar 61.20303 69.98986 57.62077 54.99086 16 5.935531 6.129075 5.848517 5.78112 0.1678201 2.122395 0.21731137 12820 1.1627045 up 6.032303 5.814818 0.136856 0.047657 0.2174846 1.037402
1620685_sVvi.1980 Transcr ibed locus, strongly similar to NP_568619.1 ubiquitin-conjugating enzyme 18 (UBC1 1562.669 1478.108 1050.222 938.5808 16 10.6098 10.52954 10.03648 9.874337 0.0210064 6.790424 0.04608803 7566 1.5307703 up 10.56967 9.955408 0.056753 0.114652 0.614258 1.061701
1620686_aVvi.12576 Transcr ibed locus, moderately similar to NP_564428.1 expressed protein [Arabidopsis thalian 6.763384 7.143181 121.7948 136.5147 16 2.757745 2.836567 6.928309 7.092913 4.69E-04 46.17408 0.01899094 408 18.551382 down 2.797156 7.010611 0.055735 0.116393 -4.2134547 0.398989
1620687_aVvi.7519 Transcr ibed locus, moderately similar to NP_187609.2 expressed protein [Arabidopsis thalian 410.9063 352.1787 498.8817 518.7924 16 8.682666 8.460164 8.962554 9.019013 0.0674187 3.653782 0.103878 10774 1.3373423 down 8.571415 8.990784 0.157333 0.039923 -0.419369 0.953356
1620688_aVvi.14896 GO:000680Putative leucoanthocyanidin reductase 1 (lar1 gene, lar1-1 allele) 5.38918 5.376329 5.16476 5.200754 16 2.430066 2.426621 2.368701 2.378721 0.0092718 10.31291 0.03309353 4650 1.0385945 up 2.428344 2.373711 0.002435 0.007085 0.0546325 1.023016
1620689_at 5.575923 5.617438 5.270249 5.263052 16 2.479211 2.489912 2.397871 2.3959 0.0038289 16.11429 0.02827039 2247 1.062657 up 2.484561 2.396885 0.007567 0.001394 0.087676 1.036579
1620690_aVvi.12651 Transcr ibed locus, weakly similar to NP_177189.1 ubiquitin-protein ligase 2 (UPL2) [Arabido 2.77447 2.791953 2.701606 2.717791 16 1.472212 1.481275 1.433818 1.442435 0.0252278 6.176178 0.05144493 8140 1.0271288 up 1.476743 1.438126 0.006408 0.006093 0.0386171 1.026852
1620691_at 4.366905 4.384189 4.191989 4.225441 16 2.126611 2.13231 2.067635 2.079102 0.012779 8.761068 0.03674486 5770 1.0396456 up 2.12946 2.073369 0.00403 0.008108 0.0560918 1.027053
1620692_at 7.05468 9.739104 6.699978 6.6379 16 2.818581 3.283789 2.744156 2.730727 0.3099701 1.348267 0.3655696 14076 1.2429284 up 3.051185 2.737442 0.328952 0.009496 0.3137432 1.114612
1620693_aVvi.12034 Transcr ibed locus, moderately similar to NP_179858.2 transporter-related [Arabidopsis thalia 593.36 598.7053 624.168 610.4934 16 9.212764 9.225702 9.28579 9.253832 0.0991894 2.933907 0.14086278 11689 1.0356805 down 9.219233 9.269812 0.009149 0.022598 -0.050579 0.994544
1620694_aVvi.12502 Transcr ibed locus, strongly similar to NP_567487.1 dihydrolipoamide dehydrogenase 2, plast 523.8031 486.2156 713.9216 730.7645 16 9.032881 8.925452 9.479622 9.513263 0.011634 9.19008 0.03551465 5437 1.431251 down 8.979166 9.496443 0.075963 0.023788 -0.517277 0.945529
1620695_at 7986.108 7949.723 6921.323 7533.256 16 12.96328 12.95669 12.75683 12.87906 0.146054 2.320813 0.19341055 12536 1.1034616 up 12.95998 12.81795 0.004658 0.086427 0.1420365 1.011081
1620696_at 280.4155 267.6209 260.9718 247.5949 16 8.131422 8.064047 8.02775 7.951837 0.1672757 2.126921 0.21670786 12814 1.0776888 up 8.097734 7.989794 0.047641 0.053679 0.10794 1.01351
1620697_at 19.03489 18.52491 40.90931 35.82929 16 4.250575 4.211394 5.354357 5.163067 0.008904 10.5267 0.03260345 4533 2.0388105 down 4.230985 5.258712 0.027705 0.135262 -1.0277276 0.804567
1620698_at 7.177434 7.225174 6.731987 6.600043 16 2.843468 2.853032 2.751032 2.722476 0.017755 7.404491 0.04234583 6960 1.0803483 up 2.84825 2.736754 0.006763 0.020193 0.1114964 1.04074
1620699_aVvi.1578 Transcr ibed locus, moderately similar to NP_565112.1 zinc knuckle (CCHC-type) family prote 1343.128 1364.146 1456.542 1692.808 16 10.39138 10.41378 10.50833 10.7252 0.1883824 1.964776 0.23929189 13068 1.1600482 down 10.40258 10.61677 0.01584 0.153351 -0.214185 0.979826
1620700_aVvi.456 Transcr ibed locus, moderately similar to NP_910927.2 putative translation elongation factor e 7996.657 7993.661 10143.07 9999.945 16 12.96518 12.96464 13.30821 13.2877 9.47E-04 32.479 0.02248719 697 1.2596685 down 12.96491 13.29796 3.82E-04 0.014496 -0.3330445 0.974955
1620701_aVvi.11501 Transcr ibed locus 9.463057 9.804909 8.99157 8.751636 16 3.242307 3.293504 3.168573 3.129553 0.0661534 3.692356 0.10230818 10734 1.0858632 up 3.267905 3.149063 0.036202 0.027591 0.1188423 1.037739
1620702_aVvi.32 Transcr ibed locus, weakly similar to NP_565738.1 haloacid dehalogenase-like hydrolase fami 414.973 334.2535 209.2828 195.6023 16 8.696874 8.384799 7.70931 7.611779 0.0328011 5.384709 0.06090784 8939 1.8407477 up 8.540836 7.660544 0.22067 0.068964 0.8802916 1.114912
1620703_aVvi.8550 Transcr ibed locus, moderately similar to NP_564000.2 expressed protein [Arabidopsis thalian 159.9378 152.3345 262.3569 255.185 16 7.321367 7.251099 8.035387 7.9954 0.0030595 18.03757 0.02768036 1828 1.657674 down 7.286233 8.015393 0.049687 0.028275 -0.72916 0.90903
1620704_aVvi.11360 Transcr ibed locus 151.7898 138.6069 183.8683 182.8246 16 7.24593 7.114855 7.52253 7.514316 0.0357274 5.147704 0.064648 9174 1.2640301 down 7.180392 7.518423 0.092684 0.005808 -0.3380307 0.95504
1620705_aVvi.808 Transcr ibed locus, weakly similar to NP_199039.1 serine carboxypeptidase S10 family protein 29.34044 26.4817 106.8514 146.5261 16 4.874818 4.726924 6.739461 7.195013 0.0120004 9.046178 0.0358652 5554 4.4889145 down 4.800871 6.967238 0.104577 0.322124 -2.1663665 0.689064
1620706_at 5.307526 5.319913 5.117641 5.202616 16 2.40804 2.411403 2.355479 2.379237 0.0716893 3.53096 0.10888162 10930 1.0297992 up 2.409721 2.367358 0.002378 0.0168 0.0423631 1.017895
1620707_at 4.135338 4.271706 4.007877 4.035208 16 2.048005 2.094812 2.002838 2.012643 0.1168388 2.662672 0.16140442 12017 1.0451198 up 2.071409 2.007741 0.033097 0.006933 0.0636682 1.031711
1620708_aVvi.1231 Transcr ibed locus, weakly similar to NP_179759.1 myb family transcr iption factor [Arabidopsis 4.740852 4.409716 4.257003 4.255624 16 2.245147 2.140686 2.089838 2.089371 0.1865332 1.97798 0.23734516 13046 1.0742366 up 2.192916 2.089604 0.073865 3.31E-04 0.1033118 1.049441
1620709_aVvi.14805 Transcr ibed locus 4.746692 4.767565 4.589891 4.626289 16 2.246923 2.253253 2.19846 2.209856 0.0195492 7.046835 0.04453952 7284 1.0323482 up 2.250088 2.204158 0.004476 0.008058 0.0459297 1.020838
1620710_at 5.17189 5.172661 4.990847 5.010749 16 2.370692 2.370907 2.319285 2.325026 0.0034697 16.9324 0.02799703 2056 1.034292 up 2.370799 2.322156 1.52E-04 0.00406 0.0486435 1.020948
1620711_aVvi.2531 Transcr ibed locus 6.926793 6.972032 6.699921 6.743967 16 2.792188 2.801579 2.744144 2.753598 0.018719 7.206004 0.04349533 7143 1.0338397 up 2.796883 2.748871 0.006641 0.006685 0.0480125 1.017466
1620712_aVvi.15725 Transcr ibed locus 4.827913 4.802526 4.692537 4.725117 16 2.2714 2.263794 2.230368 2.24035 0.0358599 5.137647 0.06479608 9187 1.0225972 up 2.267597 2.235359 0.005378 0.007058 0.032238 1.014422
1620713_sVvi.3225 Transcr ibed locus, moderately similar to NP_179263.1 myb family transcr iption factor [Arabid  290.1227 267.6011 273.9091 267.1686 16 8.180519 8.06394 8.097553 8.061606 0.5567988 0.699203 0.60339254 15319 1.0300035 up 8.12223 8.07958 0.082434 0.025418 0.04265 1.005279
1620714_aVvi.6812 Transcr ibed locus, moderately similar to NP_174746.1 phosphate-responsive protein, putative 1681.099 2309.219 2584.266 2824.331 16 10.71519 11.17319 11.33554 11.46369 0.1955489 1.915201 0.2468824 13149 1.3711888 down 10.94419 11.39962 0.323855 0.090619 -0.455427 0.960049
1620715_aVvi.15276 Transcr ibed locus 3.829491 3.848652 3.681098 3.717503 16 1.937153 1.944353 1.880136 1.894334 0.021412 6.723708 0.046645 7620 1.0377926 up 1.940753 1.887235 0.005091 0.010039 0.0535181 1.028358
1620716_aVvi.4545 Transcr ibed locus 4.756866 4.785824 4.618615 4.652176 16 2.250011 2.258768 2.20746 2.217906 0.025678 6.119668 0.05201394 8195 1.0293305 up 2.254389 2.212683 0.006192 0.007386 0.0417063 1.018849
1620717_aVvi.7766 Transcr ibed locus, moderately similar to NP_200651.1 exocyst subunit EXO70 family protein [ 972.0307 1160.598 780.9266 857.7976 16 9.924858 10.18065 9.609043 9.744494 0.121696 2.597998 0.16667186 12121 1.2977271 up 10.05276 9.676768 0.180874 0.095778 0.375987 1.038855
1620718_aVvi.8285 Transcr ibed locus, moderately similar to NP_189000.1 ribonucleoside-diphosphate reductase      663.301 616.6417 912.2108 849.0871 16 9.37352 9.268289 9.833223 9.729769 0.0247149 6.242412 0.05088882 8062 1.3761066 down 9.320904 9.781496 0.07441 0.073153 -0.460592 0.952912
1620719_aVvi.15228 Transcr ibed locus 5.120644 5.137936 4.874219 4.869362 16 2.356325 2.361189 2.285171 2.283733 0.0011629 29.29904 0.02313663 832 1.0528537 up 2.358757 2.284452 0.003439 0.001017 0.074305 1.032526
1620720_at 4.123539 4.1407 3.971103 4.027965 16 2.043883 2.049875 1.98954 2.010051 0.0478303 4.406755 0.07977488 9953 1.033174 up 2.046879 1.999796 0.004237 0.014504 0.0470832 1.023544
1620721_aVvi.9161 Transcr ibed locus, weakly similar to NP_192994.1 ubiquitin-protein ligase, putative [Arabidop 682.7947 681.2555 672.2156 650.0338 16 9.415308 9.412052 9.39278 9.344371 0.2040807 1.859258 0.25609586 13229 1.0317576 up 9.41368 9.368576 0.002302 0.034231 0.045104 1.004814
1620722_aVvi.6146 Transcr ibed locus, moderately similar to XP_479284.1 pyrrolidone carboxyl peptidase-like pro 261.6195 213.5568 224.5927 210.0152 16 8.031326 7.738476 7.811167 7.71435 0.5113751 0.792006 0.5616465 15115 1.0883502 up 7.884901 7.762758 0.207076 0.06846 0.1221427 1.015734
1620723_at 15.67996 17.5307 21.12691 21.38192 16 3.97085 4.131812 4.40101 4.418319 0.0474268 4.42688 0.07930133 9927 1.2819448 down 4.051331 4.409665 0.113817 0.012239 -0.358334 0.918739
1620724_aVvi.6598 Transcr ibed locus, moderately similar to NP_567742.1 phosphofructokinase family protein [Ar 2982.416 2937.273 2903.356 2677.15 16 11.54227 11.52026 11.50351 11.38648 0.2843528 1.44901 0.33997327 13884 1.0616214 up 11.53126 11.44499 0.015559 0.082748 0.086269 1.007538
1620725_aVvi.6886 Transcr ibed locus, weakly similar to NP_565233.1 expressed protein [Arabidopsis thaliana] 1774.042 1702.846 1281.405 1147.809 16 10.79283 10.73373 10.32351 10.16467 0.02562 6.126865 0.05194083 8188 1.4331502 up 10.76328 10.24409 0.041785 0.11232 0.51919 1.050682
1620726_aVvi.3598 Transcr ibed locus, moderately similar to NP_568128.1 expressed protein [Arabidopsis thalian 22.33105 25.87005 27.09486 27.40151 16 4.480979 4.693211 4.759947 4.776184 0.2311535 1.700432 0.2847948 13474 1.133646 down 4.587095 4.768066 0.150071 0.011481 -0.1809702 0.962045
1620727_at 3771.925 3908.499 3652.752 4699.731 16 11.88109 11.9324 11.83477 12.19836 0.6104433 0.59817 0.6532117 15514 1.079096 down 11.90674 12.01657 0.036284 0.2571 -0.109823 0.990861
1620728_aVvi.2857 Transcr ibed locus, weakly similar to NP_197747.1 XS domain-containing protein / XS zinc fin  401.5795 400.5567 594.1508 642.0555 16 8.649542 8.645863 9.214685 9.326554 0.0079753 11.13055 0.03158401 4189 1.539987 down 8.647702 9.27062 0.002602 0.079103 -0.622918 0.932807
1620729_aVvi.9071 Transcr ibed locus, weakly similar to NP_187652.1 serine carboxypeptidase III, putative [Arabid 13.60587 16.48385 12.36055 12.82972 16 3.766157 4.042982 3.627671 3.681417 0.2181855 1.773269 0.27088812 13371 1.1892279 up 3.904569 3.654544 0.195744 0.038004 0.2500254 1.068415
1620730_at 4.157535 4.178083 4.003706 4.028538 16 2.055728 2.062841 2.001336 2.010256 0.0111836 9.376547 0.03513112 5284 1.0377715 up 2.059285 2.005796 0.005029 0.006308 0.0534887 1.026667
1620731_aVvi.3707 Transcr ibed locus, moderately similar to NP_567046.1 expressed protein [Arabidopsis thalian 613.616 677.7 649.7463 652.5053 16 9.261192 9.404503 9.343733 9.349846 0.8638256 0.19439 0.8827003 16246 1.0097106 down 9.332848 9.346789 0.101336 0.004323 -0.013941 0.998508
1620732_aVvi.3287 Transcr ibed locus, strongly similar to NP_189051.1 glucosamine--fructose-6-phosphate ami 3.373848 3.387692 3.271576 3.286389 16 1.754395 1.760303 1.709986 1.716503 0.0097984 10.02798 0.03371337 4824 1.0310428 up 1.757349 1.713245 0.004177 0.004608 0.0441042 1.025743
1620733_aVvi.266 Transcr ibed locus, moderately similar to NP_193866.1 U-box domain-containing protein [Ara  1447.795 1531.773 918.1612 883.1375 16 10.49964 10.58099 9.842604 9.786494 0.0046029 14.68865 0.02926091 2601 1.6537776 up 10.54031 9.814549 0.05752 0.039675 0.7257655 1.073948
1620734_at 65.9815 57.81319 73.22237 73.90945 16 6.04399 5.853327 6.194212 6.207687 0.1185188 2.639882 0.16326323 12051 1.1910976 down 5.948658 6.20095 0.134819 0.009528 -0.2522917 0.959314
1620735_aVvi.6966 Transcr ibed locus, weakly similar to NP_175996.2 amine oxidase-related [Arabidopsis thalian 108.6989 100.6472 98.86415 100.1346 16 6.764193 6.653163 6.627376 6.645796 0.3286328 1.281102 0.3849003 14174 1.05124 up 6.708678 6.636586 0.07851 0.013025 0.0720922 1.010863
1620736_aVvi.7770 Transcr ibed locus, strongly similar to NP_172610.1 plastid developmental protein DAG, putat 1196.923 1219.466 1366.883 1446.6 16 10.22512 10.25203 10.41667 10.49845 0.0365354 5.087237 0.06563608 9240 1.1639165 down 10.23857 10.45756 0.019034 0.057825 -0.2189875 0.979059
1620737_at 5.893441 5.920957 5.66236 5.67363 16 2.55911 2.56583 2.501404 2.504272 0.0037323 16.32279 0.02823139 2187 1.0422003 up 2.56247 2.502838 0.004752 0.002028 0.0596325 1.023826
1620738_aVvi.8785 Transcr ibed locus, moderately similar to NP_567336.1 expressed protein [Arabidopsis thalian 17.56351 17.54641 30.66683 28.84079 16 4.13451 4.133104 4.938607 4.850039 0.0033743 17.17141 0.02783547 2005 1.6940972 down 4.133807 4.894323 9.94E-04 0.062627 -0.7605166 0.844613
1620739_sVvi.2082 Transcr ibed locus, moderately similar to NP_194986.2 zinc finger (C3HC4-type RING finger 278.8242 259.2806 174.4637 206.042 16 8.123212 8.018371 7.446783 7.686794 0.0613634 3.848659 0.09650963 10555 1.4181426 up 8.070791 7.566789 0.074134 0.169714 0.5040023 1.066607
1620740_sVvi.6735 Transcr ibed locus, moderately similar to NP_569038.1 dolichyl-diphosphooligosaccharide-pr 8696.929 8533.1 10793.01 10241.57 16 13.08629 13.05885 13.39781 13.32215 0.0190451 7.142255 0.0438843 7204 1.2204447 down 13.07257 13.35998 0.0194 0.0535 -0.287407 0.978487
1620741_aVvi.1298 Transcr ibed locus, moderately similar to NP_200635.1 mitochondrial half-ABC transporter (S 127.0246 122.948 166.6639 163.287 16 6.988965 6.941904 7.380797 7.351266 0.0047743 14.42064 0.02932456 2695 1.3200542 down 6.965435 7.366032 0.033277 0.020881 -0.400597 0.945616
1620742_aVvi.15087 Transcr ibed locus 3.317251 3.333271 3.217071 3.233006 16 1.729988 1.736939 1.685748 1.692876 0.0124749 8.869267 0.03644999 5681 1.0310767 up 1.733463 1.689312 0.004915 0.005041 0.0441516 1.026136
1620743_aVvi.15119 Transcr ibed locus 76.9874 88.55399 90.35592 78.87734 16 6.266551 6.468485 6.497547 6.301539 0.8411104 0.227595 0.86224854 16194 1.0224462 down 6.367518 6.399543 0.142789 0.138599 -0.032025 0.994996
1620744_aVvi.7011 Transcr ibed locus, moderately similar to NP_173459.1 plastocyanin [Arabidopsis thaliana] 3210.605 2860.58 12.9664 16.7064 16 11.64863 11.48209 3.696706 4.062329 6.82E-04 38.26039 0.02179512 518 205.9062 up 11.56536 3.879517 0.11776 0.258535 7.6858437 2.981134
1620745_aVvi.15063 Transcr ibed locus 3.730882 3.759136 3.599259 3.628458 16 1.899517 1.910401 1.8477 1.859357 0.023206 6.449662 0.04884744 7886 1.0362921 up 1.904959 1.853528 0.007697 0.008242 0.0514307 1.027747
1620746_at 5.798944 5.843177 5.534122 5.517125 16 2.53579 2.546753 2.468355 2.463917 0.0061373 12.70592 0.03016719 3376 1.0534605 up 2.541272 2.466136 0.007752 0.003138 0.0751362 1.030467



1620747_aVvi.2333 Transcr ibed locus, strongly similar to NP_192629.1 arginase [Arabidopsis thaliana] 201.4688 200.7785 192.6435 193.1409 16 7.654413 7.649462 7.58979 7.59351 0.0026277 19.46956 0.02668185 1634 1.0426735 up 7.651938 7.59165 0.003501 0.002631 0.0602875 1.007941
1620748_x_at 3.725054 3.747383 3.598602 3.64252 16 1.897261 1.905883 1.847437 1.864937 0.0432214 4.652713 0.07408998 9684 1.0319588 up 1.901572 1.856187 0.006097 0.012375 0.0453853 1.024451
1620749_aVvi.3921 Transcr ibed locus, moderately similar to NP_565824.1 DNAJ heat shock N-terminal domain-   303.8309 286.5506 341.2216 363.9102 16 8.247125 8.162646 8.414565 8.507439 0.0551504 4.080002 0.08893704 10294 1.1942599 down 8.204886 8.461002 0.059735 0.065672 -0.2561165 0.96973
1620750_at 6.308528 5.742569 6.421416 6.895972 16 2.657303 2.521696 2.682891 2.785754 0.230912 1.701739 0.28451845 13473 1.1055946 down 2.5895 2.734323 0.095889 0.072735 -0.1448225 0.947035
1620751_aVvi.4169 Transcr ibed locus, moderately similar to NP_197225.1 phytoene synthase (PSY) / geranylger 299.7725 332.7659 82.40317 101.2268 16 8.227724 8.378364 6.364628 6.661448 0.0085342 10.75539 0.03212332 4409 3.4581625 up 8.303043 6.513038 0.106518 0.209883 1.7900053 1.274834
1620752_sVvi.7034 Transcr ibed locus, weakly similar to NP_176204.1 aldo/keto reductase, putative [Arabidopsis t 4227.89 3934.054 1961.889 2144.97 16 12.04572 11.9418 10.93803 11.06674 0.0068895 11.98544 0.03077344 3712 1.9880828 up 11.99376 11.00238 0.073484 0.091015 0.991378 1.090106
1620753_at 4.321525 4.345911 4.147633 4.154008 16 2.111541 2.119659 2.052288 2.054504 0.0045443 14.78362 0.02926091 2570 1.0440592 up 2.1156 2.053396 0.00574 0.001567 0.0622034 1.030293
1620754_aVvi.3425 Transcr ibed locus, moderately similar to NP_922727.1 putative quinone oxidoreductase [Oryz    1580.001 1542.746 1902.946 1848.289 16 10.62571 10.59129 10.89402 10.85197 0.0103877 9.73502 0.03441097 5010 1.2012194 down 10.6085 10.873 0.024342 0.02973 -0.264499 0.975674
1620755_aVvi.8386 Transcr ibed locus, moderately similar to NP_564282.1 expressed protein [Arabidopsis thalian 119.6134 104.3813 56.411 66.1114 16 6.902235 6.70572 5.817905 6.046827 0.0286715 5.777981 0.05555612 8567 1.8297045 up 6.803977 5.932366 0.138957 0.161873 0.8716106 1.146925
1620756_aVvi.14978 Transcr ibed locus 207.013 217.9184 318.985 289.0875 16 7.693578 7.767644 8.317345 8.175363 0.0232652 6.441163 0.04893557 7892 1.4297296 down 7.730611 8.246353 0.052373 0.100396 -0.515742 0.937458
1620757_aVvi.869 Transcr ibed locus, weakly similar to NP_566676.1 zinc finger (GATA type) family protein [Ara 927.2597 832.441 731.9548 799.261 16 9.85683 9.701204 9.515611 9.642523 0.1846781 1.991405 0.2352509 13032 1.1486579 up 9.779017 9.579067 0.110044 0.08974 0.1999495 1.020874
1620758_at 4.691287 4.725463 4.583477 4.629578 16 2.229984 2.240456 2.196442 2.210881 0.0714108 3.538644 0.10861766 10914 1.0221153 up 2.23522 2.203661 0.007405 0.010209 0.0315581 1.014321
1620759_aVvi.8265 Transcr ibed locus 6.768146 6.671049 6.704756 6.653258 16 2.758761 2.737914 2.745185 2.734061 0.5375688 0.737577 0.5859959 15229 1.0060585 up 2.748337 2.739623 0.014741 0.007866 0.0087143 1.003181
1620760_sVvi.3521 Transcr ibed locus, moderately similar to NP_171634.1 basic helix-loop-helix (bHLH) family p 286.3991 314.9527 296.7612 276.234 16 8.161883 8.298991 8.213159 8.109747 0.5060567 0.803388 0.5568737 15086 1.0489777 up 8.230437 8.161453 0.09695 0.073123 0.068984 1.008452
1620761_aVvi.7434 Transcr ibed locus, weakly similar to NP_564059.1 glycosyl hydrolase family protein 17 [Arabid 416.7301 405.8583 412.7652 423.0297 16 8.70297 8.664832 8.689178 8.724615 0.4702031 0.883415 0.5226508 14935 1.0160667 down 8.683901 8.706896 0.026967 0.025058 -0.022995 0.997359
1620762_at 9.386643 9.692795 10.47252 11.33882 16 3.230609 3.276913 3.388536 3.503199 0.0898462 3.107032 0.13002326 11471 1.1424308 down 3.253761 3.445868 0.032741 0.081079 -0.1921068 0.94425
1620763_aVvi.7102 Transcr ibed locus, moderately similar to NP_196717.2 PQQ enzyme repeat-containing protei 4050.815 4100.253 5432.757 5282.016 16 11.984 12.0015 12.40747 12.36687 0.0031256 17.84486 0.02772998 1870 1.3144183 down 11.99275 12.38717 0.012375 0.028704 -0.394425 0.968159
1620764_aVvi.7445 Transcr ibed locus, strongly similar to NP_200847.1 elongation factor 1-alpha / EF-1-alpha [A  12732.66 12785.69 12523.02 12381.35 16 13.63625 13.64224 13.6123 13.59588 0.0565746 4.023721 0.09067012 10358 1.0246671 up 13.63924 13.60409 0.004241 0.011606 0.035155 1.002584
1620765_aVvi.1589 Transcr ibed locus, moderately similar to XP_467730.1 small GTP-binding protein OsRac3 [O 1469.298 1396.821 1351.683 1335.395 16 10.52091 10.44793 10.40054 10.38305 0.1323113 2.468472 0.17845741 12308 1.0663084 up 10.48442 10.3918 0.051605 0.012368 0.092625 1.008913
1620766_aVvi.11444 Transcr ibed locus, weakly similar to NP_909074.1 unknown protein [Oryza sativa (japonica cu 6.09243 6.15397 5.881554 5.891862 16 2.607018 2.621517 2.556197 2.558724 0.0163709 7.719346 0.04061058 6691 1.0401611 up 2.614268 2.557461 0.010253 0.001786 0.0568071 1.022212
1620767_aVvi.15 GO:000654Glutamine synthetase (gs gene) 2379.773 2383.31 3321.518 3362.305 16 11.21661 11.21875 11.69763 11.71524 3.29E-04 55.10617 0.01827131 289 1.40323 down 11.21768 11.70643 0.001515 0.012451 -0.488751 0.958249
1620768_aVvi.3561 Transcr ibed locus, moderately similar to XP_463165.1 putative aldo/keto reductase family prot 112.7908 128.7465 202.204 215.6164 16 6.817505 7.008389 7.659668 7.752323 0.0174297 7.475138 0.04193622 6899 1.7327324 down 6.912947 7.705996 0.134975 0.065517 -0.7930489 0.897087
1620769_aVvi.15266 Transcr ibed locus 3.73649 3.756103 3.601522 3.622757 16 1.901684 1.909237 1.848607 1.857088 0.0114485 9.265553 0.03541189 5365 1.0371416 up 1.90546 1.852847 0.005341 0.005997 0.0526128 1.028396
1620770_aVvi.9735 Transcr ibed locus, moderately similar to NP_194697.1 type I phosphodiesterase/nucleotide py 790.5897 876.8469 874.9894 906.4666 16 9.626785 9.776181 9.773122 9.82411 0.3435517 1.230639 0.3996108 14272 1.0696461 down 9.701483 9.798616 0.105639 0.036054 -0.097133 0.990087
1620771_aVvi.1020 Transcr ibed locus, moderately similar to NP_187685.1 glycosyl hydrolase family protein 51 [A 1286.451 1316.145 1798.572 1577.154 16 10.32918 10.3621 10.81264 10.62311 0.0607484 3.870014 0.09568736 10539 1.2943524 down 10.34564 10.71787 0.023279 0.134017 -0.372231 0.96527
1620772_at 381.0273 425.9927 551.8981 560.2658 16 8.573751 8.734685 9.108258 9.129968 0.0291758 5.725589 0.05623329 8612 1.3802171 down 8.654218 9.119113 0.113798 0.015351 -0.464895 0.94902
1620773_at 19.62159 21.47074 21.48401 21.37581 16 4.29437 4.4243 4.425191 4.417907 0.4398964 0.956162 0.49429062 14773 1.044067 down 4.359335 4.421549 0.091874 0.005151 -0.0622143 0.985929
1620774_aVvi.3589 Transcr ibed locus 8.981396 8.387124 10.73491 8.426728 16 3.16694 3.068176 3.424238 3.074973 0.5425018 0.727612 0.59071386 15246 1.0958476 down 3.117558 3.249605 0.069836 0.246968 -0.1320472 0.959365
1620775_aVvi.2809 Transcr ibed locus, weakly similar to NP_568383.1 expressed protein [Arabidopsis thaliana] 1087.285 1082.507 586.4482 554.8652 16 10.08651 10.08016 9.19586 9.115994 0.0018606 23.15089 0.02525701 1221 1.90186 up 10.08334 9.155927 0.004493 0.056474 0.927411 1.101291
1620776_at 13.9205 14.3389 11.77997 10.98434 16 3.799139 3.841863 3.558264 3.457377 0.0293493 5.707876 0.05644116 8632 1.2420133 up 3.820501 3.50782 0.03021 0.071338 0.3126808 1.089138
1620777_at 59.33804 60.3136 50.03076 62.79476 16 5.890885 5.914412 5.644743 5.972572 0.6250759 0.571943 0.66654956 15568 1.0673189 up 5.902649 5.808658 0.016636 0.23181 0.0939914 1.016181
1620778_aVvi.3996 Transcr ibed locus 6.978689 6.976277 6.627674 6.671924 16 2.802956 2.802457 2.728503 2.738103 0.0047622 14.43909 0.02932456 2692 1.0492833 up 2.802707 2.733303 3.53E-04 0.006789 0.0694041 1.025392
1620779_at 4.403141 4.460336 4.248213 4.292586 16 2.138533 2.157152 2.086856 2.101847 0.046473 4.475462 0.07814698 9872 1.0377731 up 2.147843 2.094352 0.013166 0.0106 0.0534912 1.025541
1620780_at 7.248475 7.345588 6.86358 6.838964 16 2.857678 2.876878 2.778961 2.773778 0.0117544 9.142056 0.03565072 5472 1.0650403 up 2.867278 2.77637 0.013577 0.003665 0.090908 1.032743
1620781_aVvi.3653 Transcr ibed locus 808.7856 576.789 472.3957 551.3501 16 9.659614 9.1719 8.883852 9.106825 0.2574275 1.567946 0.31216207 13690 1.338315 up 9.415756 8.995338 0.344866 0.157666 0.420418 1.046737
1620782_aVvi.5964 Transcr ibed locus, moderately similar to NP_177870.1 C2 domain-containing protein / armad 263.7607 243.6594 275.5856 302.7989 16 8.043086 7.928722 8.106357 8.242216 0.1679178 2.121585 0.21737956 12823 1.1394851 down 7.985904 8.174286 0.080868 0.096067 -0.1883823 0.976954
1620783_aVvi.10301 Transcr ibed locus 192.131 200.935 238.2089 261.8218 16 7.585946 7.650585 7.896083 8.032441 0.0444104 4.585698 0.07566716 9743 1.2710289 down 7.618265 7.964262 0.045706 0.09642 -0.345997 0.956556
1620784_aVvi.14642 Transcr ibed locus 1013.361 1135.982 269.3054 233.29 16 9.984932 10.14972 8.073099 7.865981 0.0039561 15.85162 0.02848929 2302 4.280525 up 10.06733 7.96954 0.116526 0.146455 2.0977879 1.263226
1620785_at 52.22951 52.79808 44.26737 31.22684 16 5.706793 5.722414 5.468172 4.964715 0.1865295 1.978007 0.23734516 13045 1.4124115 up 5.714603 5.216443 0.011045 0.355998 0.4981604 1.095498
1620786_at 4.716435 4.701098 4.507907 4.518509 16 2.237697 2.232998 2.172458 2.175847 0.0022335 21.12407 0.02589414 1428 1.0433295 up 2.235347 2.174152 0.003323 0.002396 0.0611949 1.028147
1620787_sVvi.8137 Transcr ibed locus, strongly similar to NP_198418.1 eukaryotic translation initiation factor 1A, 5243.439 5538.175 3747.349 3848.201 16 12.3563 12.4352 11.87165 11.90997 0.0074588 11.51401 0.03123086 3964 1.4190596 up 12.39575 11.89081 0.055789 0.027091 0.504935 1.042464
1620788_at 1782.38 1855.767 3775.984 3826.634 16 10.79959 10.8578 11.88264 11.90186 8.30E-04 34.69846 0.0221369 618 2.0900736 down 10.82869 11.89225 0.041161 0.013594 -1.063554 0.910567
1620789_sVvi.11587 Transcr ibed locus 112.719 88.12848 150.5878 166.6813 16 6.816587 6.461536 7.23446 7.380948 0.0735099 3.481766 0.11109794 10984 1.5895771 down 6.639061 7.307704 0.251059 0.103582 -0.668643 0.908502
1620790_at 583.2271 594.8248 1234.368 1125.802 16 9.187914 9.216321 10.26956 10.13674 0.004571 14.7401 0.02926091 2582 2.001427 down 9.202118 10.20315 0.020087 0.093918 -1.001029 0.90189
1620791_at 6.509178 6.562613 6.257884 6.361431 16 2.702475 2.71427 2.645675 2.669351 0.0614561 3.84547 0.09660494 10560 1.035882 up 2.708373 2.657513 0.00834 0.016742 0.0508597 1.019138
1620792_aVvi.13063 Transcr ibed locus 1063.138 1092.508 1091.2 996.1225 16 10.05411 10.09343 10.0917 9.960179 0.5579765 0.696893 0.60450107 15323 1.0337093 up 10.07377 10.02594 0.0278 0.092999 0.0478305 1.004771
1620793_aVvi.10101 Transcr ibed locus, moderately similar to NP_172492.1 mitogen-activated protein kinase, puta 218.6802 231.8342 234.0361 254.1018 16 7.772679 7.85695 7.870587 7.989263 0.2545242 1.581711 0.30922645 13664 1.0830579 down 7.814815 7.929925 0.059589 0.083916 -0.1151104 0.985484
1620794_at 5.297928 5.319023 8.090445 5.207308 16 2.405428 2.411161 3.016219 2.380538 0.4577736 0.912633 0.51099014 14872 1.2227112 down 2.408295 2.698378 0.004054 0.449494 -0.2900836 0.892497
1620795_aVvi.14271 Transcr ibed locus 1325.931 1305.588 2505.83 2380.312 16 10.37279 10.35048 11.29107 11.21694 0.0018765 23.05239 0.02529164 1230 1.8562183 down 10.36164 11.254 0.015773 0.052423 -0.892367 0.920707
1620796_aVvi.10055 Transcr ibed locus, moderately similar to NP_566746.1 sec20 family protein [Arabidopsis thali 575.7799 599.8887 689.8781 727.7386 16 9.169374 9.228551 9.430198 9.507277 0.0309403 5.552314 0.05851793 8777 1.2056193 down 9.198962 9.468737 0.041845 0.054503 -0.269775 0.971509
1620797_aVvi.704 Transcr ibed locus, weakly similar to NP_197965.1 leucine-rich repeat family protein / protein 133.2529 138.8248 62.47186 87.10816 16 7.058023 7.117122 5.965134 6.444736 0.0674421 3.653078 0.1038959 10775 1.8437423 up 7.087572 6.204935 0.041789 0.33913 0.882637 1.142248
1620798_s_at 20729.41 20705.89 18673.48 20389.15 16 14.33939 14.33775 14.1887 14.31551 0.3059023 1.363562 0.36136508 14052 1.0617646 up 14.33857 14.25211 0.001159 0.089668 0.0864635 1.006067
1620799_aVvi.10024 Transcr ibed locus, weakly similar to NP_850218.1 ubiquitin-conjugating enzyme family protei  6.538074 5.523324 6.672939 8.939083 16 2.708866 2.465537 2.738322 3.160127 0.2754096 1.486877 0.330922 13816 1.2852272 down 2.587201 2.949225 0.17206 0.298261 -0.3620235 0.877248
1620800_aVvi.15848 Transcr ibed locus 5.170317 5.187514 4.993914 5.016613 16 2.370253 2.375043 2.320171 2.326714 0.0067214 12.13587 0.03067327 3637 1.0346951 up 2.372648 2.323442 0.003388 0.004626 0.0492058 1.021178
1620801_aVvi.9933 Transcr ibed locus 5.928439 6.018474 5.658749 5.682997 16 2.567652 2.589398 2.500483 2.506652 0.0219863 6.632374 0.04736788 7705 1.0533301 up 2.578525 2.503568 0.015376 0.004362 0.0749575 1.02994
1620802_aVvi.6062 Transcr ibed locus, strongly similar to NP_171617.1 pyruvate dehydrogenase E1 component a 770.8877 753.913 1085.582 1109.681 16 9.590377 9.558254 10.08425 10.11593 0.0018355 23.30886 0.02514309 1211 1.4397057 down 9.574316 10.10009 0.022714 0.022399 -0.525774 0.947944
1620803_aVvi.8659 Transcr ibed locus, weakly similar to NP_180390.2 expressed protein [Arabidopsis thaliana] 6.413674 6.452771 6.244315 6.274328 16 2.681151 2.689919 2.642543 2.649461 0.0193738 7.079611 0.0443464 7252 1.0277809 up 2.685535 2.646002 0.0062 0.004892 0.0395327 1.014941
1620804_aVvi.3419 Transcr ibed locus, strongly similar to NP_175933.1 expressed protein [Arabidopsis thaliana] 527.1415 551.439 2412.684 2222.485 16 9.042047 9.107058 11.23642 11.11796 0.001031 31.11992 0.02259248 754 4.294941 down 9.074553 11.17719 0.04597 0.083768 -2.102638 0.811881
1620805_aVvi.4290 Transcr ibed locus, weakly similar to NP_051081.1 ribosomal protein S18 [Arabidopsis thalian 4.652741 4.673182 4.471872 4.462418 16 2.218081 2.224405 2.160879 2.157826 0.0032034 17.62589 0.02777148 1914 1.0438329 up 2.221243 2.159352 0.004472 0.002159 0.061891 1.028662
1620806_aVvi.12082 Transcr ibed locus, moderately similar to NP_849325.1 expressed protein [Arabidopsis thalian 179.8249 181.0445 172.6598 158.2309 16 7.490449 7.500201 7.431788 7.305888 0.1830539 2.003309 0.23352239 13013 1.0916321 up 7.495325 7.368838 0.006896 0.089025 0.1264867 1.017165
1620807_aVvi.12737 Transcr ibed locus, weakly similar to NP_850628.1 zinc finger (C3HC4-type RING finger) fam 660.0761 677.0404 413.4952 456.1129 16 9.366488 9.403098 8.691727 8.833247 0.0135154 8.514302 0.03743441 5993 1.5393336 up 9.384793 8.762487 0.025887 0.10007 0.622306 1.071019
1620808_aVvi.14 GO:000597Beta-glucosidase 9.745322 10.27358 13.90985 14.7183 16 3.28471 3.360868 3.798035 3.87954 0.0114826 9.251562 0.03543693 5377 1.4299834 down 3.322789 3.838787 0.053852 0.057632 -0.5159983 0.865583
1620809_aVvi.10989 Transcr ibed locus, weakly similar to NP_564518.1 expressed protein [Arabidopsis thaliana] 11.63349 14.59819 26.39649 23.31825 16 3.540212 3.867717 4.722274 4.543388 0.0380626 4.978176 0.06750171 9360 1.9037799 down 3.703965 4.632831 0.231581 0.126492 -0.9288665 0.799503
1620810_at 15.50121 15.92946 13.16004 12.87639 16 3.954309 3.993625 3.718092 3.686656 0.0084794 10.79053 0.032089 4386 1.2071401 up 3.973967 3.702374 0.027801 0.022229 0.271593 1.073356
1620811_aVvi.7931 Clone 7 powdery mildew-resistant-like mRNA, partial sequence 225.4505 284.1215 338.1874 321.4336 16 7.816667 8.150364 8.401679 8.328377 0.1551417 2.233331 0.20357753 12651 1.3027074 down 7.983515 8.365028 0.23596 0.051833 -0.3815127 0.954392
1620812_aVvi.9426 Transcr ibed locus, moderately similar to NP_172171.1 signal peptidase, putative [Arabidopsis 5.450361 5.559247 5.303388 5.331673 16 2.446352 2.47489 2.406914 2.414588 0.0776942 3.375082 0.11602769 11116 1.0351712 up 2.460621 2.410751 0.020179 0.005426 0.0498693 1.020686
1620813_aVvi.2082 Transcr ibed locus, moderately similar to NP_194986.2 zinc finger (C3HC4-type RING finger 360.0575 342.7659 247.3037 249.5598 16 8.492084 8.42108 7.95014 7.963242 0.005175 13.8469 0.02949097 2912 1.414106 up 8.456581 7.956691 0.050207 0.009264 0.49989 1.062826
1620814_aVvi.3630 Transcr ibed locus 8.106719 8.12012 7.668321 7.660757 16 3.019118 3.021501 2.938911 2.937487 2.86E-04 59.16462 0.01827131 254 1.0585657 up 3.020309 2.938199 0.001685 0.001007 0.0821108 1.027946
1620815_at 3.276953 3.288374 3.182732 3.19639 16 1.712355 1.717375 1.670266 1.676444 0.0090686 10.42941 0.03283784 4582 1.0291905 up 1.714865 1.673355 0.003549 0.004369 0.0415101 1.024807
1620816_aVvi.2044 Transcr ibed locus, weakly similar to NP_567534.1 senescence-associated protein-related [Ar 2486.659 2669.98 2262.604 1811.146 16 11.27999 11.38261 11.14377 10.82269 0.1749092 2.065229 0.22482517 12915 1.272861 up 11.3313 10.98323 0.072563 0.227039 0.348075 1.031692
1620817_aVvi.7827 Transcr ibed locus, weakly similar to NP_180470.1 scarecrow transcr iption factor family prote 2552.14 2796.397 718.6119 787.7747 16 11.31749 11.44935 9.489069 9.621639 0.0026053 19.55338 0.02668185 1619 3.5506146 up 11.38342 9.555354 0.09324 0.093741 1.828069 1.191314
1620818_aVvi.12613 Transcr ibed locus, weakly similar to NP_172932.1 RNA-dependent RNA polymerase, putative 102.4656 94.28486 441.7585 427.8055 16 6.678995 6.558954 8.787114 8.740811 8.98E-04 33.34303 0.02235831 666 4.422886 down 6.618975 8.763963 0.084882 0.032741 -2.1449883 0.755249
1620819_aVvi.7533 Transcr ibed locus, strongly similar to XP_464146.1 putative translational initiation factor eIF-     6359.316 6156.942 6896.21 7017.382 16 12.63466 12.588 12.75159 12.77672 0.0287714 5.767495 0.05567821 8578 1.1117454 down 12.61133 12.76415 0.032993 0.01777 -0.152827 0.988027
1620820_at 3.26426 3.277775 3.2255 3.217864 16 1.706756 1.712717 1.689523 1.686103 0.0236948 6.380385 0.04952554 7942 1.0153122 up 1.709737 1.687813 0.004215 0.002418 0.0219235 1.012989
1620821_aVvi.14711 Transcr ibed locus 4.389253 3.866654 5.759543 5.679571 16 2.133975 1.951086 2.525954 2.505782 0.0357628 5.145008 0.06469104 9177 1.3883176 down 2.042531 2.515868 0.129323 0.014264 -0.4733377 0.811859
1620822_aVvi.15354 Transcr ibed locus 7.392465 7.513478 6.880171 6.892389 16 2.886055 2.909481 2.782445 2.785004 0.0105062 9.679072 0.03453259 5050 1.0822574 up 2.897768 2.783724 0.016564 0.00181 0.1140437 1.040968
1620823_aVvi.14420 Transcr ibed locus 322.7955 339.8107 159.9038 188.6873 16 8.334476 8.408587 7.321061 7.559854 0.0175548 7.447736 0.04212248 6918 1.9066963 up 8.371532 7.440457 0.052404 0.168852 0.9310747 1.125137
1620824_x_at 148.2134 157.3051 159.2177 152.9214 16 7.211532 7.297422 7.314857 7.256646 0.6078627 0.60285 0.65074384 15507 1.0219147 down 7.254477 7.285751 0.060733 0.041161 -0.0312748 0.995707
1620825_sVvi.3412 Transcr ibed locus, weakly similar to NP_192745.2 KH domain-containing protein [Arabidopsi 869.6234 772.8143 1410.238 1309.294 16 9.764247 9.593978 10.46172 10.35457 0.0185103 7.247662 0.04327076 7100 1.6575304 down 9.679112 10.40815 0.120398 0.075767 -0.729036 0.929955
1620826_sVvi.3748 Transcr ibed locus, moderately similar to NP_177873.1 L-ascorbate peroxidase, thylakoid-bou 7080.051 7197.947 6509.027 6520.961 16 12.78954 12.81337 12.66823 12.67087 0.0081556 11.00533 0.03164294 4274 1.0957422 up 12.80146 12.66955 0.016847 0.001868 0.131908 1.010411
1620827_aVvi.15654 Transcr ibed locus 3.690708 3.706749 3.560474 3.585064 16 1.883898 1.890155 1.832069 1.841999 0.0135004 8.519129 0.03741159 5990 1.0352592 up 1.887026 1.837034 0.004424 0.007021 0.0499921 1.027213
1620828_aVvi.1480 Transcr ibed locus, weakly similar to NP_918227.1 OSJNBa0051H17.28 [Oryza sativa (japoni 609.4845 554.0746 592.5706 591.3786 16 9.251446 9.113936 9.210843 9.207938 0.7352648 0.388244 0.7675344 15903 1.0186787 down 9.182692 9.209391 0.097234 0.002054 -0.026699 0.997101
1620829_aVvi.6373 Transcr ibed locus 6.770778 6.830515 6.2979 6.496367 16 2.759322 2.771994 2.654871 2.699633 0.0627799 3.800641 0.09822561 10610 1.0631949 up 2.765658 2.677252 0.008961 0.031652 0.0884062 1.033021
1620830_aVvi.2163 Transcr ibed locus, weakly similar to NP_200374.1 outward rectifying potassi um channel (KCO12.60341 29.92226 30.9846 30.87254 16 3.655743 4.903147 4.953479 4.948252 0.3943117 1.076499 0.44948936 14563 1.592641 down 4.279445 4.950866 0.882048 0.003696 -0.671421 0.864383
1620831_at 6.792017 6.841301 6.579226 6.837248 16 2.76384 2.774271 2.717918 2.773416 0.4945823 0.828357 0.5460937 15034 1.0163437 up 2.769055 2.745667 0.007376 0.039243 0.0233884 1.008518
1620832_aVvi.4450 Transcr ibed locus 3.593791 3.610447 3.46619 3.486738 16 1.845506 1.852178 1.793351 1.801878 0.010983 9.463215 0.03497077 5213 1.0361463 up 1.848842 1.797614 0.004717 0.00603 0.0512277 1.028498
1620833_aVvi.279 Transcr ibed locus, weakly similar to NP_492005.1 zn-finger, A20-like and Zn-finger, AN1-like 576.0155 515.7874 422.511 434.2837 16 9.169964 9.010633 8.722845 8.762494 0.0515002 4.234455 0.08447846 10120 1.2724664 up 9.090298 8.74267 0.112664 0.028036 0.347628 1.039762
1620834_at 7.116654 11.65509 95.92149 108.8663 16 2.831199 3.542888 6.583782 6.766414 0.0109118 9.494558 0.03494555 5183 11.220418 down 3.187043 6.675098 0.50324 0.12914 -3.4880546 0.477453
1620835_at 202.9581 196.523 186.8783 185.5693 16 7.665038 7.618555 7.545956 7.535814 0.0513292 4.242082 0.08423644 10115 1.0724509 up 7.641797 7.540885 0.032868 0.007171 0.1009116 1.013382
1620836_aVvi.2146 Transcr ibed locus, moderately similar to NP_564404.1 ATP-binding-cassette transporter, pu 181.0266 165.3376 248.7931 247.2218 16 7.500058 7.369271 7.958803 7.949662 0.0155481 7.925924 0.03953597 6528 1.4335254 down 7.434665 7.954232 0.09248 0.006463 -0.5195673 0.93468
1620837_aVvi.15790 Transcr ibed locus 384.3322 380.8369 504.7821 506.463 16 8.58621 8.57303 8.979517 8.984313 3.04E-04 57.36348 0.01827131 268 1.3216078 down 8.57962 8.981915 0.00932 0.003391 -0.4022945 0.955211
1620838_aVvi.7178 Transcr ibed locus, moderately similar to NP_566470.1 dihydrolipoamide S-acetyltransferase, 1964.444 1881.235 1820.843 1743.477 16 10.93991 10.87746 10.83039 10.76775 0.131429 2.478677 0.17744038 12296 1.0789391 up 10.90869 10.79907 0.044152 0.044293 0.109614 1.01015
1620839_at 6.40094 6.821465 6.086411 6.08629 16 2.678284 2.770082 2.605592 2.605563 0.1227805 2.584051 0.16794826 12136 1.0856847 up 2.724183 2.605578 0.064911 2.02E-05 0.1186051 1.04552
1620840_aVvi.5197 Transcr ibed locus, moderately similar to NP_177112.1 expansin, putative (EXP1) [Arabidopsi 67.39643 98.58738 494.0715 520.6162 16 6.074601 6.623331 8.948576 9.024076 0.0108481 9.522873 0.03489624 5160 6.2219234 down 6.348966 8.986326 0.388011 0.053387 -2.6373604 0.706514
1620841_aVvi.12645 Transcr ibed locus, weakly similar to NP_193918.1 26.5 kDa class P-related heat shock protei 16.94247 9.024087 7.758772 8.778803 16 4.082573 3.173781 2.955828 3.134024 0.3348964 1.259588 0.39113256 14214 1.4982208 up 3.628177 3.044926 0.642613 0.126004 0.5832503 1.191548
1620842_aVvi.4206 Transcr ibed locus 3.930451 3.938474 3.808171 3.801353 16 1.974695 1.977637 1.929098 1.926513 0.0016355 24.69689 0.02493529 1086 1.034089 up 1.976166 1.927805 0.00208 0.001828 0.0483604 1.025086
1620843_aVvi.5786 Transcr ibed locus, moderately similar to NP_173105.1 glycosyl transferase family 1 protein [A 387.7933 408.6154 469.6073 418.6646 16 8.599144 8.6746 8.875311 8.709651 0.2294555 1.709661 0.2831441 13453 1.1138918 down 8.636871 8.79248 0.053355 0.117139 -0.155609 0.982302
1620844_aVvi.3457 Transcr ibed locus, weakly similar to NP_564126.1 cysteine endopeptidase, papain-type (XCP  7.806845 7.977691 7.361676 7.405941 16 2.964739 2.995971 2.880034 2.888683 0.0273288 5.924382 0.05386603 8422 1.0688034 up 2.980355 2.884359 0.022084 0.006116 0.0959967 1.033282
1620845_aVvi.5425 Transcr ibed locus, moderately similar to NP_199299.1 expressed protein [Arabidopsis thalian 803.227 797.3865 864.4233 749.7809 16 9.649664 9.639135 9.755594 9.550325 0.9412037 0.083295 0.95013154 16445 1.005951 down 9.6444 9.65296 0.007445 0.145147 -0.00856 0.999113
1620846_aVvi.7754 Transcr ibed locus, moderately similar to XP_470236.1 Unknown protein [Oryza sativa (japonic 7.082984 7.447944 6.828372 7.85565 16 2.824357 2.896843 2.771542 2.973731 0.9209995 0.112074 0.9329693 16388 1.0083777 down 2.8606 2.872636 0.051255 0.142969 -0.012036 0.99581
1620847_aVvi.15277 Transcr ibed locus 3.388512 3.409469 3.263524 3.273977 16 1.760652 1.769547 1.706431 1.711044 0.0078094 11.2496 0.03145339 4121 1.0398405 up 1.7651 1.708737 0.00629 0.003262 0.0563621 1.032985
1620848_aVvi.3071 Transcr ibed locus, moderately similar to NP_186994.2 armadillo/beta-catenin repeat family pr 3.792855 3.803824 3.674734 3.700412 16 1.923284 1.927451 1.87764 1.887686 0.0158307 7.853168 0.03989661 6586 1.0300429 up 1.925367 1.882663 0.002946 0.007104 0.0427045 1.022683
1620849_aVvi.11862 Transcr ibed locus 4.217071 4.228827 4.050691 4.068241 16 2.076241 2.080257 2.018168 2.024405 0.0042134 15.35709 0.0288901 2420 1.0402735 up 2.07825 2.021287 0.00284 0.00441 0.056963 1.028182
1620850_aVvi.1182 Transcr ibed locus, strongly similar to NP_191253.1 dicarboxylate diiron protein, putative (Crd 772.6794 728.528 33.27515 54.41248 16 9.593726 9.508841 5.056373 5.765866 0.0073647 11.58813 0.03113452 3923 17.632479 up 9.551283 5.41112 0.060023 0.501687 4.1401635 1.765121
1620851_at 41.15584 49.70298 5.812133 5.241419 16 5.363025 5.635261 2.539068 2.389957 0.0026053 19.55325 0.02668185 1620 8.194353 up 5.499143 2.464513 0.192499 0.105437 3.03463 2.231331
1620852_at 5.561958 5.591651 5.779982 5.771487 16 2.475593 2.483275 2.531065 2.528943 0.0061513 12.6913 0.03018912 3381 1.0356743 down 2.479434 2.530004 0.005432 0.0015 -0.0505705 0.980012
1620853_aVvi.1239 Transcr ibed locus, moderately similar to NP_177931.1 AP2 domain-containing transcr iption f 9.956471 9.9179 8.712649 8.759734 16 3.315635 3.310035 3.123112 3.130887 6.64E-04 38.78812 0.02179512 504 1.1374754 up 3.312835 3.126999 0.00396 0.005498 0.1858353 1.059429
1620854_aVvi.441 Transcr ibed locus, moderately similar to NP_174202.1 ribosomal protein L34 family protein [A  669.2264 550.9868 528.225 582.3984 16 9.386351 9.105874 9.045009 9.185863 0.4926079 0.832712 0.5442388 15026 1.0948075 up 9.246113 9.115436 0.198327 0.099599 0.130677 1.014336
1620855_aVvi.7747 Transcr ibed locus, moderately similar to NP_200469.1 mitogen-activated protein kinase kinas 195.3831 197.5448 190.2246 196.6018 16 7.610161 7.626035 7.571559 7.619133 0.4599991 0.907341 0.513026 14885 1.0158957 up 7.618098 7.595346 0.011225 0.033639 0.0227523 1.002996
1620856_at 84.6277 89.60104 83.11566 79.35341 16 6.403058 6.485444 6.377049 6.31022 0.1982782 1.896956 0.24975835 13179 1.0722315 up 6.444251 6.343635 0.058255 0.047255 0.1006164 1.015861
1620857_at 14.44313 19.04498 12.95628 14.21711 10 3.852311 4.251339 3.695579 3.829556 0.3030578 1.374407 0.35853815 14032 1.2220112 up 4.051825 3.762568 0.282155 0.094736 0.2892575 1.076878
1620858_aVvi.1609 Transcr ibed locus, weakly similar to NP_200500.2 CwfJ- like family protein / zinc finger (CCC 164.4995 163.8892 256.9669 284.1483 16 7.361939 7.356577 8.005439 8.1505 0.0100449 9.902294 0.03395069 4910 1.6457114 down 7.359258 8.07797 0.003792 0.102574 -0.718712 0.911028
1620859_aVvi.1873 Transcr ibed locus, weakly similar to XP_467614.1 putative NHL repeat-containing protein [Or    100.4002 104.2691 169.2311 170.8601 16 6.649618 6.704168 7.402851 7.416671 0.0014708 26.04655 0.0245034 995 1.6619399 down 6.676893 7.409761 0.038573 0.009773 -0.7328682 0.901094
1620860_aVvi.3918 Transcr ibed locus, moderately similar to NP_564859.1 zinc knuckle (CCHC-type) family prote 293.9492 379.3683 223.9224 205.9606 16 8.199423 8.567455 7.806855 7.686225 0.0813277 3.28894 0.12010343 11241 1.5549837 up 8.383439 7.74654 0.260238 0.085298 0.6368994 1.082217
1620861_aVvi.15314 Transcr ibed locus 5.390364 5.384645 5.047869 5.082496 16 2.430383 2.428851 2.335675 2.345537 0.0031286 17.83633 0.02772998 1871 1.063641 up 2.429617 2.340606 0.001083 0.006974 0.0890113 1.038029
1620862_aVvi.8831 Transcr ibed locus 331.6676 315.0047 484.5968 459.5391 16 8.373594 8.29923 8.920641 8.844044 0.0094252 10.22745 0.03329499 4697 1.459961 down 8.336412 8.882342 0.052584 0.054162 -0.54593 0.938538
1620863_aVvi.10499 Transcr ibed locus 5.707705 5.544937 5.329639 5.35244 16 2.512911 2.471171 2.414038 2.420197 0.0709446 3.551604 0.10808685 10896 1.0533054 up 2.492041 2.417117 0.029514 0.004355 0.0749239 1.030997
1620864_aVvi.8829 Transcr ibed locus 43.95776 55.0629 345.9182 324.4727 16 5.458046 5.783009 8.434287 8.341953 0.0037043 16.38474 0.02823081 2175 6.80971 down 5.620527 8.388121 0.229783 0.06529 -2.7675937 0.670058
1620865_aVvi.8072 Thaumatin-like protein (Tl3) 10018.42 9644.774 9936.424 9771.188 16 13.29037 13.23553 13.27851 13.25432 0.9185079 0.115632 0.930786 16382 1.002405 down 13.26295 13.26642 0.038774 0.017108 -0.003466 0.999739
1620866_aVvi.8643 Transcr ibed locus, weakly similar to XP_472194.1 OSJNBb0006N15.9 [Oryza sativa (japonica 399.6609 381.6305 387.7148 382.5271 16 8.642633 8.576033 8.598852 8.579418 0.6192926 0.582247 0.66157234 15540 1.0140985 up 8.609333 8.589135 0.047093 0.013742 0.020198 1.002352
1620867_at 773.5518 711.0571 24.21076 18.4799 16 9.595354 9.473822 4.597577 4.207885 0.001578 25.14367 0.02483053 1049 35.0625 up 9.534588 4.402731 0.085936 0.275553 5.131857 2.165608
1620868_at 148.6671 152.1617 101.7985 91.92435 16 7.215941 7.249462 6.669572 6.522375 0.0137642 8.435398 0.03764673 6067 1.5547982 up 7.232701 6.595974 0.023702 0.104084 0.6367273 1.096533
1620869_aVvi.7292 Transcr ibed locus, moderately similar to NP_568286.1 expressed protein [Arabidopsis thalian 3371.78 3210.435 2546.299 2716.402 16 11.71929 11.64855 11.31419 11.40748 0.0312972 5.519026 0.05892088 8816 1.2510067 up 11.68392 11.36083 0.050021 0.06597 0.32309 1.028439
1620870_sVvi.7917 Transcr ibed locus, moderately similar to NP_188286.1 translationally controlled tumor family 27033.48 25828.35 24194.43 24638.5 16 14.72246 14.65667 14.56239 14.58863 0.0843872 3.220584 0.12355555 11338 1.082267 up 14.68956 14.57551 0.046521 0.018554 0.114057 1.007825
1620871_at 5.928834 6.144163 5.643191 5.61831 16 2.567748 2.619216 2.496511 2.490136 0.0609624 3.862549 0.09596068 10546 1.0718913 up 2.593483 2.493324 0.036393 0.004508 0.1001587 1.040171
1620872_aVvi.4458 Transcr ibed locus, weakly similar to NP_563865.1 far-red impaired responsive protein, putativ 144.9686 153.099 103.5636 110.0601 16 7.179597 7.258321 6.694372 6.782148 0.0147099 8.153845 0.03874717 6299 1.3954192 up 7.218959 6.73826 0.055666 0.062067 0.4806987 1.071339
1620873_aVvi.2179 Transcr ibed locus, moderately similar to NP_565868.1 expressed protein [Arabidopsis thalian 2318.08 2166.786 536.3603 509.3655 16 11.17872 11.08134 9.067059 8.992558 8.51E-04 34.25982 0.0221369 637 4.287747 up 11.13003 9.029808 0.068854 0.05268 2.10022 1.232587
1620874_x_at 2734.806 2513.963 2964.606 3010.332 16 11.41722 11.29575 11.53363 11.55571 0.0928699 3.048295 0.13352717 11545 1.1393262 down 11.35649 11.54467 0.085896 0.015615 -0.188181 0.9837
1620875_aVvi.11348 Transcr ibed locus, moderately similar to NP_192451.1 UV-damaged DNA-binding protein, p 664.6397 725.3286 732.0104 618.8807 16 9.376429 9.502491 9.51572 9.273518 0.7737725 0.328449 0.8023705 16009 1.0315694 up 9.43946 9.394619 0.08914 0.171263 0.044841 1.004773
1620876_aVvi.7441 Transcr ibed locus, moderately similar to NP_178641.1 20S proteasome alpha subunit A2 (PA 8.253612 7.928261 7.419966 7.211327 16 3.045025 2.987005 2.891413 2.850265 0.0551012 4.081984 0.08887497 10292 1.1058658 up 3.016015 2.870839 0.041027 0.029096 0.1451764 1.050569
1620877_aVvi.14831 Transcr ibed locus 3.50238 3.499306 22.30451 28.8296 16 1.808336 1.807069 4.479263 4.849479 0.0041726 15.43238 0.0288901 2392 7.243408 down 1.807702 4.664371 8.96E-04 0.261782 -2.8566687 0.387555
1620878_at 6.434881 6.768351 5.808856 6.125229 16 2.685914 2.758804 2.538254 2.614764 0.1100024 2.760402 0.15355746 11892 1.1063823 up 2.722359 2.576509 0.051542 0.054101 0.14585 1.056608
1620879_aVvi.8878 Transcr ibed locus, weakly similar to NP_190164.1 protein kinase / nonphototropic hypocotyl pr      6.114325 6.150171 5.784346 5.960135 16 2.612193 2.620626 2.532154 2.575345 0.1043603 2.847755 0.14699164 11786 1.0443897 up 2.61641 2.55375 0.005963 0.030541 0.0626602 1.024537
1620880_aVvi.15048 Transcr ibed locus 3.86339 3.677356 4.011467 5.188139 16 1.949867 1.878669 2.00413 2.375217 0.2822616 1.457729 0.33798477 13863 1.2103343 down 1.914268 2.189673 0.050345 0.262398 -0.2754055 0.874225
1620881_at 5.450593 5.449117 5.565963 5.347499 16 2.446413 2.446023 2.476631 2.418864 0.96257 0.052972 0.9679338 16509 1.0010611 down 2.446218 2.447748 2.76E-04 0.040848 -0.0015299 0.999375
1620882_aVvi.14615 Transcr ibed locus 4.150714 4.163744 4.024052 4.04163 16 2.05336 2.057881 2.008649 2.014937 0.0077179 11.31685 0.03135112 4083 1.0308449 up 2.05562 2.011793 0.003197 0.004447 0.0438273 1.021785
1620883_aVvi.5112 Transcr ibed locus, strongly similar to NP_051103.1 NADH dehydrogenase subunit 2 [Arabid 106.4377 90.51697 114.5797 147.7325 16 6.733866 6.500117 6.840208 7.206843 0.202414 1.869939 0.25421563 13218 1.3254982 down 6.616991 7.023526 0.165285 0.25925 -0.4065347 0.942118
1620884_aVvi.4008 Transcr ibed locus, moderately similar to NP_564946.1 protein kinase family protein [Arabidop  10.55338 10.69677 7.576888 8.782443 16 3.399633 3.419103 2.921606 3.134622 0.0704776 3.564712 0.10759252 10874 1.3024734 up 3.409368 3.028114 0.013768 0.150625 0.381254 1.125905
1620885_aVvi.9413 Transcr ibed locus 6.644632 6.690314 6.312986 6.250248 16 2.732189 2.742074 2.658323 2.643913 0.0101606 9.844893 0.03404365 4954 1.0614333 up 2.737132 2.651118 0.006989 0.010189 0.0860138 1.032444
1620886_aVvi.4534 Transcr ibed locus 6.441521 6.484928 6.515642 6.154306 16 2.687401 2.697091 2.703907 2.621596 0.5504473 0.711739 0.5979537 15282 1.0206543 up 2.692246 2.662752 0.006851 0.058203 0.0294943 1.011077
1620887_aVvi.2488 Transcr ibed locus 3.515864 3.529375 3.419675 3.432967 16 1.813879 1.819413 1.773859 1.779456 0.0095459 10.16167 0.03342509 4740 1.0281056 up 1.816646 1.776657 0.003913 0.003958 0.0399886 1.022508
1620888_x_at 31.25268 46.78842 103.7225 86.55464 13 4.965908 5.54808 6.696585 6.435539 0.0545702 4.10354 0.08823285 10267 2.4778144 down 5.256994 6.566062 0.411657 0.184587 -1.309068 0.800631
1620889_aVvi.15564 Transcr ibed locus 5.954475 5.799063 5.778769 5.942097 16 2.573974 2.53582 2.530762 2.570972 0.8977255 0.145401 0.9127902 16327 1.0027972 up 2.554897 2.550867 0.026979 0.028433 0.00403 1.00158
1620890_aVvi.14524 Transcr ibed locus 5.523542 5.543535 5.360952 5.390013 16 2.465594 2.470806 2.422489 2.430289 0.0123526 8.913916 0.03630252 5648 1.0294054 up 2.4682 2.426389 0.003686 0.005515 0.0418112 1.017232
1620891_aVvi.15702 Transcr ibed locus 2.916455 2.93309 2.83849 2.853168 16 1.544216 1.552421 1.505123 1.512565 0.0191247 7.126937 0.04398231 7218 1.0277392 up 1.548318 1.508844 0.005802 0.005262 0.0394743 1.026162
1620892_aVvi.14297 Transcr ibed locus 5.510068 5.538217 5.31785 5.3448 16 2.46207 2.469422 2.410843 2.418136 0.0100496 9.899967 0.03395255 4913 1.036167 up 2.465746 2.414489 0.005198 0.005157 0.0512567 1.021229
1620893_aVvi.14729 Transcr ibed locus 546.4868 631.9076 566.9053 460.7028 16 9.094043 9.30357 9.146964 8.847693 0.3849997 1.102996 0.44076857 14500 1.1498765 up 9.198807 8.997328 0.148158 0.211617 0.201479 1.022393
1620894_aVvi.14690 Transcr ibed locus 3.935184 3.945898 3.837684 3.858867 16 1.976431 1.980354 1.940236 1.948178 0.0163719 7.719088 0.04061058 6692 1.0239787 up 1.978392 1.944207 0.002774 0.005615 0.0341857 1.017583
1620895_at 12.49095 12.39266 10.72171 10.91947 11 3.642811 3.631414 3.422463 3.448831 0.0050442 14.02677 0.02943507 2841 1.1498655 up 3.637113 3.435648 0.008059 0.018645 0.2014651 1.05864
1620896_aVvi.334 Transcr ibed locus, weakly similar to NP_568765.1 subtilase family protein [Arabidopsis thalia 4.212943 4.229401 4.059509 4.080709 16 2.074828 2.080453 2.021305 2.02882 0.0078737 11.20301 0.0314682 4153 1.0371166 up 2.077641 2.025063 0.003977 0.005314 0.0525782 1.025964
1620897_at 365.0682 358.2105 334.9492 350.2472 16 8.512022 8.484664 8.387798 8.45223 0.1546362 2.23801 0.20302653 12644 1.0557945 up 8.498343 8.420013 0.019345 0.04556 0.0783295 1.009303
1620898_aVvi.6059 Transcr ibed locus, moderately similar to NP_189167.2 expressed protein [Arabidopsis thalian 100.6839 92.02695 326.0914 285.9848 16 6.653689 6.523984 8.349133 8.159795 0.0047129 14.51502 0.02932456 2664 3.172514 down 6.588837 8.254463 0.091715 0.133882 -1.6656263 0.798215
1620899_at 607.196 593.551 859.293 943.2775 16 9.246018 9.213228 9.747006 9.881538 0.0137355 8.444391 0.03762971 6059 1.4996731 down 9.229624 9.814272 0.023186 0.095128 -0.584648 0.940429
1620900_aVvi.11461 Transcr ibed locus, weakly similar to NP_849526.1 expressed protein [Arabidopsis thaliana] 117.6981 112.6445 153.6514 136.8591 16 6.878948 6.815633 7.263517 7.096547 0.0650554 3.726706 0.10100523 10692 1.2594045 down 6.847291 7.180032 0.04477 0.118066 -0.3327418 0.953657
1620901_aVvi.15137 Transcr ibed locus 4.139476 4.162844 3.992164 4.055995 16 2.049448 2.05757 1.997171 2.020056 0.065982 3.697661 0.10214691 10723 1.0316083 up 2.053509 2.008613 0.005743 0.016182 0.0448955 1.022351
1620902_a_at 1018.098 966.3403 986.9966 1046.331 16 9.991661 9.916388 9.946901 10.03112 0.598763 0.619488 0.6422032 15478 1.0245479 down 9.954024 9.989012 0.053226 0.059554 -0.034988 0.996497
1620903_aVvi.10446 Transcr ibed locus, weakly similar to NP_974467.1 sec61beta family protein [Arabidopsis thali 1460.159 1326.839 1464.213 1394.079 16 10.51191 10.37378 10.51591 10.4451 0.6754646 0.485226 0.7128639 15730 1.0264474 down 10.44284 10.4805 0.097674 0.050072 -0.03766 0.996407
1620904_aVvi.14957 Transcr ibed locus 72.18501 101.1222 85.98255 103.3405 16 6.173627 6.659956 6.425972 6.691262 0.6595708 0.512023 0.69813156 15684 1.1032997 down 6.416792 6.558617 0.343886 0.187588 -0.1418246 0.978376
1620905_aVvi.8544 Transcr ibed locus, moderately similar to NP_197053.1 UDP-glucose 6-dehydrogenase, puta 584.0269 531.0061 936.8204 1007.262 16 9.189891 9.052585 9.871629 9.976224 0.0113634 9.30077 0.03532222 5340 1.7443489 down 9.121238 9.923926 0.09709 0.07396 -0.802688 0.919116
1620906_s_at 4290.979 3891.103 4779.692 4734.655 16 12.06709 11.92596 12.2227 12.20904 0.0905045 3.094007 0.13070242 11495 1.164205 down 11.99653 12.21587 0.099792 0.009659 -0.219345 0.982044
1620907_aVvi.8049 Transcr ibed locus, weakly similar to NP_195634.1 isoflavone reductase, putative [Arabidopsis 9.128467 9.232513 8.43943 8.369387 16 3.190373 3.206724 3.077146 3.065122 0.0062837 12.55566 0.0303436 3437 1.0923342 up 3.198548 3.071134 0.011562 0.008502 0.1274142 1.041488
1620908_aVvi.6984 Transcr ibed locus, moderately similar to XP_468332.1 putative casein kinase I [Oryza sativa (j 638.2214 587.4908 459.4598 447.2065 16 9.317913 9.198422 8.843795 8.804797 0.0203437 6.903653 0.04538358 7441 1.3508536 up 9.258167 8.824296 0.084493 0.027576 0.433871 1.049168
1620909_aVvi.6542 Transcr ibed locus 7.925005 7.527508 7.25973 7.33308 16 2.986412 2.912172 2.859916 2.874419 0.1620546 2.17137 0.21108033 12745 1.0585759 up 2.949292 2.867168 0.052495 0.010255 0.0821247 1.028643
1620910_aVvi.9983 Transcr ibed locus 6.622175 7.050116 6.212724 6.165453 16 2.727305 2.817647 2.635226 2.624207 0.0883485 3.137184 0.12831433 11430 1.104015 up 2.772476 2.629716 0.063881 0.007792 0.1427598 1.054287
1620911_aVvi.10467 Transcr ibed locus, weakly similar to NP_915573.1 putative gag/pol polyprotein [Oryza sativa ( 3.54119 3.560837 3.421447 3.456078 16 1.824234 1.832217 1.774607 1.789136 0.0305167 5.592561 0.0580075 8733 1.0326521 up 1.828225 1.781871 0.005644 0.010273 0.0463543 1.026014
1620912_aVvi.225 Transcr ibed locus, weakly similar to NP_566588.1 expressed protein [Arabidopsis thaliana] 434.0702 447.5468 443.3418 380.6446 16 8.761785 8.805895 8.792275 8.572301 0.4608683 0.905281 0.51375383 14892 1.0729271 up 8.78384 8.682288 0.031191 0.155545 0.101552 1.011696
1620913_at 4.918939 4.880266 4.778131 4.835619 16 2.298347 2.28696 2.256446 2.273701 0.1164367 2.668195 0.16095215 12009 1.0193009 up 2.292653 2.265073 0.008052 0.012201 0.02758 1.012176
1620914_aVvi.6387 Transcr ibed locus, weakly similar to XP_469887.1 putative Myb-like DNA-binding protein [Ory    413.1714 415.6585 374.2069 373.3781 16 8.690597 8.699255 8.547692 8.544494 9.60E-04 32.24859 0.02252694 706 1.1086718 up 8.694925 8.546093 0.006122 0.002262 0.148832 1.017415
1620915_at 281.7151 290.8064 333.4377 318.2392 16 8.138093 8.183915 8.381273 8.313968 0.0444434 4.583874 0.07569236 9747 1.138091 down 8.161004 8.34762 0.032401 0.047592 -0.186616 0.977644
1620916_aVvi.15157 Transcr ibed locus 5.804755 5.827271 5.545713 5.475548 16 2.537235 2.542821 2.471373 2.453003 0.0148719 8.1083 0.03885992 6351 1.0554364 up 2.540028 2.462188 0.003949 0.012989 0.0778397 1.031614
1620917_at 8.327475 8.457707 7.77772 7.832953 16 3.057879 3.080267 2.959347 2.969556 0.013548 8.50381 0.03746359 6001 1.0752119 up 3.069073 2.964452 0.015831 0.007219 0.1046209 1.035292
1620918_aVvi.10876 Transcr ibed locus, weakly similar to XP_493922.1 hypothetical protein [Oryza sativa] 9.7094 9.667955 8.317463 8.641785 16 3.279382 3.273211 3.056143 3.111329 0.0201635 6.935393 0.04519432 7406 1.1427901 up 3.276297 3.083736 0.004364 0.039022 0.1925604 1.062444
1620919_aVvi.6860 Transcr ibed locus, weakly similar to NP_722715.1 CG7361-PB, isoform B [Drosophila melan 1070.464 1202.831 72.45447 103.8944 16 10.06402 10.23222 6.179003 6.698974 0.0053834 13.57416 0.02956287 3018 13.078547 up 10.14812 6.438989 0.118934 0.367675 3.7091303 1.576042
1620920_aVvi.4549 Transcr ibed locus, weakly similar to NP_177251.2 expressed protein [Arabidopsis thaliana] 26.56368 24.43173 58.27799 69.5713 16 4.731383 4.610684 5.86488 6.12042 0.0112393 9.352899 0.03516247 5305 2.4994595 down 4.671034 5.99265 0.085347 0.180694 -1.321616 0.779461
1620921_aVvi.1010 Transcr ibed locus, moderately similar to NP_201530.1 FAD-dependent oxidoreductase family 250.9387 232.6364 195.7449 155.7991 16 7.971191 7.861933 7.612831 7.283543 0.1141567 2.700029 0.15823905 11976 1.3835504 up 7.916562 7.448187 0.077257 0.232842 0.468375 1.062884
1620922_aVvi.1167 Transcr ibed locus, weakly similar to NP_186790.2 RNase H domain-containing protein [Arab 384.9316 361.4507 331.3164 324.3166 16 8.588458 8.497655 8.372066 8.341259 0.0602429 3.887802 0.09513477 10512 1.1379157 up 8.543057 8.356663 0.064208 0.021784 0.1863935 1.022305
1620923_aVvi.11658 Transcr ibed locus 876.9646 919.3759 1393.423 1354.447 16 9.776375 9.844511 10.44442 10.40349 0.00417 15.4373 0.0288901 2391 1.5299761 down 9.810443 10.42395 0.04818 0.028941 -0.613509 0.941144
1620924_aVvi.14936 Transcr ibed locus 3.420584 3.436606 3.325577 3.342471 16 1.774243 1.780985 1.733605 1.740915 0.0148456 8.115657 0.03882907 6346 1.028366 up 1.777614 1.73726 0.004767 0.005169 0.0403537 1.023228
1620925_aVvi.9461 Transcr ibed locus, weakly similar to NP_200524.1 calcineurin-like phosphoesterase family pr 12.39563 13.66551 10.50126 9.145159 16 3.63176 3.772467 3.39249 3.193008 0.0785662 3.353888 0.11704561 11143 1.3281008 up 3.702114 3.292749 0.099495 0.141055 0.4093646 1.124323
1620926_aVvi.14635 Transcr ibed locus 9.555182 9.640799 9.051027 8.997975 16 3.256283 3.269152 3.178082 3.1696 0.0074344 11.53308 0.03119524 3954 1.0635418 up 3.262718 3.173841 0.0091 0.005997 0.0888767 1.028003
1620927_aVvi.3328 Transcr ibed locus, weakly similar to NP_564292.1 expressed protein [Arabidopsis thaliana] 1413.097 1328.83 1204.884 1178.177 16 10.46464 10.37594 10.23468 10.20234 0.0506138 4.274393 0.08326214 10091 1.1501182 up 10.42029 10.21851 0.062723 0.022867 0.201782 1.019747
1620928_at 345.387 376.0024 195.9894 218.6119 16 8.43207 8.554598 7.614632 7.772228 0.0152156 8.014115 0.03919567 6443 1.7409852 up 8.493334 7.69343 0.08664 0.111437 0.799904 1.103972
1620929_aVvi.15369 Transcr ibed locus 5.599389 5.69669 5.420764 5.38808 16 2.485269 2.510124 2.438496 2.429771 0.0403546 4.826035 0.07046726 9506 1.0450435 up 2.497697 2.434134 0.017575 0.00617 0.0635628 1.026113
1620930_sVvi.7443 Transcr ibed locus, moderately similar to NP_190920.2 NAD-dependent epimerase/dehydrata 5477.385 5900.88 3993.437 3151.886 16 12.41927 12.52671 11.96341 11.622 0.0627597 3.801314 0.09820329 10609 1.6024568 up 12.47299 11.79271 0.075974 0.241416 0.680286 1.057687
1620931_aVvi.14520 Transcr ibed locus 41.9733 32.50673 12.50238 21.9974 16 5.3914 5.022667 3.64413 4.459261 0.1228814 2.582762 0.16804591 12139 2.227364 up 5.207033 4.051696 0.260734 0.576385 1.155337 1.285149
1620932_aVvi.7247 Transcr ibed locus, moderately similar to NP_198050.1 syntaxin 41 (SYP41) / TLG2a [Arabido 275.7822 266.5992 305.9841 320.222 16 8.107386 8.058529 8.257313 8.322928 0.0368438 5.064681 0.06602109 9263 1.1544164 down 8.082957 8.290121 0.034547 0.046397 -0.207164 0.975011
1620933_aVvi.5221 Transcr ibed locus, moderately similar to NP_181500.1 expansin, putative (EXP4) [Arabidopsi 20.77033 17.96594 41.57153 53.20361 16 4.376452 4.167193 5.377524 5.733452 0.024902 6.218021 0.05109026 8091 2.4345686 down 4.271822 5.555488 0.147969 0.251679 -1.283666 0.768937
1620934_aVvi.12404 Transcr ibed locus, weakly similar to NP_564324.1 transcr iptional regulator family protein [Ara  161.8713 191.0547 174.8809 181.7659 16 7.338703 7.577842 7.450229 7.505938 0.8866333 0.161365 0.9027835 16304 1.0138267 down 7.458273 7.478084 0.169097 0.039392 -0.0198111 0.997351
1620935_aVvi.15252 Transcr ibed locus 4.70557 4.72525 4.531005 4.535583 16 2.23437 2.240391 2.179831 2.181288 0.0029586 18.34395 0.02750406 1783 1.0401708 up 2.23738 2.18056 0.004258 0.00103 0.0568204 1.026058
1620936_aVvi.10279 Transcr ibed locus, weakly similar to NP_177191.1 expressed protein [Arabidopsis thaliana] 8.150748 8.183291 100.3459 71.76063 16 3.026933 3.032681 6.648838 6.165121 0.0050904 13.96242 0.02943507 2860 10.390352 down 3.029807 6.40698 0.004065 0.34204 -3.3771727 0.472892
1620937_aVvi.12417 Transcr ibed locus 688.4909 581.1005 332.2438 353.9219 16 9.427294 9.182644 8.376099 8.467287 0.0211534 6.76602 0.04625735 7590 1.8445591 up 9.304969 8.421693 0.172994 0.06448 0.883276 1.104881
1620938_aVvi.2897 Transcr ibed locus, weakly similar to NP_565553.1 extra-large guanine nucleotide binding pro 199.2611 196.4828 302.9164 245.4223 16 7.638516 7.61826 8.242776 7.939123 0.0933143 3.039892 0.13403974 11556 1.3779868 down 7.628388 8.09095 0.014323 0.214715 -0.462562 0.94283
1620939_aVvi.15588 Transcr ibed locus 5.593424 5.625775 5.389101 5.422617 16 2.483732 2.492052 2.430045 2.438989 0.0128436 8.738592 0.03678627 5795 1.0376894 up 2.487892 2.434517 0.005883 0.006325 0.0533747 1.021924
1620940_at 9.002987 8.791164 7.99916 7.949406 16 3.170404 3.136054 2.999849 2.990847 0.0124117 8.892265 0.03637724 5663 1.1156473 up 3.153229 2.995348 0.024289 0.006365 0.157881 1.052709
1620941_at 4453.968 4704.032 4012.234 4312.838 16 12.12088 12.19968 11.97019 12.07442 0.1691079 2.111769 0.21870598 12836 1.1003579 up 12.16028 12.02231 0.055726 0.073702 0.137973 1.011476
1620942_aVvi.512 Transcr ibed locus, moderately similar to NP_201251.1 expressed protein [Arabidopsis thalian 3.617451 3.631883 3.526851 3.544121 16 1.854974 1.860718 1.818381 1.825428 0.0156238 7.906249 0.03964338 6542 1.0252255 up 1.857846 1.821904 0.004062 0.004983 0.0359413 1.019727
1620943_at 3.449 3.482459 3.489726 3.386416 16 1.786178 1.800106 1.803114 1.759759 0.6583433 0.514112 0.69701004 15680 1.0081468 up 1.793142 1.781436 0.009849 0.030656 0.0117057 1.006571
1620944_aVvi.10741 Transcr ibed locus, weakly similar to NP_564929.1 expressed protein [Arabidopsis thaliana] 10.59478 10.507 10.19466 10.24356 16 3.405281 3.393278 3.349742 3.356645 0.021831 6.656722 0.04719862 7678 1.0324603 up 3.39928 3.353193 0.008488 0.004881 0.0460863 1.013744
1620945_at 3.734963 3.751159 3.603253 3.646733 16 1.901094 1.907336 1.8493 1.866605 0.0373308 5.029615 0.06658902 9306 1.0325867 up 1.904215 1.857952 0.004414 0.012236 0.0462629 1.0249
1620946_aVvi.7859 Transcr ibed locus, weakly similar to NP_194581.1 12S seed storage protein, putative / crucife 4.220704 4.244575 4.072684 4.094648 16 2.077484 2.08562 2.02598 2.03374 0.0116212 9.195236 0.03549873 5434 1.0364798 up 2.081552 2.02986 0.005753 0.005487 0.051692 1.025466
1620947_aVvi.7354 Transcr ibed locus, moderately similar to NP_200196.2 haloacid dehalogenase-like hydrolase 2426.609 2317.42 1959.069 1889.965 16 11.24473 11.1783 10.93595 10.88414 0.0189663 7.1575 0.04383667 7181 1.2323977 up 11.21152 10.91005 0.046968 0.036634 0.301467 1.027632
1620948_aVvi.13451 Transcr ibed locus, moderately similar to NP_196140.1 nucleolar matrix protein-related [Arabi 3.379342 3.37215 3.293351 3.310015 16 1.756742 1.753669 1.719556 1.726838 0.0149026 8.099761 0.03885992 6361 1.0224346 up 1.755206 1.723197 0.002173 0.005149 0.0320085 1.018575
1620949_x_at 70.73302 67.24521 39.42926 43.50538 16 6.144312 6.07136 5.301195 5.443122 0.0115594 9.220244 0.03545325 5412 1.6651795 up 6.107836 5.372158 0.051585 0.100358 0.735678 1.136943
1620950_aVvi.14921 Transcr ibed locus 4.460189 4.477303 4.320416 4.307795 16 2.157105 2.16263 2.11117 2.10695 0.0046489 14.61528 0.02928272 2634 1.0358446 up 2.159867 2.10906 0.003907 0.002984 0.0508075 1.02409
1620951_x_at 32.96664 32.6066 53.52306 54.50295 16 5.042935 5.027092 5.742089 5.768262 4.51E-04 47.0771 0.0187265 398 1.6473675 down 5.035013 5.755176 0.011203 0.018508 -0.7201626 0.874867
1620952_aVvi.399 Transcr ibed locus 87.51006 62.56443 41.96714 62.92507 16 6.451377 5.967271 5.391188 5.975564 0.3000091 1.386171 0.35543784 14012 1.4398794 up 6.209324 5.683376 0.342315 0.413216 0.525948 1.092541
1620953_aVvi.14170 Transcr ibed locus 3.568349 3.591052 3.465606 3.483147 16 1.835257 1.844407 1.793108 1.800391 0.0179283 7.36765 0.04256355 6991 1.0303125 up 1.839832 1.79675 0.00647 0.005151 0.0430821 1.023978
1620954_aVvi.12542 Transcr ibed locus, weakly similar to NP_564281.2 p21-rho-binding domain-containing protein 4.220978 4.236918 4.106906 4.06699 16 2.077577 2.083015 2.038052 2.023962 0.0226776 6.527037 0.04821884 7807 1.0347552 up 2.080296 2.031007 0.003845 0.009963 0.0492895 1.024269
1620955_aVvi.2000 Transcr ibed locus, moderately similar to NP_188185.1 cytochrome c oxidase family protein [A 1249.192 1269.141 1523.192 1708.864 16 10.28678 10.30964 10.57288 10.73882 0.0507061 4.270189 0.08335698 10098 1.281331 down 10.29821 10.65585 0.016163 0.117338 -0.357643 0.966437
1620956_aVvi.3291 Transcr ibed locus, weakly similar to XP_462736.1 putative heat shock protein [Oryza sativa (ja 3.428011 3.449452 3.308671 3.323421 16 1.777372 1.786367 1.726252 1.732669 0.010931 9.486074 0.03495031 5191 1.036995 up 1.781869 1.72946 0.006361 0.004537 0.0524089 1.030304
1620957_aVvi.7097 Transcr ibed locus, moderately similar to NP_922334.1 putative electron transfer oxidoreducta 83.71462 72.43443 67.33241 48.82506 16 6.387407 6.178603 6.073229 5.60955 0.2245471 1.736849 0.27770644 13423 1.3581244 up 6.283005 5.84139 0.147647 0.327871 0.4416153 1.075601
1620958_aVvi.9064 Transcr ibed locus, weakly similar to NP_568624.1 COP1-interacting protein-related [Arabido 91.8596 126.2632 157.5224 133.7111 16 6.521359 6.98029 7.299413 7.062975 0.2373913 1.667272 0.2913343 13527 1.3475795 down 6.750824 7.181194 0.324514 0.167186 -0.4303703 0.94007
1620959_sVvi.11142 GO:004544VvmybA1 mRNA for myb-related transcr iption factor VvMYBA1 5.962887 6.037489 5.712581 5.706237 16 2.576011 2.593949 2.514143 2.51254 0.0154343 7.955796 0.0394629 6489 1.0509096 up 2.58498 2.513341 0.012684 0.001134 0.0716386 1.028503
1620960_aVvi.7474 Transcr ibed locus, moderately similar to NP_200780.1 18.1 kDa class I heat shock protein (H 2147.271 1991.714 575.2963 571.7448 16 11.06829 10.9598 9.168161 9.159227 8.64E-04 33.99468 0.02217538 646 3.6058702 up 11.01404 9.163694 0.076717 0.006317 1.850348 1.201922
1620961_x_at 42.52238 46.59723 51.70593 58.36955 16 5.410151 5.542172 5.692258 5.867144 0.1093289 2.770492 0.15278438 11879 1.2341688 down 5.476162 5.779701 0.093354 0.123663 -0.3035395 0.947482
1620962_aVvi.15204 Transcr ibed locus 4.470743 4.49175 4.317787 4.339206 16 2.160515 2.167278 2.110292 2.117431 0.0095192 10.1761 0.03340679 4729 1.0352896 up 2.163896 2.113862 0.004782 0.005048 0.0500344 1.02367
1620963_aVvi.10708 Transcr ibed locus, strongly similar to NP_200631.1 WD-40 repeat protein (MSI1) [Arabidops 1665.495 1611.227 1766.077 1971.011 16 10.70174 10.65394 10.78633 10.94472 0.1513533 2.268919 0.19950522 12594 1.1389362 down 10.67784 10.86553 0.033794 0.111997 -0.187687 0.982726
1620964_sVvi.8 GO:000905StSy mRNA for stilbene synthase 14667.99 15355.49 20638.19 20519.04 10 13.84038 13.90647 14.33303 14.32468 0.0053052 13.67468 0.02950386 2981 1.3711888 down 13.87343 14.32885 0.046728 0.005907 -0.455427 0.968216
1620965_aVvi.5394 Transcr ibed locus, weakly similar to NP_564318.1 expressed protein [Arabidopsis thaliana] 676.606 716.2805 1171.599 984.4723 16 9.402172 9.484381 10.19426 9.943207 0.0418208 4.735209 0.07233897 9597 1.5427012 down 9.443276 10.06874 0.05813 0.177524 -0.625459 0.937881
1620966_aVvi.2903 Transcr ibed locus, weakly similar to NP_192768.1 expressed protein [Arabidopsis thaliana] 1397.071 1326.31 1639.775 1643.606 16 10.44819 10.3732 10.67928 10.68265 0.0187435 7.20114 0.04352782 7148 1.206033 down 10.4107 10.68097 0.053024 0.00238 -0.270269 0.974696
1620967_aVvi.9635 Transcr ibed locus 230.1328 223.5957 280.9329 275.0716 16 7.846323 7.804749 8.134082 8.103663 0.0076219 11.38875 0.03135112 4028 1.2254715 down 7.825536 8.118873 0.029397 0.021509 -0.293337 0.96387
1620968_aVvi.6422 Transcr ibed locus, weakly similar to NP_567916.1 F-box family protein (FBL15) [Arabidopsis 624.3475 644.5965 687.8313 643.0252 16 9.286205 9.332253 9.425911 9.328732 0.3328978 1.2664 0.3890447 14205 1.0483296 down 9.309229 9.377321 0.03256 0.068716 -0.068092 0.992739
1620969_aVvi.14761 Transcr ibed locus 5.75597 5.793014 5.495233 5.479775 16 2.525059 2.534314 2.458181 2.454117 0.0046903 14.55021 0.02932391 2651 1.052294 up 2.529687 2.456149 0.006544 0.002874 0.0735379 1.02994
1620970_aVvi.11011 Transcr ibed locus 11.5084 10.39337 15.67224 11.16042 16 3.524616 3.377592 3.97014 3.48032 0.3959032 1.072042 0.4511487 14568 1.2092613 down 3.451104 3.72523 0.103962 0.346355 -0.274126 0.926414
1620971_aVvi.14659 Transcr ibed locus 6.4883 6.643376 5.994808 6.227623 16 2.697841 2.731917 2.583714 2.638682 0.0850482 3.206281 0.12429496 11358 1.0745116 up 2.714879 2.611198 0.024096 0.038868 0.1036811 1.039706
1620972_aVvi.5262 Transcr ibed locus, moderately similar to XP_467723.1 putative permease 1 [Oryza sativa (jap 14.65989 9.867212 123.4092 162.1119 16 3.873802 3.302643 6.947307 7.340846 0.0093787 10.25316 0.03328976 4675 11.760307 down 3.588223 7.144076 0.403871 0.278274 -3.5558538 0.502265
1620973_sVvi.318 Transcr ibed locus, moderately similar to NP_567219.1 nitrogen fixation NifU-like family prote 524.295 530.5212 471.0486 481.2856 16 9.034235 9.051267 8.879732 8.910749 0.0140833 8.337258 0.03807363 6140 1.1076565 up 9.042751 8.895241 0.012043 0.021933 0.14751 1.016583
1620974_aVvi.2649 Transcr ibed locus, weakly similar to NP_922264.1 unknown protein [Oryza sativa (japonica cu 1670.811 1593.592 1784.941 1697.023 16 10.70633 10.63807 10.80166 10.72879 0.2034526 1.86327 0.2553848 13225 1.0666051 down 10.6722 10.76523 0.048272 0.051527 -0.093026 0.991359
1620975_aVvi.296 Transcr ibed locus, strongly similar to NP_172653.1 vesicle transport protein SEC22, putative 1813.108 1709.907 1940.868 1813.59 16 10.82425 10.7397 10.92249 10.82463 0.2923487 1.416394 0.34800118 13946 1.0655396 down 10.78198 10.87356 0.059784 0.069193 -0.091584 0.991577
1620976_at 6.969725 7.055429 6.693577 6.737569 16 2.801102 2.818734 2.742777 2.752228 0.0247343 6.239871 0.05089027 8066 1.0442122 up 2.809918 2.747503 0.012468 0.006683 0.0624149 1.022717
1620977_at 4.226296 4.430614 4.030748 4.147108 16 2.079394 2.147507 2.011047 2.052106 0.1757173 2.058912 0.22568922 12925 1.0583916 up 2.11345 2.031577 0.048163 0.029033 0.0818734 1.0403
1620978_aVvi.1133 Transcr ibed locus, moderately similar to NP_565294.1 signal peptide peptidase family protein 5353.377 4953.223 4819.538 4712.725 16 12.38623 12.27415 12.23468 12.20235 0.1956147 1.914758 0.2469466 13150 1.0804864 up 12.33019 12.21851 0.079254 0.022864 0.111681 1.00914
1620979_sVvi.7780 Transcr ibed locus, moderately similar to XP_483414.1 putative ribosomal protein L32 [Oryza s   1414.319 1317.85 1395.29 1807.036 10 10.46589 10.36397 10.44635 10.81941 0.3767373 1.127126 0.4324486 14462 1.1630781 down 10.41493 10.63288 0.072069 0.263793 -0.217948 0.979502
1620980_sVvi.9432 Transcr ibed locus, moderately similar to NP_919574.1 unknown protein [Oryza sativa (japonic 427.15 409.8958 548.0351 662.6559 16 8.738599 8.679113 9.098125 9.372116 0.0642014 3.754008 0.09994102 10664 1.4401951 down 8.708857 9.235121 0.042063 0.193741 -0.526264 0.943015
1620981_aVvi.10066 Transcr ibed locus 3223.975 3121.153 3596.125 3581.165 16 11.65462 11.60786 11.81223 11.80621 0.0170944 7.550028 0.04152789 6833 1.1312953 down 11.63124 11.80922 0.033065 0.004252 -0.177975 0.984929
1620982_aVvi.3513 Transcr ibed locus, moderately similar to NP_191562.1 squamosa promoter-binding protein-l 221.713 212.0702 236.753 242.3402 16 7.79255 7.728398 7.88724 7.92089 0.0581362 3.964334 0.09260379 10420 1.1046509 down 7.760474 7.904065 0.045362 0.023794 -0.1435907 0.981833
1620983_aVvi.9253 Transcr ibed locus, moderately similar to NP_195033.1 pyruvate decarboxylase, putative [Arab 3.598281 3.619081 3.488315 3.491551 16 1.847308 1.855623 1.80253 1.803868 0.0075262 11.46174 0.03129107 3992 1.0340216 up 1.851466 1.803199 0.00588 9.46E-04 0.0482663 1.026767
1620984_aVvi.5939 Transcr ibed locus, moderately similar to NP_191325.1 DNA-directed RNA polymerase family  10.67406 10.65141 11.99631 10.43566 16 3.416037 3.412972 3.584519 3.38345 0.5609801 0.691022 0.60724986 15336 1.0493383 down 3.414505 3.483985 0.002167 0.142177 -0.06948 0.980057
1620985_aVvi.4530 Transcr ibed locus, moderately similar to NP_194497.1 25.3 kDa small heat shock protein, chl 11.35227 10.95458 11.80175 11.06697 16 3.504909 3.453463 3.560929 3.468188 0.5733913 0.667063 0.6185472 15389 1.0248214 down 3.479186 3.514558 0.036378 0.065577 -0.0353725 0.989935
1620986_at 4.602324 4.621736 4.482526 4.479021 16 2.202363 2.208435 2.164312 2.163184 0.0054522 13.48749 0.02965705 3051 1.0292909 up 2.205399 2.163748 0.004294 7.98E-04 0.0416508 1.019249
1620987_aVvi.2133 Transcr ibed locus, moderately similar to NP_190001.2 expressed protein [Arabidopsis thalian 1543.878 1650.16 1549.035 1501.925 16 10.59234 10.68839 10.59715 10.5526 0.3415959 1.237104 0.3977734 14256 1.0464416 up 10.64037 10.57488 0.067915 0.031506 0.065492 1.006193
1620988_aVvi.1540 Transcr ibed locus, strongly similar to NP_909904.1 putative clathrin assembly protein [Oryza 5.537041 5.535699 5.262309 5.273126 16 2.469115 2.468766 2.395696 2.398659 4.32E-04 48.11211 0.01871624 376 1.0510002 up 2.46894 2.397177 2.47E-04 0.002095 0.0717631 1.029937
1620989_aVvi.15571 Transcr ibed locus 4.175057 4.218765 3.998869 4.009351 16 2.061796 2.076821 1.999592 2.003369 0.0127927 8.756312 0.03674486 5778 1.0481373 up 2.069308 2.001481 0.010624 0.002671 0.0678277 1.033889
1620990_aVvi.6613 Transcr ibed locus, moderately similar to NP_177643.1 expressed protein [Arabidopsis thalian 264.2485 297.0306 758.9036 718.9835 16 8.045752 8.214468 9.567773 9.489815 0.0043852 15.05121 0.02920871 2490 2.6366088 down 8.13011 9.528793 0.119301 0.055125 -1.398683 0.853215
1620991_aVvi.10061 Transcr ibed locus, strongly similar to NP_178782.1 cytochrome c oxidase subunit 3 [Arabidop 354.6826 519.4553 391.0646 323.4831 16 8.470385 9.020856 8.611263 8.337546 0.4706695 0.882334 0.5231342 14936 1.2068241 up 8.745621 8.474405 0.389242 0.193547 0.271216 1.032004
1620992_at 785.5236 1092.44 905.1021 762.9724 16 9.617511 10.09334 9.821937 9.575487 0.6178122 0.584898 0.6602457 15534 1.1147448 up 9.855425 9.698711 0.336461 0.174266 0.156714 1.016158
1620993_aVvi.11125 Transcr ibed locus 4.369902 4.389625 4.243378 4.252825 16 2.127601 2.134098 2.085213 2.088422 0.0067017 12.15389 0.03067327 3625 1.0309912 up 2.130849 2.086817 0.004594 0.002269 0.0440321 1.0211
1620994_aVvi.8678 Transcr ibed locus, weakly similar to NP_198719.1 protein kinase family protein [Arabidopsis t 221.0028 280.5438 171.3768 157.0125 16 7.787921 8.132082 7.421027 7.294735 0.0815052 3.284873 0.12029878 11247 1.5179449 up 7.960001 7.357882 0.243359 0.089302 0.6021195 1.081833
1620995_aVvi.11814 Transcr ibed locus, weakly similar to NP_177370.1 kinesin motor protein-related [Arabidopsis 19.63148 16.85614 23.513 46.21562 16 4.295097 4.075203 4.555387 5.530309 0.2282251 1.716404 0.28181434 13444 1.8121444 down 4.18515 5.042848 0.155489 0.689374 -0.8576979 0.829918
1620996_aVvi.3836 Transcr ibed locus, weakly similar to NP_199980.1 expressed protein [Arabidopsis thaliana] 632.3137 595.6448 491.5718 434.5867 16 9.304497 9.218308 8.941258 8.7635 0.0536666 4.140938 0.08710256 10228 1.3277866 up 9.261402 8.852379 0.060944 0.125694 0.409023 1.046205
1620997_aVvi.8498 Transcr ibed locus, moderately similar to NP_195093.1 L-galactose dehydrogenase (L-GalDH 563.1636 571.5909 705.232 634.0361 16 9.13741 9.158839 9.461954 9.308421 0.0923364 3.058458 0.13294332 11530 1.1785904 down 9.148125 9.385187 0.015153 0.108564 -0.237062 0.974741
1620998_aVvi.9639 Transcr ibed locus 267.3415 315.1415 229.3563 193.003 16 8.06254 8.299856 7.841446 7.59248 0.1142002 2.699413 0.15825972 11979 1.3795859 up 8.181198 7.716963 0.167808 0.176046 0.464235 1.060158
1620999_aVvi.9741 Transcr ibed locus, weakly similar to NP_194629.1 tesmin/TSO1-like CXC domain-containing  12.66559 12.37759 21.3374 26.18893 16 3.662843 3.629658 4.415312 4.710885 0.0253148 6.165142 0.05158033 8147 1.8879868 down 3.64625 4.563099 0.023465 0.209002 -0.9168488 0.799073
1621000_aVvi.1005 Transcr ibed locus, weakly similar to NP_199542.1 expressed protein [Arabidopsis thaliana] 3.715616 3.727242 3.633919 4.556135 16 1.893601 1.898109 1.861526 2.18781 0.5125522 0.789502 0.5626416 15123 1.0933939 down 1.895855 2.024668 0.003187 0.230718 -0.1288132 0.936378
1621001_aVvi.6360 Transcr ibed locus 7.582448 8.229316 7.282091 7.212907 16 2.922664 3.040773 2.864353 2.850581 0.1718074 2.089847 0.22150704 12876 1.089942 up 2.981718 2.857467 0.083516 0.009738 0.1242513 1.043483
1621002_aVvi.8054 Transcr ibed locus, strongly similar to NP_179486.1 ATPase 1, plasma membrane-type, putat 4977.321 4899.154 3503.02 3819.154 16 12.28115 12.25832 11.77438 11.89904 0.0207485 6.833848 0.04575787 7525 1.3500608 up 12.26974 11.83671 0.016147 0.088144 0.433024 1.036583
1621003_aVvi.9965 Transcr ibed locus, weakly similar to NP_195280.1 homeobox-leucine zipper protein (HB-2) / 439.5436 448.0989 1179.918 1253.885 16 8.779862 8.807673 10.20447 10.29219 9.99E-04 31.61332 0.02259248 731 2.7407339 down 8.793768 10.24833 0.019665 0.062027 -1.454562 0.858068
1621004_aVvi.1622 Transcr ibed locus, moderately similar to NP_182280.1 small nuclear ribonucleoprotein U1A /       1006.36 938.9439 1132.665 1176.404 16 9.974931 9.874895 10.14551 10.20017 0.0490025 4.349676 0.08123212 10014 1.1874962 down 9.924913 10.17284 0.070736 0.038652 -0.247923 0.975629
1621005_aVvi.1392 Transcr ibed locus, weakly similar to NP_189085.1 hydrolase, alpha/beta fold family protein [Ar 9.133407 10.30534 52.89035 62.70237 16 3.191153 3.36532 5.724933 5.970448 0.0034136 17.07175 0.02783547 2035 5.9358463 down 3.278237 5.847691 0.123155 0.173606 -2.5694537 0.560604
1621006_aVvi.12504 Transcr ibed locus 396.5427 365.4446 592.9455 636.9822 16 8.631332 8.513509 9.211756 9.315109 0.0126181 8.817854 0.03658449 5724 1.614416 down 8.57242 9.263433 0.083314 0.073082 -0.6910125 0.925404
1621007_sVvi.12462 Transcr ibed locus, weakly similar to NP_566020.1 expressed protein [Arabidopsis thaliana] 699.0714 697.4218 662.3502 720.2983 16 9.449296 9.445888 9.37145 9.492451 0.8202395 0.258429 0.8442416 16129 1.0109006 up 9.447592 9.431951 0.00241 0.08556 0.015641 1.001658
1621008_at 6.88743 6.834512 6.413745 6.432465 16 2.783966 2.772838 2.681167 2.685372 0.0038859 15.99499 0.02842036 2269 1.0681635 up 2.778402 2.68327 0.007868 0.002973 0.0951325 1.035454
1621009_sVvi.7255 Transcr ibed locus 2695.456 2838.605 2953.324 3035.926 16 11.39631 11.47097 11.52812 11.56792 0.1138669 2.704139 0.15787697 11973 1.0825118 down 11.43364 11.54802 0.052787 0.028141 -0.114382 0.990095
1621010_aVvi.8021 Transcr ibed locus, weakly similar to NP_201491.1 disease resistance protein (CC-NBS-LRR 9.879096 9.520953 10.31624 12.6578 16 3.304379 3.251106 3.366846 3.661954 0.2552281 1.578355 0.30997053 13669 1.1782597 down 3.277742 3.5144 0.03767 0.208673 -0.2366576 0.932661
1621011_at 293.6206 331.581 207.6943 214.8154 16 8.197809 8.373218 7.698318 7.746954 0.0251619 6.18458 0.05139962 8126 1.4772128 up 8.285513 7.722635 0.124032 0.034391 0.5628777 1.072887
1621012_sVvi.8123 Transcr ibed locus, strongly similar to NP_200327.1 small ubiquitin-like modifier 2 (SUMO) [A5009.391 4901.072 4384.721 4334.631 16 12.29042 12.25888 12.09827 12.08169 0.009178 10.36621 0.03294852 4623 1.1365566 up 12.27465 12.08998 0.022301 0.011722 0.18467 1.015275
1621013_aVvi.6160 Transcr ibed locus, weakly similar to NP_194961.2 expressed protein [Arabidopsis thaliana] 40.93797 64.23549 233.6588 261.278 16 5.355368 6.005299 7.868259 8.029442 0.0210959 6.775544 0.04620494 7579 4.8182774 down 5.680333 7.948851 0.459571 0.113973 -2.2685176 0.714611
1621014_at 8251.795 8606.716 8438.341 8859.312 16 13.01049 13.07125 13.04274 13.11298 0.509199 0.796649 0.55947864 15109 1.0259718 down 13.04087 13.07786 0.042961 0.049664 -0.036991 0.997171
1621015_at 434.1388 449.2245 648.1686 749.4544 16 8.762013 8.811293 9.340225 9.549697 0.0256884 6.118381 0.05202865 8196 1.5782317 down 8.786653 9.444962 0.034846 0.148119 -0.658309 0.930301
1621016_aVvi.2880 Transcr ibed locus, moderately similar to NP_197538.2 transporter-related [Arabidopsis thalia 80.4312 74.95605 11.92884 7.085928 16 6.329683 6.227973 3.576382 2.824957 0.0148343 8.118819 0.03882907 6341 8.445356 up 6.278828 3.200669 0.07192 0.531338 3.0781584 1.961723
1621017_aVvi.15056 Transcr ibed locus 3.689032 3.707331 3.806073 3.865587 16 1.883242 1.890381 1.928303 1.950687 0.0462956 4.484662 0.07793959 9860 1.0371923 down 1.886812 1.939495 0.005048 0.015828 -0.0526835 0.972836
1621018_aVvi.12202 Transcr ibed locus 134.9287 121.3556 198.7286 212.6909 16 7.076053 6.923097 7.634655 7.732615 0.0171733 7.532226 0.04160372 6852 1.6066549 down 6.999575 7.683635 0.108156 0.069268 -0.6840601 0.910972
1621019_at 35.07023 37.31572 37.39627 38.70597 16 5.132175 5.221712 5.224823 5.274484 0.2913769 1.420299 0.34696877 13941 1.0516903 down 5.176943 5.249653 0.063312 0.035116 -0.07271 0.98615
1621020_at 68.83501 73.01472 8.737398 8.987528 14 6.105071 6.190115 3.127204 3.167924 2.47E-04 63.6338 0.0180123 222 8.000158 up 6.147593 3.147564 0.060135 0.028794 3.0000285 1.953127
1621021_aVvi.9373 Transcr ibed locus, weakly similar to NP_175439.2 aminoacyl-tRNA synthetase family protein 726.1106 754.5542 756.703 719.8628 16 9.504046 9.559481 9.563583 9.491578 0.9350494 0.092048 0.9445507 16434 1.0029035 up 9.531763 9.52758 0.039199 0.050915 0.004183 1.000439
1621022_aVvi.7262 Transcr ibed locus, strongly similar to NP_200925.1 40S ribosomal protein S19 (RPS19C) [A 14232.66 14025.39 16153.33 15746.22 16 13.79692 13.77575 13.97954 13.94272 0.0144428 8.23056 0.03840166 6243 1.1288041 down 13.78634 13.96113 0.014966 0.02604 -0.174795 0.98748
1621023_aVvi.872 Transcr ibed locus, weakly similar to NP_201042.2 invertase/pectin methylesterase inhibitor fa 1392.725 1297.141 1370.771 1385.91 16 10.4437 10.34112 10.42077 10.43662 0.5567848 0.699231 0.60339254 15318 1.0254714 down 10.39241 10.4287 0.072532 0.011205 -0.036288 0.99652
1621024_at 5.276866 5.361214 5.117144 5.036662 16 2.399681 2.42256 2.355339 2.332468 0.0533168 4.15566 0.08666538 10211 1.0476937 up 2.41112 2.343903 0.016177 0.016172 0.0672171 1.028677
1621025_aVvi.14703 Transcr ibed locus 4.725033 4.742507 4.514781 4.550425 16 2.240325 2.24565 2.174656 2.186001 0.0098548 9.998795 0.03376016 4845 1.0443888 up 2.242987 2.180328 0.003766 0.008023 0.0626588 1.028738
1621026_aVvi.15463 Transcr ibed locus 452.1076 525.2358 521.5259 473.834 16 8.820522 9.036821 9.026595 8.888238 0.843627 0.223899 0.8645615 16199 1.0201241 down 8.928672 8.957417 0.152947 0.097833 -0.028745 0.996791
1621027_aVvi.3427 Transcr ibed locus, weakly similar to NP_198523.1 expressed protein [Arabidopsis thaliana] 239.9191 222.6789 607.1073 554.2105 16 7.906405 7.798821 9.245808 9.11429 0.0040711 15.62473 0.02864669 2353 2.5095634 down 7.852613 9.180049 0.076073 0.092997 -1.3274365 0.8554
1621028_aVvi.5339 Transcr ibed locus, moderately similar to NP_565823.1 expressed protein [Arabidopsis thalian 768.9888 734.3766 899.2784 978.6217 16 9.586819 9.520376 9.812624 9.934608 0.0440142 4.60773 0.07512457 9724 1.248346 down 9.553597 9.873615 0.046982 0.086255 -0.320018 0.967589
1621029_aVvi.15027 Transcr ibed locus 4.667354 4.69556 4.459499 4.463148 16 2.222605 2.231297 2.156882 2.158062 0.0039613 15.84119 0.02848929 2307 1.0493379 up 2.226951 2.157472 0.006146 8.34E-04 0.0694793 1.032204
1621030_aVvi.15146 Transcr ibed locus 3.767096 3.774234 3.654491 3.657644 16 1.913453 1.916184 1.869671 1.870915 0.001134 29.67084 0.02303825 816 1.031344 up 1.914818 1.870293 0.001931 8.80E-04 0.0445256 1.023807
1621031_aVvi.14023 Transcr ibed locus 4.961406 4.931383 4.753793 4.701175 16 2.310749 2.301992 2.249079 2.233021 0.019043 7.142654 0.0438843 7199 1.0463173 up 2.306371 2.24105 0.006192 0.011355 0.0653205 1.029147
1621032_aVvi.8949 Transcr ibed locus, weakly similar to NP_194142.1 expressed protein [Arabidopsis thaliana] 88.57091 129.951 146.9797 187.3543 16 6.468761 7.021825 7.199473 7.549625 0.1944564 1.9226 0.24581121 13132 1.5467674 down 6.745293 7.374549 0.391076 0.247595 -0.6292563 0.914672
1621033_at 1289.935 1453.575 1174.398 1215.556 16 10.33308 10.50539 10.19771 10.2474 0.1595354 2.193523 0.20832254 12712 1.1460602 up 10.41924 10.22255 0.12184 0.03514 0.196683 1.01924
1621034_aVvi.6733 Transcr ibed locus, strongly similar to NP_195500.1 phosphoenolpyruvate carboxykinase [ATP 3561.971 3758.137 2159.947 1935.651 16 11.79846 11.8758 11.07678 10.9186 0.0108207 9.535103 0.03488257 5149 1.7893547 up 11.83713 10.99769 0.054689 0.111848 0.8394395 1.076329
1621035_aVvi.15669 Transcr ibed locus 631.3264 696.0552 857.4399 856.7651 16 9.302242 9.443058 9.743892 9.742756 0.0342394 5.264491 0.06271423 9063 1.2929568 down 9.37265 9.743324 0.099572 8.03E-04 -0.370674 0.961956
1621036_aVvi.7712 Transcr ibed locus 61.1008 44.92735 49.20629 72.16941 16 5.933119 5.489522 5.620771 6.173316 0.6524361 0.524211 0.69207996 15650 1.1373863 down 5.711321 5.897043 0.313671 0.390709 -0.185722 0.968506
1621037_aVvi.7547 Transcr ibed locus 4.414207 4.249393 4.198107 4.237027 16 2.142154 2.087257 2.069739 2.083052 0.3078076 1.356367 0.36330315 14065 1.0269102 up 2.114706 2.076396 0.038818 0.009414 0.0383101 1.01845
1621038_aVvi.10443 Transcr ibed locus, strongly similar to NP_916688.1 chlorophyll a/b binding protein [Oryza sa 1132.381 1048.156 4.267875 4.402671 16 10.14514 10.03364 2.093518 2.138379 5.68E-05 132.6779 0.01328213 70 251.33035 up 10.08939 2.115948 0.078847 0.031722 7.9734416 4.768259
1621039_sVvi.6719 Transcr ibed locus, strongly similar to NP_914768.1 putative 40S ribosomal protein S6 [Oryza   15431.92 15358.7 19551.76 19710.42 16 13.91363 13.90677 14.25501 14.26667 3.72E-04 51.83681 0.01871624 325 1.275129 down 13.9102 14.26084 0.004851 0.008245 -0.350643 0.975412
1621040_aVvi.8095 Transcr ibed locus, weakly similar to NP_182041.1 scarecrow transcr iption factor family prote 65.96841 62.37371 170.1761 160.5742 16 6.043704 5.962866 7.410885 7.327097 0.001812 23.46031 0.02511424 1193 2.577024 down 6.003285 7.368991 0.057161 0.059248 -1.365706 0.814669
1621041_aVvi.7173 Transcr ibed locus, weakly similar to NP_194749.1 expressed protein [Arabidopsis thaliana] 267.2297 251.9386 407.7538 401.4556 16 8.061936 7.976928 8.671555 8.649097 0.0046724 14.57823 0.02929417 2646 1.559295 down 8.019432 8.660326 0.06011 0.01588 -0.640894 0.925997
1621042_aVvi.6502 Transcr ibed locus, weakly similar to NP_177556.2 expressed protein [Arabidopsis thaliana] 83.70113 80.74416 137.5801 135.9289 16 6.387175 6.335286 7.104128 7.086708 0.0013866 26.82702 0.02397054 955 1.6634599 down 6.361231 7.095418 0.036691 0.012318 -0.734187 0.896527
1621043_aVvi.8204 Transcr ibed locus, moderately similar to NP_176287.3 U2 snRNP auxiliary factor large subu 217.9376 206.7446 215.0253 204.1947 16 7.767771 7.691706 7.748363 7.673801 0.7595571 0.350315 0.7898632 15964 1.0130159 up 7.729739 7.711082 0.053786 0.052723 0.0186567 1.002419
1621044_aVvi.13723 Transcr ibed locus, moderately similar to NP_200922.2 DEAD box RNA helicase, putative [Ar  4.066453 4.066154 3.910229 3.928114 16 2.023771 2.023665 1.967253 1.973837 0.0038116 16.15111 0.02824424 2238 1.0375444 up 2.023718 1.970545 7.50E-05 0.004655 0.0531731 1.026984
1621045_aVvi.2097 Transcr ibed locus 379.2199 376.5473 160.1616 157.3526 16 8.566891 8.556687 7.323384 7.297857 1.21E-04 91.02352 0.01670209 118 2.380341 up 8.561789 7.31062 0.007215 0.018051 1.2511687 1.171144
1621046_at 9.541656 9.467469 9.111505 9.158592 16 3.25424 3.242979 3.187689 3.195126 0.0136306 8.477495 0.03753936 6027 1.0404454 up 3.248609 3.191408 0.007963 0.005259 0.0572013 1.017924
1621047_aVvi.5174 Transcr ibed locus 3007.899 3097.32 3695.4 3491.482 16 11.55454 11.59681 11.85151 11.76963 0.0363901 5.097966 0.06544782 9230 1.1768224 down 11.57567 11.81057 0.029886 0.057904 -0.234897 0.980111
1621048_aVvi.12959 Transcr ibed locus 5.576342 5.317286 7.352538 6.100596 16 2.479319 2.41069 2.878242 2.60895 0.1646637 2.148917 0.21394162 12777 1.2299432 down 2.445005 2.743596 0.048528 0.190418 -0.2985915 0.891168
1621049_sVvi.2475 Transcr ibed locus, moderately similar to NP_565946.1 bZIP transcr iption factor family protein 7.961494 8.155112 7.301984 7.267986 16 2.993039 3.027705 2.868289 2.861556 0.0144185 8.237662 0.03839714 6232 1.1060755 up 3.010372 2.864922 0.024512 0.004761 0.14545 1.050769
1621050_aVvi.319 Transcr ibed locus, moderately similar to XP_483475.1 Moco containing protein(OsMCP) [Or 1289.794 1280.691 1587.873 1544.605 16 10.33293 10.32271 10.63288 10.59302 0.0051657 13.85945 0.02947135 2909 1.2185245 down 10.32782 10.61295 0.007225 0.028184 -0.285135 0.973133
1621051_at 6112.97 6137.685 10673.91 10235.09 16 12.57766 12.58348 13.3818 13.32124 0.0015535 25.34181 0.02480849 1036 1.7063935 down 12.58057 13.35152 0.004116 0.042826 -0.770951 0.942257
1621052_aVvi.10437 Transcr ibed locus 15.39178 15.00733 36.14718 31.51736 16 3.944089 3.907595 5.175811 4.978075 0.0075422 11.44941 0.0313196 3997 2.2208333 down 3.925842 5.076943 0.025804 0.139821 -1.1511012 0.773269
1621053_aVvi.8871 Transcr ibed locus, weakly similar to NP_180697.1 pfkB-type carbohydrate kinase family protei 305.5978 328.8481 371.2395 314.2709 16 8.25549 8.361278 8.536206 8.295865 0.4984326 0.819915 0.5496396 15054 1.077473 down 8.308384 8.416036 0.074803 0.169947 -0.107652 0.987209
1621054_aVvi.15745 Transcr ibed locus 5.600494 5.625361 5.420785 5.468185 16 2.485554 2.491946 2.438502 2.451062 0.0247356 6.239691 0.05089027 8067 1.0309454 up 2.48875 2.444782 0.004519 0.008882 0.043968 1.017984
1621055_aVvi.2379 Transcr ibed locus, moderately similar to NP_849933.1 expressed protein [Arabidopsis thalian 5.213542 5.196654 4.946684 4.94475 16 2.382264 2.377583 2.306462 2.305898 0.0010202 31.28371 0.02259248 748 1.0524441 up 2.379923 2.30618 0.00331 3.99E-04 0.0737435 1.031976
1621056_aVvi.15383 Transcr ibed locus 278.0958 264.8813 418.1634 406.375 16 8.119438 8.049202 8.707923 8.666668 0.0045314 14.80491 0.02926091 2563 1.5188463 down 8.08432 8.687296 0.049664 0.029172 -0.602976 0.930591
1621057_at 5.223334 5.252676 4.981421 4.992058 16 2.384971 2.393053 2.316557 2.319635 0.003697 16.40089 0.02823081 2171 1.0503833 up 2.389012 2.318096 0.005715 0.002176 0.0709159 1.030592
1621058_at 7.537443 7.548229 6.993938 6.858769 16 2.914075 2.916138 2.806105 2.77795 0.0128988 8.719511 0.03683278 5813 1.0890571 up 2.915107 2.792027 0.001459 0.019909 0.1230796 1.044083
1621059_aVvi.12539 Transcr ibed locus 8.202318 7.756441 7.665443 10.52236 16 3.036032 2.955395 2.938369 3.395386 0.5375298 0.737656 0.5859918 15228 1.125967 down 2.995713 3.166878 0.057019 0.32316 -0.1711645 0.945952
1621060_aVvi.12289 Transcr ibed locus 11.4922 10.22378 10.71054 11.0804 16 3.522583 3.353857 3.420959 3.469937 0.941913 0.082286 0.9506742 16448 1.0050231 down 3.43822 3.445448 0.119307 0.034633 -0.0072286 0.997902
1621061_at 15.20994 15.52767 12.66438 11.79748 16 3.926942 3.956769 3.662704 3.560407 0.025045 6.19955 0.05127842 8107 1.2572749 up 3.941856 3.611556 0.021091 0.072335 0.3303001 1.091456
1621062_aVvi.5475 Transcr ibed locus 4.905988 4.931377 4.703825 4.717185 16 2.294544 2.301991 2.233834 2.237926 0.0046053 14.68471 0.02926091 2602 1.044192 up 2.298267 2.23588 0.005266 0.002893 0.062387 1.027903
1621063_aVvi.12182 Transcr ibed locus 5.769872 5.797796 5.735955 5.503404 16 2.528539 2.535505 2.520034 2.460324 0.298482 1.392119 0.3541088 13993 1.029428 up 2.532022 2.490179 0.004925 0.042221 0.041843 1.016803
1621064_aVvi.11171 Transcr ibed locus, moderately similar to NP_187374.2 GPI transamidase component PIG-S-r  347.0492 351.5226 402.7681 401.7484 16 8.438996 8.457474 8.653806 8.650148 0.0021299 21.63335 0.02580234 1367 1.1516825 down 8.448235 8.651978 0.013066 0.002586 -0.203743 0.976451
1621065_aVvi.14771 Transcr ibed locus 3.762687 3.782265 3.661792 3.677463 16 1.911763 1.919251 1.87255 1.878711 0.0144621 8.224965 0.03842309 6245 1.0280257 up 1.915507 1.87563 0.005294 0.004357 0.0398764 1.02126
1621066_sVvi.13343 Transcr ibed locus, weakly similar to NP_849578.2 glycosyl hydrolase family 1 protein [Arabido 6189.699 6379.505 5857.183 5735.34 16 12.59565 12.63923 12.51599 12.48566 0.0481086 4.393018 0.08013441 9966 1.0841875 up 12.61744 12.50083 0.030813 0.021444 0.116614 1.009329
1621067_aVvi.10824 Transcr ibed locus, weakly similar to NP_919459.1 putative serine carboxypeptidase [Oryza sa 4.351215 4.41863 4.17314 4.191565 16 2.121418 2.143599 2.061133 2.067489 0.0274445 5.911353 0.0539659 8442 1.0484061 up 2.132509 2.064311 0.015684 0.004494 0.0681978 1.033037
1621068_at 317.2539 331.2787 405.3901 422.6543 16 8.309494 8.371902 8.663167 8.723334 0.0147807 8.133839 0.03877961 6323 1.2768176 down 8.340698 8.693251 0.044129 0.042545 -0.352553 0.959445
1621069_aVvi.15251 Transcr ibed locus 5.335975 5.373089 5.152185 5.20403 16 2.415752 2.425752 2.365185 2.379629 0.0314637 5.503695 0.05914988 8830 1.0340779 up 2.420752 2.372407 0.007071 0.010214 0.0483448 1.020378
1621070_sVvi.8665 Transcr ibed locus, weakly similar to NP_197190.1 VHS domain-containing protein / GAT dom 1640.568 1596.041 1820.06 1661.524 16 10.67998 10.64028 10.82977 10.69829 0.2694386 1.513033 0.32471105 13775 1.0746746 down 10.66013 10.76403 0.02807 0.092969 -0.1038995 0.990348
1621071_aVvi.5008 Transcr ibed locus, moderately similar to NP_180785.1 cholinephosphate cytidylyltransferase, 62.76333 74.9449 152.0074 142.3682 16 5.97185 6.227759 7.247998 7.153483 0.0150057 8.071242 0.03892679 6398 2.1449387 down 6.099804 7.200741 0.180955 0.066832 -1.1009366 0.847108
1621072_aVvi.374 Transcr ibed locus, weakly similar to NP_174144.1 purine permease (PUP1) [Arabidopsis tha 270.5719 270.4904 288.417 265.7696 16 8.079868 8.079433 8.172012 8.054032 0.6285955 0.56571 0.67000145 15575 1.0234005 down 8.079651 8.113022 3.08E-04 0.083424 -0.033371 0.995887
1621073_aVvi.12964 Transcr ibed locus, strongly similar to NP_921492.1 putative epimerase/dehydratase [Oryza s 5188.338 5515.531 4004.015 3795.843 16 12.34106 12.42928 11.96723 11.8902 0.0160638 7.794613 0.04018313 6635 1.3721635 up 12.38517 11.92872 0.062386 0.054466 0.456452 1.038265
1621074_sVvi.7030 Transcr ibed locus, weakly similar to XP_487543.1 PREDICTED: hypothetical protein XP_487   4233.824 3758.185 2645.837 2849.788 16 12.04775 11.87582 11.36951 11.47664 0.0335793 5.318721 0.06189179 9005 1.4526716 up 11.96178 11.42307 0.121569 0.075752 0.538708 1.04716
1621075_at 1242.291 1091.571 546.9186 538.1726 16 10.27879 10.09219 9.095182 9.071925 0.0072015 11.72012 0.03103162 3851 2.1464245 up 10.18549 9.083553 0.131945 0.016445 1.101936 1.121311
1621076_aVvi.10022 Transcr ibed locus, moderately similar to NP_177545.1 60S ribosomal protein L6 (RPL6C) [A 8931.969 8704.13 10957.11 10603.64 16 13.12476 13.08748 13.41958 13.37227 0.0106268 9.62311 0.03472738 5077 1.2224729 down 13.10612 13.39593 0.02636 0.033452 -0.2898025 0.978366
1621077_sVvi.2508 Transcr ibed locus, weakly similar to NP_190756.1 high mobility group protein alpha (HMGalp 4142.073 4106.096 3124.363 3107.605 16 12.01614 12.00355 11.60935 11.60159 3.34E-04 54.70034 0.01827131 297 1.3235172 up 12.00984 11.60547 0.008899 0.005487 0.404377 1.034844
1621078_aVvi.306 Transcr ibed locus, weakly similar to NP_565270.1 expressed protein [Arabidopsis thaliana] 240.8169 216.8214 394.0478 361.4414 16 7.911793 7.760364 8.622227 8.497618 0.01786 7.382111 0.04249164 6977 1.6515768 down 7.836078 8.559922 0.107077 0.088112 -0.723844 0.915438
1621079_at 218.549 224.4251 196.6717 218.0562 16 7.771813 7.81009 7.619646 7.768556 0.3348236 1.259835 0.3910751 14213 1.0694362 up 7.790952 7.694101 0.027066 0.105295 0.0968504 1.012588
1621080_at 3.223177 3.234291 3.11493 3.137505 16 1.688484 1.693449 1.6392 1.649618 0.0150168 8.068198 0.03892679 6402 1.0327977 up 1.690966 1.644409 0.003511 0.007367 0.0465577 1.028313
1621081_aVvi.10041 Transcr ibed locus, moderately similar to NP_172194.1 Ran-binding protein 1a (RanBP1a) [A 5861.172 5923.152 6799.359 7233.918 16 12.51697 12.53215 12.73118 12.82056 0.0310255 5.544313 0.05862456 8784 1.1902885 down 12.52456 12.77587 0.010731 0.063199 -0.251311 0.980329
1621082_aVvi.14261 Transcr ibed locus, moderately similar to XP_479631.1 putative protein serine/threonine kinase 1121.167 1135.352 955.1849 874.12 16 10.13079 10.14892 9.899636 9.771688 0.0422778 4.707851 0.07281839 9638 1.2347274 up 10.13985 9.835662 0.012825 0.090473 0.304192 1.030927
1621083_aVvi.11974 Transcr ibed locus, weakly similar to XP_238034.3 PREDICTED: similar to Mmp24-prov prote 7.365675 7.421845 7.037387 6.942392 16 2.880818 2.891778 2.81504 2.795433 0.018661 7.217505 0.04344553 7130 1.057796 up 2.886298 2.805236 0.00775 0.013864 0.0810614 1.028896
1621084_at 6.597991 6.653407 6.228075 6.178467 16 2.722027 2.734093 2.638786 2.627249 0.0076254 11.38606 0.03135112 4029 1.0680969 up 2.72806 2.633018 0.008532 0.008158 0.0950425 1.036096
1621085_aVvi.4637 Transcr ibed locus, weakly similar to NP_188405.1 expressed protein [Arabidopsis thaliana] 3039.564 3095.183 3190.944 3267.024 16 11.56965 11.59581 11.63977 11.67376 0.0746443 3.451994 0.11247449 11017 1.0526571 down 11.58273 11.65677 0.018498 0.024037 -0.074036 0.993649
1621086_aVvi.5484 Transcr ibed locus, weakly similar to NP_179547.1 cytidine deaminase (CDD) / cytidine amino 19.2375 20.92197 22.47867 21.74621 16 4.26585 4.386947 4.490485 4.442692 0.1641063 2.153673 0.21336775 12768 1.1020503 down 4.326398 4.466588 0.085629 0.033795 -0.14019 0.968614
1621087_at 8.150259 8.262789 8.200085 8.094389 16 3.026846 3.046629 3.035639 3.016922 0.5228145 0.767911 0.57239294 15163 1.0072744 up 3.036737 3.02628 0.013989 0.013235 0.0104568 1.003455
1621088_aVvi.8444 Transcr ibed locus, strongly similar to NP_567244.1 NADH-ubiquinone oxidoreductase 24 kD 3872.287 3574.26 3571.118 3364.657 16 11.91897 11.80343 11.80216 11.71624 0.2922579 1.416758 0.34794298 13944 1.073257 up 11.8612 11.7592 0.081701 0.060753 0.101995 1.008674
1621089_aVvi.1963 Transcr ibed locus, weakly similar to NP_850638.1 zinc finger (DHHC type) family protein [Ar  755.1674 807.8084 799.8127 823.3455 16 9.560653 9.657869 9.643518 9.685354 0.4065788 1.042655 0.4621086 14606 1.0389857 down 9.609261 9.664436 0.068743 0.029582 -0.055175 0.994291
1621090_aVvi.6253 Transcr ibed locus, strongly similar to NP_197625.1 TATA box-binding protein-interacting pr 378.0033 365.9135 375.853 433.7283 16 8.562255 8.515359 8.554025 8.760648 0.3795498 1.118845 0.43523178 14477 1.0856276 down 8.538807 8.657336 0.03316 0.146105 -0.118529 0.986309
1621091_aVvi.8506 Transcr ibed locus, moderately similar to NP_187736.1 26S proteasome non-ATPase regulato 233.1587 243.7394 225.9497 241.8805 16 7.865169 7.929196 7.819858 7.918151 0.6783497 0.480412 0.71572685 15734 1.0197237 up 7.897183 7.869004 0.045274 0.069504 0.0281783 1.003581
1621092_aVvi.9580 Transcr ibed locus, strongly similar to NP_197204.1 exportin1 (XPO1) [Arabidopsis thaliana] 1152.832 1093.537 1486.012 1437.866 16 10.17097 10.09479 10.53723 10.48971 0.0136293 8.477914 0.03753936 6025 1.3018788 down 10.13288 10.51347 0.053868 0.033599 -0.380596 0.963799
1621093_aVvi.414 Transcr ibed locus, weakly similar to NP_176321.2 expressed protein [Arabidopsis thaliana] 198.9091 194.2904 109.6589 102.4653 16 7.635966 7.602071 6.776879 6.678991 0.0033616 17.20393 0.02783547 1995 1.8545687 up 7.619019 6.727935 0.023967 0.069218 0.8910836 1.132445
1621094_sVvi.6876 Transcr ibed locus, strongly similar to XP_464900.1 ubiquitin-conjugating enzyme OsUBC5b    9291.348 9046.904 8561.35 8887.679 16 13.18167 13.14321 13.06362 13.11759 0.1624684 2.167776 0.21156152 12748 1.0510517 up 13.16244 13.09061 0.027198 0.038163 0.071833 1.005487
1621095_aVvi.10945 Transcr ibed locus 10.58357 11.30157 13.54419 11.01316 16 3.403754 3.498452 3.759602 3.461156 0.4160172 1.017382 0.47135177 14652 1.1167268 down 3.451103 3.610379 0.066962 0.211033 -0.1592763 0.955884
1621096_aVvi.14780 Transcr ibed locus 3.363521 3.376154 3.265293 3.283901 16 1.749972 1.755381 1.707212 1.715411 0.0138034 8.423148 0.03764948 6084 1.029087 up 1.752677 1.711312 0.003825 0.005797 0.0413649 1.024171
1621097_aVvi.8062 Transcr ibed locus, moderately similar to XP_472431.1 OJ991214_12.18 [Oryza sativa (japoni 349.0067 311.1617 215.092 255.409 16 8.447111 8.281521 7.74881 7.996666 0.0809219 3.298284 0.11967129 11225 1.405982 up 8.364316 7.872738 0.11709 0.17526 0.491578 1.062441
1621098_aVvi.9214 Transcr ibed locus, moderately similar to NP_173134.1 curculin-like (mannose-binding) lectin 248.2092 264.3238 332.2089 368.7943 16 7.955413 8.046163 8.375947 8.526672 0.0360754 5.12142 0.06505083 9206 1.3665341 down 8.000788 8.451309 0.064169 0.106579 -0.450521 0.946692
1621099_at 4.706061 4.727789 4.498085 4.541057 16 2.23452 2.241166 2.169311 2.183028 0.0149288 8.092503 0.03885992 6374 1.0436758 up 2.237843 2.176169 0.004699 0.0097 0.0616736 1.02834
1621100_aVvi.541 Transcr ibed locus 389.8871 431.1507 473.9728 474.7376 16 8.606913 8.752049 8.88866 8.890986 0.1012879 2.898193 0.14338179 11727 1.1569635 down 8.679481 8.889824 0.102627 0.001645 -0.210343 0.976339
1621101_s_at 4648.439 4815.122 577.586 499.9305 16 12.18253 12.23336 9.173892 8.965584 0.0011651 29.27165 0.02313663 835 8.804283 up 12.20794 9.069738 0.03594 0.147296 3.138206 1.346008
1621102_aVvi.5498 Transcr ibed locus 4.872757 4.846232 4.710827 4.710894 16 2.284738 2.276863 2.23598 2.236001 0.0076325 11.38072 0.03135112 4036 1.0315475 up 2.280801 2.235991 0.005568 1.45E-05 0.0448103 1.02004
1621103_aVvi.14612 Transcr ibed locus 3.71494 3.734897 3.610416 3.624368 16 1.893339 1.901068 1.852165 1.857729 0.012463 8.873601 0.03642787 5679 1.0297232 up 1.897204 1.854947 0.005466 0.003935 0.0422566 1.02278
1621104_at 4.522815 4.505312 4.308153 4.356761 16 2.177221 2.171627 2.10707 2.123256 0.020247 6.920638 0.04528969 7421 1.041932 up 2.174424 2.115163 0.003956 0.011446 0.0592612 1.028017
1621105_at 6.076637 6.143138 5.744642 5.721848 16 2.603273 2.618976 2.522217 2.516481 0.0081935 10.97954 0.03166666 4292 1.0656809 up 2.611125 2.519349 0.011104 0.004056 0.0917755 1.036428
1621106_aVvi.7114 Transcr ibed locus, strongly similar to XP_478801.1 putative CMP-sialic acid transporter [Ory 347.1389 378.0978 588.1269 560.6778 16 8.439369 8.562615 9.199984 9.131028 0.0111039 9.410714 0.0350667 5255 1.5850348 down 8.500992 9.165506 0.087148 0.048759 -0.664514 0.927498
1621107_aVvi.12784 Transcr ibed locus 11.16417 10.81785 9.90967 9.617696 16 3.480804 3.435343 3.308837 3.265691 0.0320515 5.450499 0.05993005 8878 1.1256897 up 3.458074 3.287264 0.032146 0.030509 0.1708093 1.051961
1621108_aVvi.12622 Transcr ibed locus, moderately similar to XP_474301.1 OSJNBa0043A12.38 [Oryza sativa (jap 2514.158 2289.935 2534.368 2801.657 16 11.29586 11.16109 11.30741 11.45206 0.2656131 1.530179 0.32079935 13745 1.1105407 down 11.22848 11.37974 0.095296 0.102286 -0.151262 0.986708
1621109_aVvi.14698 Transcr ibed locus 3.539246 3.603508 3.43414 3.451374 16 1.823442 1.849402 1.779949 1.787171 0.0592445 3.923579 0.09389754 10474 1.0373209 up 1.836422 1.78356 0.018357 0.005107 0.0528622 1.029639
1621110_aVvi.10043 Transcr ibed locus, weakly similar to NP_566750.1 expressed protein [Arabidopsis thaliana] 169.4089 147.5622 156.4068 159.3455 16 7.404367 7.205179 7.289159 7.316015 0.984623 0.021751 0.9871799 16558 1.0015162 up 7.304773 7.302587 0.140847 0.01899 0.002186 1.000299
1621111_aVvi.330 Transcr ibed locus, weakly similar to NP_568828.1 expressed protein [Arabidopsis thaliana] 2277.893 2306.488 2428.259 2435.91 16 11.15348 11.17148 11.24571 11.25025 0.0115797 9.211986 0.03547655 5417 1.0610503 down 11.16248 11.24798 0.012726 0.003209 -0.085493 0.992399
1621112_sVvi.2160 Transcr ibed locus, moderately similar to NP_563807.1 expressed protein [Arabidopsis thalian 4536.883 4379.287 2975.428 3176.499 16 12.14749 12.09648 11.53888 11.63322 0.0098631 9.994513 0.03376551 4848 1.4498781 up 12.12198 11.58605 0.036066 0.066709 0.535932 1.046257
1621113_aVvi.4743 Transcr ibed locus, weakly similar to NP_567716.1 expressed protein [Arabidopsis thaliana] 18.21537 20.70252 16.74924 17.05866 16 4.187084 4.371734 4.066024 4.092432 0.1649616 2.146384 0.21424489 12782 1.1488428 up 4.279409 4.079228 0.130567 0.018673 0.2001814 1.049073
1621114_at 7.298946 8.056994 7.579305 7.76697 8 2.867688 3.010242 2.922065 2.957352 0.9928404 0.010127 0.9940096 16580 1.0005156 down 2.938965 2.939709 0.100801 0.024952 -0.0007437 0.999747
1621115_aVvi.14888 Transcr ibed locus 74.27315 83.2083 505.0919 577.6876 16 6.214768 6.378655 8.980402 9.174146 0.0020758 21.91465 0.02560309 1345 6.8712015 down 6.296712 9.077274 0.115886 0.136997 -2.780562 0.693679
1621116_aVvi.14377 Transcr ibed locus 4.747231 4.782148 4.550833 4.598177 16 2.247086 2.257659 2.186131 2.201062 0.023378 6.425047 0.04907334 7908 1.0415817 up 2.252373 2.193596 0.007476 0.010558 0.0587761 1.026794
1621117_aVvi.14401 Transcr ibed locus, weakly similar to NP_177175.2 sterile alpha motif (SAM) domain-containin 236.021 227.8822 248.5705 239.8055 16 7.882772 7.832144 7.957511 7.905721 0.1771457 2.047843 0.22720744 12943 1.0527462 down 7.857458 7.931616 0.035799 0.036622 -0.074158 0.99065
1621118_s_at 4865.146 5197.624 5296.137 5197.555 16 12.24827 12.34364 12.37073 12.34362 0.3422553 1.234919 0.39838195 14262 1.0433471 down 12.29595 12.35717 0.067436 0.019168 -0.061219 0.995046
1621119_aVvi.15325 Transcr ibed locus 4.862786 4.878429 4.633235 4.678844 16 2.281783 2.286417 2.21202 2.226152 0.012831 8.742973 0.03675927 5794 1.0460951 up 2.2841 2.219086 0.003276 0.009993 0.065014 1.029298
1621120_aVvi.2042 Transcr ibed locus, weakly similar to NP_200863.2 protein kinase family protein [Arabidopsis t 30.6296 28.24455 30.09217 29.75761 16 4.936855 4.819901 4.911316 4.895187 0.7144496 0.421374 0.7485354 15845 1.0173906 down 4.878378 4.903252 0.082699 0.011405 -0.0248736 0.994927
1621121_aVvi.10930 Transcr ibed locus 4.794916 4.817418 4.605697 4.629 16 2.261506 2.26826 2.203419 2.210701 0.0072946 11.64426 0.03107765 3892 1.0408938 up 2.264883 2.20706 0.004776 0.005148 0.0578229 1.026199
1621122_aVvi.14372 Transcr ibed locus 2.977536 2.9891 2.893048 2.906754 16 1.574119 1.579711 1.53259 1.539409 0.0114149 9.279429 0.03538483 5353 1.0287664 up 1.576915 1.536 0.003954 0.004822 0.0409155 1.026638
1621123_aVvi.15159 Transcr ibed locus 5.288492 5.365881 5.0864 5.091138 16 2.402856 2.423815 2.346645 2.347988 0.0243779 6.287043 0.05045342 8018 1.0468243 up 2.413336 2.347317 0.01482 9.50E-04 0.0660193 1.028125
1621124_aVvi.9701 Transcr ibed locus, moderately similar to NP_181819.1 ribose-phosphate pyrophosphokinase 492.4321 517.0402 525.1928 521.1186 16 8.943781 9.014133 9.036703 9.025468 0.2809104 1.463406 0.33660585 13854 1.0367943 down 8.978956 9.031086 0.049746 0.007945 -0.05213 0.994228
1621125_aVvi.1554 Transcr ibed locus, weakly similar to NP_174978.1 glutamate receptor family protein (GLR3.3 42.02145 31.36707 125.6777 114.1738 16 5.393054 4.971179 6.973585 6.835088 0.016215 7.757276 0.04039641 6663 3.299436 down 5.182117 6.904336 0.298311 0.097932 -1.7222195 0.75056
1621126_aVvi.2108 Transcr ibed locus, moderately similar to NP_177743.1 multi-copper oxidase type I family prote 7.929471 7.9697 10.63048 8.285253 16 2.987224 2.994525 3.410134 3.050546 0.3144757 1.331609 0.37030464 14098 1.180555 down 2.990875 3.23034 0.005163 0.254268 -0.2394652 0.92587
1621127_sVvi.698 Transcr ibed locus, weakly similar to NP_566991.2 universal stress protein (USP) family prote 4.603343 4.623239 4.463708 4.462543 16 2.202682 2.208904 2.158243 2.157866 0.0042353 15.31697 0.02895284 2427 1.0336434 up 2.205793 2.158054 0.0044 2.66E-04 0.0477386 1.022121
1621128_aVvi.15102 Transcr ibed locus 6.045986 6.106993 5.687498 5.743623 16 2.595978 2.610462 2.507794 2.521961 0.012896 8.720472 0.03683278 5811 1.063148 up 2.60322 2.514878 0.010242 0.010017 0.0883424 1.035128
1621129_at 12.18527 12.01643 11.296 12.74638 16 3.607066 3.586937 3.49774 3.672016 0.9027345 0.138209 0.91726536 16338 1.0084387 up 3.597001 3.584878 0.014233 0.123232 0.0121233 1.003382
1621130_aVvi.14819 Transcr ibed locus 786.0056 777.2803 255.3837 246.7204 16 9.618396 9.602291 7.996523 7.946734 2.55E-04 62.63042 0.0180123 232 3.1138852 up 9.610344 7.971628 0.011388 0.035207 1.638716 1.205569
1621131_aVvi.11442 Transcr ibed locus, moderately similar to XP_478782.1 putative WD repeat domain 5 protein [O 58.74778 60.5554 57.11417 57.75336 16 5.876462 5.920184 5.835776 5.851833 0.1440613 2.341004 0.19127527 12503 1.0385126 up 5.898323 5.843804 0.030916 0.011354 0.0545186 1.009329
1621132_aVvi.4902 Transcr ibed locus 16.85323 17.09551 46.50905 60.95837 16 4.074953 4.095545 5.53944 5.929753 0.0137505 8.439667 0.03764614 6063 3.1369169 down 4.085249 5.734596 0.014561 0.275993 -1.6493473 0.712387
1621133_aVvi.14669 Transcr ibed locus 4.012979 4.022015 3.888194 3.90833 16 2.004674 2.007918 1.9591 1.966552 0.0086274 10.69637 0.03222181 4444 1.0305895 up 2.006296 1.962826 0.002294 0.005269 0.0434697 1.022146
1621134_aVvi.11802 Transcr ibed locus, weakly similar to NP_186831.2 adenylate kinase family protein [Arabidopsi  15.4949 15.64095 15.21154 16.09836 16 3.953722 3.967257 3.927094 4.008842 0.8733894 0.180507 0.8908829 16275 1.0051969 down 3.960489 3.967968 0.009571 0.057804 -0.0074782 0.998115
1621135_aVvi.4439 Transcr ibed locus 7.565119 7.629487 8.16019 7.438342 16 2.919363 2.931586 3.028603 2.894981 0.6425173 0.541328 0.683027 15616 1.0254929 down 2.925474 2.961792 0.008643 0.094485 -0.0363176 0.987738
1621136_sVvi.2714 Transcr ibed locus, moderately similar to NP_563747.1 selenoprotein family protein [Arabidop 1268.302 1257.164 1234.818 1285.941 16 10.30868 10.29596 10.27008 10.32861 0.9299491 0.099311 0.9402567 16419 1.0020639 up 10.30232 10.29935 0.008999 0.041384 0.002975 1.000289
1621137_aVvi.8102 Transcr ibed locus, moderately similar to NP_175266.1 thioesterase family protein [Arabidops 4772.15 4709.051 2793.574 2745.357 16 12.22042 12.20122 11.4479 11.42278 4.15E-04 49.055 0.01871624 362 1.7117666 up 12.21082 11.43534 0.013578 0.017761 0.775486 1.067815
1621138_aVvi.8014 Transcr ibed locus, weakly similar to NP_187759.2 cyclin, putative (CYC2) [Arabidopsis thalia 5.519657 4.295536 50.41185 60.08662 16 2.464579 2.102838 5.655691 5.908972 0.0039592 15.84535 0.02848929 2305 11.302917 down 2.283708 5.782332 0.255789 0.179096 -3.4986232 0.394946
1621139_aVvi.1649 Transcr ibed locus, weakly similar to NP_568194.1 transducin family protein / WD-40 repeat fa   166.4313 167.0685 248.2694 290.5597 16 7.378784 7.384296 7.955762 8.182691 0.0261743 6.059045 0.05253215 8271 1.610699 down 7.381539 8.069226 0.003897 0.160463 -0.6876867 0.914777
1621140_aVvi.5364 Transcr ibed locus 3.847322 3.861256 3.738971 3.76316 16 1.943855 1.94907 1.902641 1.911945 0.0180355 7.345118 0.04270794 7010 1.0275222 up 1.946462 1.907293 0.003688 0.006578 0.0391696 1.020537
1621141_at 12.22868 13.15641 11.80216 10.98734 16 3.612196 3.717694 3.56098 3.45777 0.1695456 2.108182 0.21906726 12848 1.1138617 up 3.664945 3.509375 0.074598 0.07298 0.1555701 1.04433
1621142_sVvi.278 Transcr ibed locus, moderately similar to NP_564139.1 F-box family protein [Arabidopsis thali 558.3444 423.1513 214.8139 205.1933 16 9.125011 8.72503 7.746944 7.68084 0.0268872 5.974879 0.0533503 8366 2.315187 up 8.92502 7.713892 0.28283 0.046743 1.2111285 1.157006
1621143_aVvi.2657 Transcr ibed locus, weakly similar to NP_197620.1 expressed protein [Arabidopsis thaliana] 2170.819 1910.016 2372.102 2256.962 16 11.08402 10.89937 11.21195 11.14017 0.2037846 1.861147 0.25576827 13226 1.1363139 down 10.9917 11.17606 0.13057 0.050759 -0.184362 0.983504
1621144_aVvi.544 Transcr ibed locus, weakly similar to XP_482957.1 unknown protein [Oryza sativa (japonica cu 148.6307 147.7629 147.243 143.598 16 7.215589 7.20714 7.202055 7.165892 0.2781466 1.475126 0.33375177 13835 1.0191673 up 7.211364 7.183973 0.005974 0.025571 0.027391 1.003813
1621145_aVvi.3542 Transcr ibed locus 5.809315 5.862685 5.474196 5.468609 16 2.538368 2.551562 2.452647 2.451174 0.0050498 14.01887 0.02943507 2842 1.066626 up 2.544965 2.451911 0.009329 0.001042 0.0930543 1.037952
1621146_sVvi.3493 Transcr ibed locus, moderately similar to XP_477795.1 26S proteasome regulatory particle no 2702.03 2533.626 2565.319 2408.255 16 11.39983 11.30699 11.32492 11.23377 0.372927 1.13846 0.42846608 14449 1.0526752 up 11.35341 11.27935 0.065648 0.064453 0.074061 1.006566
1621147_sVvi.11173 Transcr ibed locus, weakly similar to NP_196957.1 transducin family protein / WD-40 repeat fa 268.6159 292.9292 282.6274 295.4416 16 8.069401 8.194408 8.142757 8.206729 0.6038688 0.610126 0.64717776 15490 1.030139 down 8.131905 8.174744 0.088394 0.045235 -0.042839 0.99476
1621148_aVvi.15420 Transcr ibed locus 3.818791 3.837066 3.699304 3.741336 16 1.933116 1.940004 1.887254 1.903554 0.0432395 4.651671 0.07410374 9686 1.028938 up 1.93656 1.895404 0.00487 0.011526 0.0411562 1.021714
1621149_aVvi.7518 Transcr ibed locus, strongly similar to NP_192132.1 60S ribosomal protein L19 (RPL19C) [Ar  9428.891 10109.03 11656.43 11448.8 16 13.20287 13.30336 13.50884 13.48291 0.042776 4.678518 0.07350864 9660 1.1832532 down 13.25312 13.49587 0.071053 0.018336 -0.242758 0.982012
1621150_aVvi.10037 Transcr ibed locus, weakly similar to XP_418707.1 PREDICTED: similar to ATP-binding cass 815.7093 861.5021 1353.232 1248.734 16 9.671911 9.750711 10.40219 10.28625 0.0120438 9.029591 0.0359365 5563 1.5506895 down 9.711311 10.34422 0.055719 0.081984 -0.63291 0.938815
1621151_aVvi.5478 Transcr ibed locus, weakly similar to XP_477999.1 putative o-methyltransferase [Oryza sativa ( 8.036318 8.126206 7.424647 7.348625 16 3.006535 3.022582 2.892322 2.877474 0.007033 11.86122 0.03087309 3781 1.094036 up 3.014558 2.884898 0.011347 0.010499 0.1296601 1.044944
1621152_at 4.210105 4.225442 4.091023 4.525198 16 2.073856 2.079102 2.032462 2.177981 0.7311333 0.394771 0.7637979 15891 1.0201223 down 2.076479 2.105221 0.003709 0.102898 -0.0287421 0.986347
1621153_aVvi.5216 Transcr ibed locus, weakly similar to NP_179497.1 transferase family protein [Arabidopsis tha 4.191577 4.20987 4.035969 4.075951 16 2.067493 2.073776 2.012915 2.027137 0.0227917 6.510101 0.04835005 7825 1.0357016 up 2.070634 2.020026 0.004443 0.010056 0.0506084 1.025053
1621154_at 6.185306 6.230517 5.92671 5.798949 16 2.628845 2.639352 2.567231 2.535791 0.0379967 4.982746 0.06743143 9354 1.0589154 up 2.634099 2.551511 0.007429 0.022231 0.0825872 1.032368
1621155_aVvi.7167 Transcr ibed locus, moderately similar to NP_172177.3 small nuclear ribonucleoprotein U2B, 749.6254 734.3242 1019.17 988.3154 16 9.550026 9.520273 9.993179 9.948828 0.0037326 16.32204 0.02823139 2189 1.3527113 down 9.53515 9.971004 0.021038 0.031361 -0.435854 0.956288
1621156_aVvi.9183 Transcr ibed locus 158.9623 160.4471 358.633 344.0114 16 7.312541 7.325953 8.486364 8.426312 7.31E-04 36.95965 0.02181481 555 2.1993728 down 7.319247 8.456339 0.009484 0.042463 -1.137092 0.865534
1621157_at 11.18658 11.03411 9.830336 9.523136 16 3.483698 3.463899 3.297241 3.251437 0.015289 7.994398 0.03928615 6460 1.1482681 up 3.473798 3.274339 0.014 0.032388 0.1994596 1.060916
1621158_aVvi.15386 Transcr ibed locus 3.686769 3.714635 3.565523 3.599694 16 1.882357 1.89322 1.834114 1.847874 0.0333462 5.338253 0.06161523 8984 1.0329676 up 1.887789 1.840994 0.007682 0.00973 0.0467949 1.025418
1621159_aVvi.14730 Transcr ibed locus 3.973894 3.931845 3.808137 3.806399 16 1.990553 1.975206 1.929085 1.928427 0.0195494 7.046797 0.04453952 7286 1.0382284 up 1.98288 1.928756 0.010852 4.66E-04 0.0541239 1.028062
1621160_at 8.481543 8.563308 7.7674 7.669672 16 3.084327 3.098168 2.957432 2.939165 0.006365 12.47439 0.03037423 3478 1.1041597 up 3.091247 2.948299 0.009788 0.012917 0.1429488 1.048485
1621161_aVvi.7592 Transcr ibed locus, strongly similar to NP_195308.1 aconitate hydratase, cytoplasmic / citrate 4289.303 4090.518 4587.969 4248.655 16 12.06653 11.99807 12.16364 12.05279 0.3640457 1.165406 0.41991854 14392 1.0540316 down 12.0323 12.10822 0.048408 0.078382 -0.075918 0.99373
1621162_at 5.124152 5.111753 4.893911 4.927199 16 2.357313 2.353818 2.290988 2.300768 0.0074843 11.49415 0.03124492 3975 1.04224 up 2.355566 2.295878 0.002471 0.006915 0.0596875 1.025998
1621163_aVvi.409 Transcr ibed locus, moderately similar to NP_200657.1 cinnamoyl-CoA reductase family [Arab 279.289 318.215 428.3353 374.9336 16 8.125615 8.313858 8.742597 8.550491 0.0865794 3.173753 0.12620878 11388 1.3442556 down 8.219736 8.646544 0.133108 0.135839 -0.4268075 0.950638
1621164_aVvi.136 Peptide/glutathione transporter OPT1 1923.828 1861.867 2381.331 2166.773 16 10.90976 10.86253 11.21755 11.08133 0.0674648 3.652397 0.10392007 10777 1.2002153 down 10.88615 11.14944 0.033396 0.096322 -0.263294 0.976385
1621165_aVvi.6276 Transcr ibed locus 4.872731 4.861146 4.657226 4.69452 16 2.28473 2.281296 2.219471 2.230978 0.010623 9.624854 0.03472738 5074 1.0408696 up 2.283013 2.225224 0.002428 0.008137 0.0577893 1.02597
1621166_aVvi.1736 Transcr ibed locus 248.5081 235.1612 162.6232 164.849 16 7.957149 7.877506 7.345389 7.365002 0.0052805 13.70686 0.02950386 2965 1.4764498 up 7.917328 7.355196 0.056316 0.013868 0.5621325 1.076427
1621167_at 7.677037 7.654203 7.155359 7.148069 16 2.94055 2.936252 2.839024 2.837554 5.14E-04 44.08147 0.01961565 434 1.0718566 up 2.938401 2.838289 0.003039 0.00104 0.1001119 1.035272
1621168_aVvi.9365 Transcr ibed locus 4.032465 4.077936 3.859287 3.853216 16 2.011662 2.027839 1.948334 1.946063 0.0124381 8.882652 0.03639692 5672 1.0515752 up 2.019751 1.947199 0.011439 0.001606 0.072552 1.03726
1621169_aVvi.3968 Transcr ibed locus 307.207 309.3263 170.647 176.1726 16 8.263067 8.272985 7.414871 7.460846 8.01E-04 35.30231 0.0221369 597 1.7778921 up 8.268026 7.437859 0.007013 0.032509 0.8301674 1.111614
1621170_aVvi.15015 Transcr ibed locus 37.88646 34.10152 30.97422 33.29114 16 5.24361 5.091764 4.952996 5.057066 0.219235 1.767165 0.27202836 13379 1.1193458 up 5.167687 5.005032 0.107372 0.073589 0.1626558 1.032498
1621171_at 4.767903 4.79422 4.560257 4.580293 16 2.253355 2.261296 2.189115 2.19544 0.0060345 12.81467 0.03012161 3325 1.0461199 up 2.257326 2.192277 0.005615 0.004472 0.0650482 1.029672
1621172_aVvi.12716 Transcr ibed locus 9.868404 9.914815 8.944603 8.872723 16 3.302817 3.309586 3.161017 3.149377 0.0019821 22.42783 0.02546124 1289 1.1103421 up 3.306202 3.155197 0.004787 0.008231 0.1510044 1.047859
1621173_sVvi.12805 Transcr ibed locus, weakly similar to NP_197747.1 XS domain-containing protein / XS zinc fin 90.77399 121.5084 199.7974 216.6726 16 6.504207 6.924913 7.642394 7.759373 0.0456698 4.51752 0.07716367 9825 1.9811298 down 6.71456 7.700883 0.297484 0.082717 -0.9863234 0.871921
1621174_aVvi.290 Transcr ibed locus, moderately similar to NP_564425.1 expressed protein [Arabidopsis thalian 233.8158 216.2911 215.726 213.1908 16 7.869228 7.75683 7.753057 7.736001 0.3514103 1.205095 0.40743867 14318 1.0486262 up 7.813029 7.744529 0.079477 0.01206 0.0685003 1.008845
1621175_aVvi.7679 Transcr ibed locus 419.7836 456.2667 306.2512 332.0289 16 8.713502 8.833734 8.258572 8.375165 0.0320082 5.454366 0.05987611 8874 1.3724465 up 8.773618 8.316868 0.085017 0.082444 0.45675 1.054919
1621176_at 1159.559 1105.546 1008.897 1377.016 14 10.17936 10.11054 9.978563 10.42733 0.8222291 0.255475 0.84592223 16136 1.0410172 down 10.14495 10.20295 0.048661 0.317325 -0.057994 0.994316
1621177_aVvi.3197 Transcr ibed locus, moderately similar to NP_922196.1 unknown protein [Oryza sativa (japonic 2221.736 2284.377 2420.982 2484.469 16 11.11747 11.15759 11.24138 11.27872 0.0465584 4.471051 0.07823516 9879 1.0886358 down 11.13753 11.26005 0.028364 0.026407 -0.122522 0.989119
1621178_aVvi.6433 Transcr ibed locus, strongly similar to NP_179383.1 FAT domain-containing protein / phosph 461.3232 473.4167 542.2858 464.5376 16 8.849634 8.886967 9.08291 8.859652 0.4589266 0.909888 0.5119674 14881 1.07399 down 8.8683 8.971281 0.026398 0.157867 -0.102981 0.988521
1621179_aVvi.11423 Transcr ibed locus, weakly similar to NP_180390.2 expressed protein [Arabidopsis thaliana] 161.8821 164.3108 165.2646 167.2741 16 7.3388 7.360284 7.368634 7.38607 0.1821267 2.010168 0.23267928 12994 1.0194635 down 7.349542 7.377352 0.015192 0.012329 -0.0278101 0.99623
1621180_aVvi.5506 Transcr ibed locus, moderately similar to NP_189487.2 expressed protein [Arabidopsis thalian 136.4234 114.5429 139.9175 141.0065 16 7.091948 6.839744 7.128433 7.139617 0.3142684 1.332369 0.3701394 14095 1.1236397 down 6.965846 7.134025 0.178335 0.007909 -0.1681794 0.976426
1621181_aVvi.409 Transcr ibed locus, moderately similar to NP_200657.1 cinnamoyl-CoA reductase family [Arab 87.42015 111.4457 187.6835 177.2833 16 6.449894 6.800198 7.552158 7.469913 0.0388487 4.924507 0.06849688 9415 1.8480313 down 6.625046 7.511035 0.247702 0.058156 -0.885989 0.882042
1621182_aVvi.13221 Transcr ibed locus, moderately similar to XP_464287.1 putative heme activated protein [Oryza 523.8443 562.023 416.98 438.2751 16 9.032994 9.134485 8.703835 8.775693 0.0311554 5.532183 0.05878423 8798 1.2692506 up 9.08374 8.739763 0.071765 0.050812 0.343977 1.039358
1621183_aVvi.9813 Transcr ibed locus, weakly similar to NP_566753.1 expressed protein [Arabidopsis thaliana] 76.1665 75.34176 79.86988 106.0545 16 6.251085 6.235377 6.31958 6.728663 0.3036196 1.372256 0.3590748 14037 1.2149446 down 6.243231 6.524121 0.011107 0.289265 -0.2808903 0.956946
1621184_at 81.85919 62.30339 135.663 111.4501 16 6.355073 5.961238 7.083883 6.800254 0.083938 3.230397 0.12306058 11323 1.7217953 down 6.158155 6.942069 0.278483 0.200556 -0.7839136 0.887078
1621185_sVvi.1148 Transcr ibed locus, weakly similar to NP_564714.1 dormancy/auxin associated family protein [A 779.1198 783.3898 166.9491 153.8229 16 9.605701 9.613586 7.383265 7.265126 6.70E-04 38.60517 0.02179512 508 4.8751564 up 9.609644 7.324195 0.005576 0.083536 2.2854486 1.312041
1621186_aVvi.6303 Transcr ibed locus, weakly similar to NP_921801.1 putative GTP-binding protein [Oryza sativa 6.357676 6.432196 6.456994 6.253267 16 2.6685 2.685311 2.690863 2.64461 0.7452112 0.372624 0.7767939 15926 1.0063756 up 2.676905 2.667737 0.011888 0.032705 0.0091689 1.003437
1621187_s_at 2406.8 2375.052 2462.212 2637.818 8 11.2329 11.21374 11.26574 11.36513 0.2103566 1.820056 0.26279938 13288 1.0659299 down 11.22332 11.31543 0.013546 0.070279 -0.092112 0.99186
1621188_aVvi.14697 Transcr ibed locus 149.1236 145.6936 228.2536 156.4064 16 7.220365 7.186794 7.834494 7.289156 0.3200594 1.311365 0.37597302 14132 1.281866 down 7.203579 7.561825 0.023738 0.385612 -0.3582456 0.952624
1621189_aVvi.3137 Transcr ibed locus, moderately similar to NP_196329.2 phox (PX) domain-containing protein [ 309.1574 288.3976 264.5589 253.2627 16 8.272198 8.171915 8.047445 7.98449 0.0735367 3.481055 0.11112834 10985 1.153556 up 8.222056 8.015968 0.070911 0.044516 0.206088 1.02571
1621190_aVvi.7940 Transcr ibed locus, strongly similar to NP_051101.1 ycf2 [Arabidopsis thaliana] 7.11661 6.317204 6.860495 12.55948 16 2.83119 2.659286 2.778313 3.650704 0.4018629 1.055528 0.45734355 14587 1.3844092 down 2.745238 3.214509 0.121555 0.616874 -0.4692705 0.854015
1621191_aVvi.11798 Transcr ibed locus 5.270732 5.351302 5.143206 5.290746 16 2.398003 2.41989 2.362668 2.403471 0.379928 1.117736 0.4356053 14479 1.0180984 up 2.408947 2.38307 0.015476 0.028852 0.025877 1.010859
1621192_aVvi.12789 Transcr ibed locus, weakly similar to NP_179159.1 thioredoxin M-type 3, chloroplast (TRX-M3 555.7524 508.6798 502.2462 503.5989 16 9.118299 8.990614 8.972251 8.976131 0.3357601 1.256659 0.39205858 14217 1.0572122 up 9.054457 8.974192 0.090287 0.002744 0.080265 1.008944
1621193_aVvi.4121 Transcr ibed locus 4.699085 4.716516 4.582653 4.604819 16 2.23238 2.237721 2.196183 2.203145 0.0150266 8.065512 0.03892679 6406 1.0248318 up 2.235051 2.199664 0.003777 0.004923 0.0353871 1.016088
1621194_aVvi.14542 Transcr ibed locus 420.9337 378.9855 224.6824 239.1064 16 8.717449 8.565999 7.811743 7.901509 0.0123392 8.918824 0.03627695 5646 1.7232095 up 8.641724 7.856626 0.107091 0.063474 0.7850984 1.099928
1621195_at 121.2987 121.4335 117.2086 118.6469 16 6.922421 6.924022 6.872935 6.89053 0.0424681 4.696589 0.07307785 9647 1.0291753 up 6.923222 6.881733 0.001133 0.012441 0.0414886 1.006029
1621196_aVvi.929 Transcr ibed locus, moderately similar to NP_182051.1 expressed protein [Arabidopsis thalian 1658.709 1587.212 1745.765 1808.482 16 10.69585 10.63228 10.76964 10.82056 0.0845106 3.217902 0.12369259 11342 1.0950832 down 10.66406 10.7951 0.044947 0.036006 -0.1310405 0.987861
1621197_aVvi.5236 Transcr ibed locus, strongly similar to NP_190184.1 histone H2B [Arabidopsis thaliana] 9953.201 9887.513 13054.82 15308.43 16 13.28095 13.27139 13.6723 13.90204 0.0470761 4.444574 0.07887719 9907 1.4250354 down 13.27617 13.78717 0.006755 0.162454 -0.510998 0.962937
1621198_at 308.9247 303.9253 302.1818 315.4638 16 8.271112 8.247573 8.239273 8.301331 0.7725961 0.33025 0.80121434 16008 1.0076256 down 8.259342 8.270302 0.016644 0.043881 -0.01096 0.998675
1621199_at 379.2309 314.8513 353.4447 330.8703 16 8.566933 8.298527 8.465341 8.370122 0.9257278 0.105328 0.9371301 16399 1.0104504 up 8.43273 8.417731 0.189792 0.06733 0.014999 1.001782
1621200_aVvi.14362 Transcr ibed locus 3.830721 3.795939 3.657193 3.694147 16 1.937616 1.924457 1.870737 1.885241 0.0324256 5.417386 0.0604797 8900 1.037454 up 1.931037 1.877989 0.009305 0.010256 0.0530475 1.028247
1621201_aVvi.2238 Transcr ibed locus, weakly similar to XP_507252.1 PREDICTED OJ1117_F10.20 gene produ 4.592676 4.627952 4.429335 4.447319 16 2.199335 2.210374 2.14709 2.152936 0.0127229 8.780739 0.03669671 5755 1.038745 up 2.204855 2.150013 0.007806 0.004134 0.0548415 1.025508
1621202_aVvi.1918 Transcr ibed locus, weakly similar to NP_191007.1 expressed protein [Arabidopsis thaliana] 16.63111 19.60793 15.24714 15.44572 16 4.055813 4.293365 3.930466 3.949135 0.1875561 1.970655 0.23838663 13061 1.1767341 up 4.174589 3.939801 0.167975 0.013201 0.2347883 1.059594
1621203_aVvi.12404 Transcr ibed locus, weakly similar to NP_564324.1 transcr iptional regulator family protein [Ara 368.1186 354.7792 379.3881 340.2987 16 8.524027 8.470778 8.567531 8.410658 0.9292557 0.100299 0.93999505 16411 1.0057756 up 8.497402 8.489094 0.037653 0.110926 0.008308 1.000979
1621204_aVvi.12520 Transcr ibed locus, weakly similar to NP_190723.1 protein kinase family protein [Arabidopsis t 4.357477 4.387811 4.214008 4.225652 16 2.123493 2.133501 2.075193 2.079174 0.0108364 9.528101 0.03489617 5154 1.0362078 up 2.128497 2.077184 0.007077 0.002815 0.0513134 1.024703
1621205_aVvi.12808 Transcr ibed locus, moderately similar to XP_545521.1 PREDICTED: hypothetical protein XP_ 12.68608 12.09157 10.7409 10.79707 16 3.665174 3.59593 3.425043 3.432567 0.0285291 5.793031 0.05541866 8545 1.1500901 up 3.630552 3.428805 0.048963 0.005321 0.2017469 1.058839
1621206_aVvi.14306 Transcr ibed locus 4.132796 4.155222 3.994502 4.014284 16 2.047118 2.054925 1.998016 2.005143 0.0112356 9.354431 0.03516247 5303 1.034865 up 2.051022 2.001579 0.005521 0.005039 0.0494425 1.024702
1621207_aVvi.15079 Transcr ibed locus 4.552195 4.563903 4.419424 4.437352 16 2.186562 2.190268 2.143858 2.149699 0.006829 12.03894 0.03073394 3685 1.0292807 up 2.188415 2.146779 0.00262 0.00413 0.0416364 1.019395
1621208_at 5.667078 5.711326 5.440042 5.439863 16 2.502605 2.513826 2.443618 2.44357 0.0074535 11.51812 0.0312167 3963 1.0458105 up 2.508215 2.443594 0.007934 3.35E-05 0.0646214 1.026445
1621209_aVvi.12490 Transcr ibed locus 6.603615 6.253074 5.834932 5.830206 16 2.723256 2.644566 2.544716 2.543547 0.0709217 3.552245 0.10806181 10895 1.1017368 up 2.683911 2.544131 0.055643 8.27E-04 0.1397795 1.054942
1621210_aVvi.4617 Transcr ibed locus, moderately similar to NP_566175.1 LOB domain protein 41 / lateral organ 3.87393 3.875252 3.75972 3.847982 16 1.953798 1.95429 1.910625 1.944102 0.2520158 1.593767 0.3066974 13641 1.0186654 up 1.954044 1.927364 3.48E-04 0.023672 0.0266803 1.013843
1621211_aVvi.996 Transcr ibed locus, moderately similar to NP_567660.1 alkaline phytoceramidase family / aPH 330.3106 316.5764 447.2393 463.4852 16 8.36768 8.30641 8.804903 8.85638 0.006507 12.33624 0.03048215 3542 1.4079499 down 8.337045 8.830641 0.043324 0.036399 -0.493596 0.944104
1621212_aVvi.2136 Transcr ibed locus, moderately similar to XP_469542.1 putative ATP(GTP)-binding protein [O 466.0943 503.8563 550.9825 615.1988 16 8.864478 8.976869 9.105863 9.264909 0.112863 2.718493 0.15677308 11951 1.2013965 down 8.920673 9.185386 0.079472 0.112463 -0.264713 0.971181
1621213_aVvi.8474 Transcr ibed locus, weakly similar to NP_193716.1 glycosyl hydrolase family 18 protein [Arabid 55.44562 47.0996 56.18893 51.77541 16 5.793002 5.557643 5.812214 5.694195 0.6140777 0.591608 0.65676206 15522 1.0554676 down 5.675323 5.753205 0.166424 0.083452 -0.0778825 0.986463
1621214_aVvi.15041 Transcr ibed locus 4.805495 4.864238 4.632694 4.645258 16 2.264685 2.282214 2.211851 2.215759 0.0219229 6.642289 0.04732945 7689 1.0422087 up 2.273449 2.213805 0.012395 0.002763 0.0596442 1.026942
1621215_aVvi.10575 Transcr ibed locus, weakly similar to NP_181184.1 expressed protein [Arabidopsis thaliana] 3.773696 3.793036 3.640567 3.655799 16 1.915978 1.923353 1.864163 1.870187 0.0081269 11.025 0.03164294 4262 1.0370537 up 1.919666 1.867175 0.005215 0.004259 0.0524906 1.028112
1621216_aVvi.954 Transcr ibed locus, moderately similar to NP_566574.1 expressed protein [Arabidopsis thalian 776.6522 742.7205 727.5169 684.3364 16 9.601125 9.536675 9.506837 9.418562 0.1914411 1.943313 0.2425446 13103 1.0763896 up 9.5689 9.4627 0.045573 0.06242 0.1062 1.011223
1621217_aVvi.15628 Transcr ibed locus 3.497481 3.522576 3.383007 3.398878 16 1.806316 1.816631 1.758306 1.765058 0.0149824 8.077658 0.03890326 6392 1.0351152 up 1.811474 1.761682 0.007293 0.004775 0.0497914 1.028264
1621218_aVvi.2768 Transcr ibed locus 70.19336 103.3684 66.18607 67.01712 16 6.133263 6.691651 6.048456 6.066458 0.3315979 1.270857 0.38777125 14196 1.2789851 up 6.412457 6.057457 0.39484 0.012729 0.3549995 1.058605
1621219_aVvi.6760 Transcr ibed locus, weakly similar to NP_850737.1 protein phosphatase 2C, putative / PP2C, p  1196.53 1161.891 500.8461 495.4088 16 10.22464 10.18226 8.968224 8.952476 3.31E-04 54.98809 0.01827131 291 2.3670647 up 10.20345 8.96035 0.029969 0.011136 1.243099 1.138733
1621220_aVvi.7154 Transcr ibed locus, weakly similar to NP_197523.1 plastocyanin-like domain-containing protei 8334.046 8195.661 12459.85 12055.55 16 13.0248 13.00065 13.605 13.55741 0.0021962 21.30348 0.02587843 1406 1.4829599 down 13.01272 13.5812 0.017082 0.033651 -0.568479 0.958142
1621221_aVvi.2120 Transcr ibed locus, moderately similar to NP_196751.2 eukaryotic translation initiation factor S 142.8257 141.5494 191.8579 198.5585 16 7.158112 7.145162 7.583894 7.63342 0.0031218 17.8557 0.02772998 1868 1.3727033 down 7.151637 7.608657 0.009157 0.03502 -0.45702 0.939934
1621222_aVvi.14279 Transcr ibed locus 451.0431 521.9608 251.8949 242.0479 16 8.817122 9.027798 7.976678 7.919149 0.0123229 8.924831 0.03624828 5643 1.9650227 up 8.92246 7.947914 0.148971 0.040679 0.9745464 1.122617
1621223_at 163.2251 166.1511 160.4307 182.1498 16 7.350719 7.376352 7.325806 7.508981 0.6192182 0.58238 0.66153544 15539 1.0380377 down 7.363535 7.417394 0.018126 0.129524 -0.0538587 0.992739
1621224_aVvi.8258 Transcr ibed locus 4.801213 4.825398 4.562645 4.628663 16 2.263399 2.270648 2.18987 2.210595 0.0259684 6.083988 0.052334 8237 1.0473839 up 2.267023 2.200233 0.005126 0.014655 0.0667903 1.030356
1621225_aVvi.5852 Transcr ibed locus, moderately similar to NP_194113.1 glycoside hydrolase family 28 protein / 91.38406 90.91911 137.3516 147.3722 16 6.51387 6.506512 7.10173 7.20332 0.0062276 12.61255 0.03025465 3411 1.5608523 down 6.510191 7.152525 0.005203 0.071835 -0.642334 0.910195
1621226_at 113.8909 99.57259 227.0087 242.0271 16 6.831509 6.637677 7.826604 7.919025 0.0087812 10.60103 0.03246037 4490 2.2010956 down 6.734592 7.872814 0.13706 0.065351 -1.1382216 0.855424
1621227_aVvi.1183 Transcr ibed locus, moderately similar to NP_197445.1 cinnamyl-alcohol dehydrogenase, puta 711.517 623.157 456.5847 439.6828 16 9.474754 9.283452 8.834739 8.780319 0.0289625 5.747582 0.05592419 8597 1.4861434 up 9.379103 8.807529 0.135271 0.03848 0.571574 1.064896
1621228_aVvi.6612 Transcr ibed locus, weakly similar to NP_178266.1 gibberellin response modulator (RGA1) / g 37.97554 42.38029 183.3596 162.0035 16 5.246999 5.405322 7.518532 7.339881 0.0032055 17.62013 0.02777505 1915 4.2961545 down 5.32616 7.429206 0.111951 0.126325 -2.103046 0.716922
1621229_at 7.542478 7.69045 6.961688 6.916009 16 2.915039 2.943068 2.799437 2.78994 0.0119118 9.080396 0.03580126 5522 1.0976095 up 2.929053 2.794689 0.01982 0.006716 0.1343648 1.048079
1621230_aVvi.15502 Transcr ibed locus 87.67378 96.04972 163.9435 166.891 16 6.454073 6.58571 7.357055 7.382762 0.0061668 12.67519 0.03021735 3387 1.8025217 down 6.519892 7.369908 0.093081 0.018178 -0.8500166 0.884664
1621231_aVvi.6767 GO:000829Farnesyl diphosphate synthase 2984.055 3002.794 3016.338 2818.632 16 11.54306 11.55209 11.55858 11.46078 0.5210439 0.771607 0.57075554 15155 1.0266136 up 11.54757 11.50968 0.006386 0.069157 0.037893 1.003292
1621232_aVvi.1882 Transcr ibed locus, moderately similar to NP_172042.1 expressed protein [Arabidopsis thalian 3.685392 3.701564 3.579131 3.579373 16 1.881818 1.888135 1.839609 1.839707 0.0048238 14.34603 0.02932456 2726 1.0319109 up 1.884977 1.839658 0.004467 6.91E-05 0.0453184 1.024634
1621233_aVvi.2186 Transcr ibed locus, moderately similar to NP_565398.1 ribosomal protein L27 family protein [A 615.0927 577.3887 724.9183 738.2431 16 9.26466 9.173399 9.501675 9.527952 0.0248169 6.229081 0.05097238 8082 1.2275519 down 9.219029 9.514813 0.064531 0.018581 -0.295784 0.968913
1621234_aVvi.15136 Transcr ibed locus 3.233417 3.24875 3.143826 3.14715 16 1.69306 1.699885 1.652522 1.654046 0.0064911 12.35146 0.03048215 3534 1.0303886 up 1.696472 1.653284 0.004826 0.001078 0.0431885 1.026123
1621235_s_at 4394.831 5102.788 5278.169 5439.995 16 12.10159 12.31707 12.36582 12.40939 0.2462912 1.621868 0.30054584 13604 1.1315295 down 12.20933 12.38761 0.152366 0.030806 -0.1782745 0.985609
1621236_aVvi.12024 Transcr ibed locus, moderately similar to NP_200334.1 microtubule associated protein (MAP6 110.5287 139.0265 292.4123 320.4477 16 6.788276 7.119216 8.19186 8.323945 0.018156 7.320028 0.04285332 7032 2.4693918 down 6.953746 8.257902 0.23401 0.093398 -1.3041557 0.842072
1621237_at 107.4502 108.7531 107.5041 128.7036 16 6.747525 6.764913 6.748249 7.007908 0.4478718 0.936514 0.5015899 14823 1.0881366 down 6.756219 6.878079 0.012295 0.183607 -0.1218595 0.982283
1621238_at 4.595267 4.624129 4.42206 4.425999 16 2.200149 2.209182 2.144718 2.146003 0.0058653 12.99985 0.03006343 3238 1.0419633 up 2.204665 2.145361 0.006387 9.08E-04 0.0593045 1.027643
1621239_aVvi.2456 Transcr ibed locus, weakly similar to NP_177436.1 Toll-Interleukin-Resistance (TIR) domain-   812.7076 896.4212 768.8368 747.1804 16 9.666593 9.808033 9.586534 9.545313 0.1454697 2.326694 0.192762 12527 1.1261419 up 9.737312 9.565924 0.100013 0.029147 0.171388 1.017917
1621240_aVvi.219 Transcr ibed locus, weakly similar to NP_918348.1 dnaJ- like protein [Oryza sativa (japonica cu 1387.728 1282.029 1341.2 1295.347 16 10.43851 10.32421 10.38931 10.33912 0.8093224 0.274699 0.8345054 16100 1.011955 up 10.38136 10.36422 0.080819 0.035487 0.017145 1.001654
1621241_aVvi.5407 Transcr ibed locus, moderately similar to NP_568271.2 annexin, putative [Arabidopsis thaliana 4.647177 4.676092 4.46716 4.480342 16 2.216355 2.225303 2.159358 2.163609 0.0068949 11.98069 0.03077344 3717 1.0419931 up 2.220829 2.161483 0.006328 0.003006 0.0593457 1.027456
1621242_at 7.938947 8.030074 7.454994 7.562976 16 2.988948 3.005413 2.898207 2.918954 0.0216207 6.690094 0.04687479 7655 1.0633376 up 2.997181 2.908581 0.011643 0.01467 0.0885997 1.030461
1621243_aVvi.1093 Transcr ibed locus, weakly similar to NP_176757.1 tRNA-splicing endonuclease positive effec 949.2988 938.5864 989.341 836.9207 16 9.890718 9.874346 9.950324 9.708947 0.7045924 0.437285 0.7395827 15815 1.0373455 up 9.882532 9.829636 0.011577 0.170679 0.052896 1.005381
1621244_sVvi.8211 Transcr ibed locus, weakly similar to XP_476748.1 putative short-chain dehydrogenase/reduct     957.6677 859.1857 923.065 1003.753 16 9.903381 9.746826 9.850288 9.971189 0.4778419 0.865855 0.5300062 14967 1.0611541 down 9.825104 9.910738 0.110701 0.085489 -0.085634 0.991359
1621245_aVvi.14652 Transcr ibed locus 67.77219 75.1635 67.11115 51.16444 16 6.082622 6.231961 6.068481 5.67707 0.3072972 1.358289 0.36280388 14061 1.2180018 up 6.157291 5.872775 0.105598 0.27677 0.2845164 1.048447
1621246_aVvi.10169 Transcr ibed locus, moderately similar to NP_173218.2 suppressor of forked protein family pro 5.59642 5.644682 5.413236 5.444492 16 2.484504 2.496892 2.436491 2.444798 0.0214853 6.711848 0.04673727 7631 1.0353037 up 2.490698 2.440644 0.00876 0.005874 0.050054 1.020509
1621247_aVvi.15565 Transcr ibed locus 4.369544 4.382468 4.233648 4.211832 16 2.127483 2.131743 2.081901 2.074448 0.0068924 11.98286 0.03077344 3715 1.0362976 up 2.129613 2.078175 0.003013 0.00527 0.0514384 1.024752
1621248_aVvi.956 Transcr ibed locus, moderately similar to NP_173542.1 small nuclear ribonucleoprotein, putat 2741.255 2615.471 2540.719 2856.908 16 11.42062 11.35286 11.31102 11.48024 0.9311757 0.097563 0.9413477 16421 1.0061826 down 11.38674 11.39563 0.047918 0.119655 -0.008892 0.99922
1621249_aVvi.373 Transcr ibed locus 125.9698 126.7 166.1998 185.3946 16 6.976934 6.985272 7.376775 7.534455 0.0265841 6.010258 0.05304042 8320 1.3894483 down 6.981103 7.455615 0.005896 0.111497 -0.474512 0.936355
1621250_aVvi.9275 Transcr ibed locus, moderately similar to NP_197180.1 SART-1 family protein [Arabidopsis th 450.8386 429.6048 442.3388 429.9784 16 8.816467 8.746866 8.789008 8.74812 0.7762698 0.324631 0.8044211 16020 1.0091233 up 8.781667 8.768564 0.049215 0.028912 0.013103 1.001494
1621251_sVvi.13056 Transcr ibed locus, weakly similar to NP_190085.1 xyloglucan:xyloglucosyl transferase, putativ 43.22387 43.23182 32.54757 41.70279 16 5.433756 5.434022 5.024478 5.382072 0.3261382 1.289808 0.38224828 14164 1.1733344 up 5.433889 5.203275 1.87E-04 0.252857 0.2306143 1.044321
1621252_aVvi.6217 Transcr ibed locus, moderately similar to NP_187474.2 KH domain-containing protein [Arabid 318.0051 248.5739 386.869 356.0978 16 8.312906 7.957532 8.595701 8.47613 0.1660333 2.137324 0.21531671 12801 1.3201454 down 8.135219 8.535915 0.251288 0.08455 -0.400696 0.953058
1621253_at 5.134934 5.173635 4.925619 4.906338 16 2.360346 2.371178 2.300305 2.294647 0.0079126 11.17511 0.03153255 4165 1.0484704 up 2.365762 2.297476 0.00766 0.004001 0.0682862 1.029722
1621254_at 5.248423 5.279864 5.022455 5.049778 16 2.391884 2.400501 2.328393 2.33622 0.0081985 10.97614 0.03166854 4297 1.0452772 up 2.396192 2.332306 0.006093 0.005535 0.0638856 1.027392
1621255_aVvi.514 Transcr ibed locus, weakly similar to NP_193532.1 no apical meristem (NAM) family protein [A 41.20995 46.56884 796.3467 731.08 16 5.364921 5.541293 9.637253 9.513886 6.81E-04 38.30634 0.02179512 516 17.41746 down 5.453107 9.575569 0.124714 0.087234 -4.122462 0.569481
1621256_aVvi.10839 Transcr ibed locus 125.2905 118.9341 160.8087 148.7304 16 6.969133 6.894019 7.329202 7.216557 0.0371622 5.041681 0.06639046 9292 1.2669007 down 6.931576 7.272879 0.053114 0.079652 -0.341303 0.953072
1621257_aVvi.15590 Transcr ibed locus 4.644295 4.653827 4.45763 4.448086 16 2.21546 2.218418 2.156277 2.153185 0.0011809 29.07386 0.02320216 844 1.0440623 up 2.216939 2.154731 0.002092 0.002187 0.0622077 1.02887
1621258_aVvi.1604 Transcr ibed locus, weakly similar to NP_563965.1 protein-protein interaction regulator family 903.6595 873.6607 1112.875 1082.017 16 9.819635 9.770929 10.12008 10.07951 0.0106601 9.60784 0.03473971 5091 1.2349983 down 9.795282 10.09979 0.03444 0.028685 -0.30451 0.96985
1621259_aVvi.6658 Transcr ibed locus, moderately similar to NP_196094.1 ACT domain-containing protein [Arab  803.2387 779.2089 839.6199 865.226 16 9.649685 9.605866 9.713593 9.756933 0.0732738 3.488046 0.11080164 10978 1.0773505 down 9.627775 9.735263 0.030984 0.030646 -0.107488 0.988959
1621260_aVvi.728 Transcr ibed locus 46.48752 48.97929 47.25539 47.81982 16 5.538772 5.6141 5.562407 5.579537 0.9004723 0.141456 0.9153589 16331 1.0037946 up 5.576436 5.570972 0.053265 0.012113 0.005464 1.000981
1621261_aVvi.8773 Transcr ibed locus, weakly similar to NP_187563.1 exocyst subunit EXO70 family protein [Arab 63.60299 83.71372 5.454316 9.222816 16 5.991023 6.387393 2.447398 3.205207 0.0157862 7.864514 0.03983009 6579 10.288101 up 6.189208 2.826303 0.280276 0.535852 3.3629048 2.18986
1621262_aVvi.15370 Transcr ibed locus 7.578877 7.703936 7.011642 7.001649 16 2.921984 2.945596 2.809752 2.807695 0.0088593 10.55356 0.03257404 4513 1.0905578 up 2.93379 2.808723 0.016696 0.001455 0.1250663 1.044528
1621263_aVvi.2716 Transcr ibed locus, weakly similar to NP_182115.2 protein kinase family protein / U-box domai 49.38653 44.09099 57.80006 57.43151 16 5.626046 5.462412 5.852999 5.843771 0.0655343 3.71162 0.10161569 10706 1.2346964 down 5.544229 5.848385 0.115707 0.006525 -0.3041564 0.947993
1621264_aVvi.10194 Transcr ibed locus, moderately similar to XP_477797.1 putative transducin / WD-40 repeat pro     712.8903 702.7516 1245.201 1235.758 16 9.477536 9.456871 10.28216 10.27118 2.09E-04 69.17867 0.01742717 198 1.7525654 down 9.467203 10.27667 0.014612 0.007766 -0.809468 0.921232
1621265_aVvi.10441 Transcr ibed locus 94.52119 90.70795 23.06614 19.86441 16 6.562566 6.503157 4.527705 4.312114 0.0027886 18.89715 0.0270467 1705 4.3257556 up 6.532862 4.41991 0.042008 0.152446 2.1129522 1.478053
1621266_aVvi.9472 Transcr ibed locus 7.332479 7.467956 7.055666 7.078092 16 2.874301 2.900713 2.818782 2.82336 0.0383739 4.956729 0.06788317 9384 1.0471265 up 2.887507 2.821071 0.018676 0.003237 0.0664358 1.02355
1621267_aVvi.962 Transcr ibed locus, weakly similar to NP_173730.1 expressed protein [Arabidopsis thaliana] 368.5827 401.8182 408.8586 432.6822 16 8.525845 8.650399 8.675458 8.757164 0.2273743 1.721096 0.28093082 13436 1.092921 down 8.588121 8.716311 0.088073 0.057775 -0.1281895 0.985293
1621268_aVvi.4472 Transcr ibed locus, weakly similar to XP_450273.1 integral membrane protein-like [Oryza sativ 18.92909 20.11816 30.56589 32.67866 16 4.242533 4.330427 4.933851 5.030277 0.0086816 10.66248 0.03230533 4460 1.6195397 down 4.28648 4.982064 0.06215 0.068183 -0.695584 0.860382
1621269_aVvi.14822 Transcr ibed locus 6.234482 6.292007 5.85888 5.848349 16 2.64027 2.65352 2.550625 2.548029 0.0047537 14.45219 0.02932456 2684 1.0699681 up 2.646895 2.549327 0.009369 0.001835 0.0975679 1.038272
1621270_aVvi.5472 Transcr ibed locus, moderately similar to NP_177844.1 AP2 domain-containing transcr iption f 3.98501 4.015869 3.872184 3.895759 16 1.994583 2.005712 1.953147 1.961904 0.0265043 6.019669 0.05296398 8307 1.029984 up 2.000148 1.957526 0.007869 0.006192 0.042622 1.021773
1621271_at 37.6575 51.73834 124.6042 120.1671 16 5.234865 5.693162 6.961208 6.908898 0.0237106 6.37818 0.04954611 7944 2.7722154 down 5.464014 6.935053 0.324065 0.036989 -1.4710394 0.787883
1621272_aVvi.8837 Transcr ibed locus 35.54641 30.03467 22.59048 28.2529 16 5.151632 4.908557 4.497643 4.820327 0.2075796 1.837208 0.25981882 13263 1.2933466 up 5.030094 4.658985 0.17188 0.228172 0.371109 1.079654
1621273_aVvi.14416 Transcr ibed locus 4.164146 4.177989 4.048397 4.017093 16 2.058021 2.062809 2.017351 2.006152 0.0153013 7.991114 0.03929947 6463 1.0343062 up 2.060415 2.011751 0.003386 0.007919 0.0486634 1.02419
1621274_x_at 5.753393 5.830771 5.544328 5.560647 16 2.524413 2.543687 2.471013 2.475253 0.0252472 6.173713 0.05146784 8143 1.0431288 up 2.53405 2.473133 0.013628 0.002998 0.0609174 1.024632
1621275_aVvi.1961 Transcr ibed locus, weakly similar to NP_850279.1 expressed protein [Arabidopsis thaliana] 298.2923 298.2596 294.9816 290.9725 16 8.220583 8.220425 8.204481 8.184739 0.119776 2.623122 0.1646263 12078 1.0181098 up 8.220504 8.194611 1.12E-04 0.01396 0.025893 1.00316
1621276_at 10.98329 11.11473 10.15013 9.233983 16 3.457239 3.474401 3.343426 3.206953 0.1092387 2.77185 0.15270974 11875 1.1412625 up 3.46582 3.275189 0.012136 0.096501 0.1906306 1.058204
1621277_aVvi.10436 Transcr ibed locus, moderately similar to NP_565048.1 mitochondrial substrate carrier family 391.8207 424.0323 444.3129 394.8506 16 8.61405 8.72803 8.795432 8.625163 0.7384729 0.383192 0.7704957 15911 1.0275851 down 8.67104 8.710298 0.080596 0.120398 -0.039258 0.995493
1621278_at 3.941216 3.955703 3.80289 3.848083 16 1.978641 1.983934 1.927096 1.94414 0.0361204 5.118046 0.06509961 9208 1.032162 up 1.981288 1.935618 0.003743 0.012051 0.0456695 1.023594
1621279_aVvi.5306 Transcr ibed locus, weakly similar to NP_922596.1 hypothetical protein [Oryza sativa (japonica 4.787035 4.812484 4.665838 4.695166 16 2.259132 2.266782 2.222136 2.231176 0.0255878 6.130871 0.05188823 8186 1.0254811 up 2.262957 2.226656 0.005409 0.006392 0.0363008 1.016303
1621280_at 6.534455 6.502785 6.12621 6.121193 10 2.708067 2.701058 2.614995 2.613813 0.0015504 25.36743 0.02480849 1033 1.0644871 up 2.704562 2.614404 0.004956 8.36E-04 0.0901585 1.034485
1621281_aVvi.14723 Transcr ibed locus 5.112824 5.099466 4.862719 4.862592 16 2.35412 2.350346 2.281763 2.281726 7.16E-04 37.35148 0.02180507 541 1.0500723 up 2.352233 2.281745 0.002669 2.65E-05 0.0704887 1.030892
1621282_aVvi.14877 Transcr ibed locus 52.51079 61.10023 59.93044 58.17855 16 5.714542 5.933106 5.905217 5.862415 0.6440116 0.538736 0.6844117 15621 1.0424598 down 5.823824 5.883816 0.154548 0.030265 -0.059992 0.989804
1621283_aVvi.3250 GO:001599H+-pyrophosphatase 1198.561 1189.733 967.3456 831.7969 16 10.22709 10.21642 9.917888 9.700088 0.0632275 3.785792 0.09876773 10627 1.3312361 up 10.22175 9.808988 0.007541 0.154008 0.412766 1.04208
1621284_at 7.15181 7.232922 6.691801 6.678403 16 2.838308 2.854579 2.742394 2.739503 0.0060784 12.76783 0.03013007 3348 1.0758632 up 2.846443 2.740949 0.011505 0.002044 0.1054947 1.038488
1621285_aVvi.59 Transcr ibed locus, moderately similar to NP_192040.1 ribosomal protein L5 family protein [Ar 242.7994 242.9187 216.2891 198.2052 16 7.923621 7.92433 7.756817 7.630851 0.0674131 3.653951 0.103878 10773 1.1729497 up 7.923976 7.693834 5.01E-04 0.089072 0.2301412 1.029912
1621286_aVvi.3235 Transcr ibed locus, weakly similar to NP_174498.1 expressed protein [Arabidopsis thaliana] 4.153607 4.178651 4.002961 4.018961 16 2.054365 2.063037 2.001067 2.006822 0.0089123 10.52173 0.03261948 4535 1.0386835 up 2.058701 2.003945 0.006132 0.004069 0.0547561 1.027324
1621287_at 6.562548 6.720475 6.150064 6.048457 9 2.714256 2.748563 2.620601 2.596567 0.0278673 5.86442 0.05454731 8479 1.088865 up 2.73141 2.608584 0.024259 0.016995 0.1228251 1.047085
1621288_aVvi.183 Transcr ibed locus, weakly similar to XP_483606.1 unknown protein [Oryza sativa (japonica cu 1383.997 1413.725 1753.464 1780.047 16 10.43463 10.46529 10.77599 10.7977 0.0030943 17.93541 0.02770756 1853 1.263032 down 10.44996 10.78685 0.02168 0.01535 -0.336891 0.968768
1621289_aVvi.9333 Transcr ibed locus, weakly similar to NP_922045.1 putative copia-like polyprotein [Oryza sativa  6.465274 6.579183 6.298049 6.281006 16 2.692712 2.717908 2.654905 2.650996 0.0544878 4.106914 0.08815105 10261 1.0369595 up 2.70531 2.65295 0.017817 0.002764 0.0523596 1.019736
1621290_aVvi.1308 Transcr ibed locus, weakly similar to NP_567737.1 expressed protein [Arabidopsis thaliana] 3.505124 3.51913 3.40527 3.418668 16 1.809465 1.815219 1.767769 1.773434 0.0092253 10.33923 0.03305301 4631 1.0293547 up 1.812342 1.770602 0.004068 0.004006 0.0417402 1.023574
1621291_sVvi.1652 Transcr ibed locus, moderately similar to NP_564467.2 expressed protein [Arabidopsis thalian 1245.892 1358.607 1297.736 1606.502 16 10.28296 10.40791 10.34178 10.64971 0.4611517 0.904611 0.5139662 14895 1.1098046 down 10.34544 10.49574 0.088353 0.217737 -0.150306 0.985679
1621292_aVvi.7024 Transcr ibed locus, weakly similar to NP_565524.1 stress enhanced protein 2 (SEP2) [Arabido 225.704 198.0048 16.24489 13.37139 16 7.818288 7.629392 4.021915 3.741078 0.0019341 22.70527 0.02532748 1263 14.343685 up 7.72384 3.881496 0.13357 0.198582 3.8423438 1.989913
1621293_aVvi.7576 Transcr ibed locus, moderately similar to NP_567745.1 antitermination NusB domain-containi 139.6621 161.7042 220.5311 243.8157 16 7.125797 7.337213 7.784838 7.929647 0.0394622 4.883728 0.06929734 9453 1.542999 down 7.231505 7.857243 0.149494 0.102395 -0.6257372 0.920362
1621294_aVvi.15025 Transcr ibed locus 3.968968 4.000584 3.850559 3.851513 16 1.988764 2.000211 1.945068 1.945425 0.0132549 8.599255 0.03714054 5924 1.0347201 up 1.994487 1.945247 0.008094 2.53E-04 0.0492406 1.025313
1621295_aVvi.11534 Transcr ibed locus, weakly similar to NP_566081.1 pyridoxine 5'-phosphate oxidase-related [A 91.10989 81.815 67.58577 73.22546 16 6.509536 6.354293 6.078648 6.194274 0.0926394 3.052676 0.13331048 11535 1.2272712 up 6.431914 6.13646 0.109773 0.08176 0.295454 1.048147
1621296_aVvi.9426 Transcr ibed locus, moderately similar to NP_172171.1 signal peptidase, putative [Arabidopsis 1784.87 1821.617 1580.446 1569.199 16 10.8016 10.831 10.62612 10.61581 0.0062989 12.54027 0.0303503 3443 1.1449933 up 10.8163 10.62096 0.02079 0.007286 0.195339 1.018392
1621297_aVvi.10670 Transcr ibed locus, moderately similar to NP_179256.2 expressed protein [Arabidopsis thalian 264.9371 263.3919 348.4422 343.6105 16 8.049506 8.041067 8.444776 8.42463 7.86E-04 35.65821 0.02212453 585 1.3098637 down 8.045286 8.434703 0.005967 0.014245 -0.389417 0.953832
1621298_aVvi.14753 Transcr ibed locus 4.722423 4.746004 4.590147 4.538317 16 2.239527 2.246713 2.19854 2.182157 0.0275488 5.899676 0.0541005 8453 1.0372556 up 2.24312 2.190349 0.005081 0.011584 0.0527716 1.024093
1621299_aVvi.9325 Transcr ibed locus, weakly similar to NP_187914.1 CBS domain-containing protein / transport     427.7668 387.5616 419.5747 401.0039 16 8.740681 8.598282 8.712784 8.647472 0.9043299 0.135921 0.91871774 16341 1.0074071 down 8.669481 8.680128 0.100691 0.046182 -0.010647 0.998773
1621300_aVvi.14598 Transcr ibed locus 892.2592 927.112 1073.441 1087.189 16 9.801319 9.8566 10.06803 10.08639 0.0134865 8.523584 0.03739199 5987 1.1877639 down 9.828959 10.07721 0.039089 0.012982 -0.248249 0.975365
1621301_aVvi.9130 Transcr ibed locus, moderately similar to NP_172405.1 expressed protein [Arabidopsis thalian 7.627976 9.56097 6.169426 6.120358 16 2.9313 3.257157 2.625136 2.613616 0.1004298 2.912668 0.14230545 11715 1.3897762 up 3.094229 2.619376 0.230415 0.008146 0.4748525 1.181285
1621302_aVvi.5329 Transcr ibed locus, weakly similar to NP_173164.1 expressed protein [Arabidopsis thaliana] 446.3627 459.5986 476.7434 456.1108 16 8.802073 8.844231 8.897069 8.833241 0.3866653 1.098203 0.44233328 14511 1.029542 down 8.823152 8.865154 0.02981 0.045134 -0.042002 0.995262
1621303_aVvi.8236 Transcr ibed locus, weakly similar to NP_173610.1 MORN (Membrane Occupation and Reco 201.4608 216.4694 281.7482 287.2689 16 7.654356 7.758019 8.138263 8.166258 0.0141787 8.308535 0.03815766 6166 1.3623266 down 7.706187 8.15226 0.073301 0.019796 -0.4460728 0.945282
1621304_aVvi.11493 Transcr ibed locus 420.1447 461.2699 486.696 527.1053 16 8.714743 8.849467 8.926877 9.041947 0.1498208 2.283666 0.19778259 12575 1.1505373 down 8.782105 8.984412 0.095265 0.081367 -0.2023075 0.977482
1621305_sVvi.2511 Transcr ibed locus, strongly similar to NP_051072.1 cytochrome f [Arabidopsis thaliana] 1300.134 1221.5 1786.554 1736.626 16 10.34444 10.25444 10.80296 10.76207 0.0103084 9.772962 0.03427398 4991 1.3977216 down 10.29944 10.78252 0.063644 0.028915 -0.483077 0.955198
1621306_aVvi.11283 Transcr ibed locus, moderately similar to NP_179802.1 zinc finger (C3HC4-type RING finger 558.9171 564.817 541.6696 489.7072 16 9.126491 9.14164 9.081269 8.935776 0.2282133 1.71647 0.28181434 13443 1.0909187 up 9.134066 9.008522 0.010712 0.102879 0.125544 1.013936
1621307_aVvi.1557 Transcr ibed locus, weakly similar to XP_479626.1 putative prephenate dehydratase [Oryza sat 351.9165 371.8345 263.0669 279.0674 16 8.459089 8.538517 8.039286 8.12447 0.0189565 7.159406 0.04383232 7179 1.3350793 up 8.498803 8.081878 0.056164 0.060234 0.416925 1.051588
1621308_aVvi.5142 Transcr ibed locus, weakly similar to NP_195677.2 expressed protein [Arabidopsis thaliana] 30.96335 31.53361 8.312982 8.37637 16 4.95249 4.978818 3.055366 3.066325 5.60E-05 133.5848 0.01328213 68 3.7445927 up 4.965654 3.060846 0.018617 0.007749 1.9048088 1.622315
1621309_aVvi.7849 Transcr ibed locus, weakly similar to XP_473486.1 OSJNBa0084K11.8 [Oryza sativa (japonica 272.5572 298.1118 76.77319 64.11842 16 8.090415 8.219709 6.262531 6.002667 0.0051096 13.93591 0.02943507 2875 4.0627675 up 8.155062 6.132599 0.091425 0.183752 2.022463 1.329789
1621310_aVvi.2134 Transcr ibed locus, weakly similar to NP_850805.1 pre-mRNA cleavage complex-related [Ara 452.0039 431.6415 645.1366 662.5429 16 8.820191 8.75369 9.333461 9.37187 0.0045754 14.73305 0.02926091 2585 1.4801304 down 8.786941 9.352665 0.047024 0.027159 -0.565724 0.939512
1621311_aVvi.2306 Transcr ibed locus, moderately similar to NP_196457.2 expressed protein [Arabidopsis thalian 397.4063 420.097 321.4965 369.8814 16 8.634471 8.714579 8.328659 8.530919 0.1533549 2.249965 0.20166323 12624 1.1848757 up 8.674524 8.429789 0.056645 0.143019 0.244735 1.029032
1621312_aVvi.3840 Transcr ibed locus, weakly similar to NP_567561.1 dual specificity protein phosphatase-relate 1085.866 1115.811 842.0917 858.7888 16 10.08463 10.12388 9.717834 9.74616 0.0041997 15.38219 0.0288901 2407 1.2943764 up 10.10425 9.731997 0.027752 0.02003 0.372257 1.038251
1621313_aVvi.8876 Transcr ibed locus, weakly similar to NP_566807.1 expressed protein [Arabidopsis thaliana] 132.2533 111.1934 83.78701 73.53899 16 7.04716 6.796928 6.388655 6.200438 0.0569798 4.008084 0.09117867 10374 1.5448831 up 6.922044 6.294546 0.176941 0.13309 0.627498 1.099689
1621314_sVvi.1239 Transcr ibed locus, moderately similar to NP_177931.1 AP2 domain-containing transcr iption f   3165.09 2740.766 1802.642 1891.931 16 11.62803 11.42036 10.8159 10.88564 0.0254498 6.148133 0.05173555 8164 1.5948554 up 11.5242 10.85077 0.146843 0.049319 0.673426 1.062063
1621315_aVvi.7693 Transcr ibed locus 15.31935 13.21497 36.8984 27.78138 16 3.937284 3.724101 5.205486 4.796046 0.0367778 5.069486 0.06595214 9257 2.2502325 down 3.830692 5.000766 0.150743 0.289518 -1.170074 0.766021
1621316_aVvi.14567 Transcr ibed locus 3.342028 3.35949 3.22726 3.254364 16 1.740724 1.748242 1.69031 1.702375 0.021114 6.772536 0.04621422 7584 1.0339315 up 1.744483 1.696343 0.005316 0.008532 0.0481406 1.028379
1621317_aVvi.2821 Transcr ibed locus, moderately similar to NP_172934.1 semialdehyde dehydrogenase family p 851.1552 800.3173 1272.837 1256.249 16 9.733278 9.644428 10.31383 10.29491 0.0054015 13.55116 0.02956287 3031 1.5321056 down 9.688853 10.30437 0.062826 0.013382 -0.615516 0.940267
1621318_aVvi.13719 Transcr ibed locus, weakly similar to NP_193171.2 protein kinase family protein [Arabidopsis t 265.2136 265.1784 361.2787 421.4775 16 8.051011 8.050819 8.496968 8.719312 0.037575 5.012287 0.06687164 9327 1.4714365 down 8.050915 8.60814 1.36E-04 0.157221 -0.557225 0.935268
1621319_sVvi.8130 Transcr ibed locus, moderately similar to XP_473013.1 OSJNBb0091E11.12 [Oryza sativa (jap  21.53716 21.77826 20.48201 21.49982 16 4.428756 4.444817 4.356285 4.426252 0.3323937 1.268126 0.38856503 14201 1.0320532 up 4.436786 4.391269 0.011357 0.049474 0.0455173 1.010365
1621320_at 57.56749 58.18024 54.44798 54.3676 16 5.847182 5.862457 5.766807 5.764675 0.007411 11.55144 0.03117425 3945 1.0636909 up 5.85482 5.765741 0.010801 0.001507 0.089079 1.01545
1621321_aVvi.2279 Transcr ibed locus 251.7398 247.7592 209.5016 248.3604 16 7.97579 7.952795 7.710817 7.956291 0.4000399 1.06055 0.4553313 14585 1.0948538 up 7.964293 7.833554 0.01626 0.173576 0.1307382 1.01669
1621322_aVvi.12918 Transcr ibed locus, strongly similar to NP_051076.1 cytochrome b559 alpha chain [Arabidops 42.7551 24.32854 39.12422 51.44667 16 5.418025 4.604578 5.28999 5.685006 0.4027114 1.053199 0.45818353 14591 1.3910717 down 5.011301 5.487498 0.575194 0.279318 -0.476197 0.913221
1621323_aVvi.9711 Transcr ibed locus 7.582416 7.559426 7.30292 7.346609 16 2.922658 2.918277 2.868474 2.877079 0.0100938 9.877893 0.03399048 4925 1.0336094 up 2.920467 2.872776 0.003098 0.006085 0.0476911 1.016601
1621324_aVvi.2093 Transcr ibed locus, weakly similar to NP_909840.1 putative RNA binding protein [Oryza sativa 5378.425 5127.98 6311.382 6414.811 16 12.39297 12.32418 12.62374 12.64719 0.016792 7.619484 0.04113871 6775 1.2115833 down 12.35857 12.63547 0.048644 0.016582 -0.276894 0.978086
1621325_at 9.59773 9.530852 15.05243 18.75204 16 3.262693 3.252605 3.911925 4.228975 0.0360321 5.124667 0.064994 9203 1.7566179 down 3.257649 4.07045 0.007133 0.224189 -0.8128006 0.800317
1621326_aVvi.15689 Transcr ibed locus 119.5238 119.6275 6.385347 6.361798 16 6.901154 6.902405 2.674765 2.669435 4.19E-07 1544.964 0.00347771 1 18.761198 up 6.90178 2.6721 8.85E-04 0.003769 4.2296799 2.582905
1621327_aVvi.4583 Transcr ibed locus 96.00977 106.8978 109.685 106.3138 16 6.585109 6.740088 6.777223 6.732185 0.3719456 1.141401 0.42757517 14441 1.0659246 down 6.662599 6.754704 0.109587 0.031846 -0.0921054 0.986364
1621328_at 58.76753 45.16748 43.62279 41.28628 16 5.876947 5.497212 5.44701 5.36759 0.2859642 1.442345 0.3416261 13896 1.2140093 up 5.687079 5.4073 0.268513 0.056158 0.2797794 1.051741
1621329_aVvi.15797 Transcr ibed locus 1064.641 890.6593 1337.668 1299.72 16 10.05615 9.79873 10.3855 10.34399 0.0785522 3.354226 0.11703524 11142 1.3540711 down 9.927441 10.36474 0.182024 0.029358 -0.437303 0.957809
1621330_aVvi.3268 Transcr ibed locus, moderately similar to NP_190560.1 60S ribosomal protein L26 (RPL26A) 20532.93 18980.1 22401.04 22261.86 16 14.32565 14.2122 14.45128 14.44229 0.0889211 3.12557 0.12898809 11444 1.1312019 down 14.26893 14.44678 0.080223 0.006358 -0.177856 0.987689
1621331_aVvi.15219 Transcr ibed locus 4.739842 4.759275 4.566727 4.59122 16 2.244839 2.250742 2.19116 2.198878 0.0083682 10.86285 0.0319158 4352 1.0372555 up 2.24779 2.195019 0.004174 0.005457 0.0527713 1.024041
1621332_at 4.411408 4.431685 4.229814 4.246202 16 2.141239 2.147855 2.080594 2.086173 0.004968 14.13474 0.02943507 2797 1.043307 up 2.144547 2.083384 0.004678 0.003945 0.0611636 1.029358
1621333_aVvi.4800 Transcr ibed locus, weakly similar to NP_173706.1 T-complex protein 11 [Arabidopsis thaliana 97.72245 111.6976 99.31773 68.13634 16 6.610618 6.803454 6.63398 6.090353 0.3543317 1.195772 0.41031006 14336 1.2700362 up 6.707036 6.362166 0.136356 0.384402 0.3448696 1.054206
1621334_aVvi.1651 Transcr ibed locus, moderately similar to NP_850506.1 universal stress protein (USP) family        11592.24 11749.99 9757.221 9635.923 16 13.50087 13.52037 13.25225 13.23421 0.0024594 20.12709 0.02638588 1545 1.2036302 up 13.51062 13.24323 0.013789 0.012761 0.267392 1.020191
1621335_aVvi.14788 Transcr ibed locus 24.44163 24.48549 24.67221 23.97548 16 4.611269 4.613855 4.624815 4.583488 0.7239266 0.406214 0.7574215 15866 1.0058464 up 4.612562 4.604152 0.001829 0.029223 0.00841 1.001827
1621336_aVvi.8798 Transcr ibed locus, moderately similar to NP_192579.1 L-ascorbate peroxidase, stromal (sAP 3875.936 3780.22 3380.481 3347.331 16 11.92033 11.88425 11.72301 11.7088 0.0106473 9.613697 0.03473326 5088 1.1379112 up 11.90229 11.7159 0.025509 0.010054 0.186388 1.015909
1621337_aVvi.9257 Transcr ibed locus, moderately similar to NP_196599.2 helicase domain-containing protein / I 5.785735 5.58264 6.729935 5.461254 16 2.5325 2.480948 2.750593 2.449232 0.6041588 0.609596 0.6473631 15493 1.066725 down 2.506724 2.599912 0.036453 0.213094 -0.0931883 0.964157
1621338_sVvi.6871 Transcr ibed locus, weakly similar to NP_567095.1 MIF4G domain-containing protein / MA3 d 874.2529 905.1092 1316.327 1320.682 16 9.771907 9.821948 10.3623 10.36707 0.001954 22.58939 0.02540308 1276 1.4822179 down 9.796927 10.36469 0.035384 0.00337 -0.567758 0.945222
1621339_aVvi.12809 Transcr ibed locus, weakly similar to NP_175717.1 WD-40 repeat family protein / phytochrome  3.859253 3.879225 3.700325 3.720739 16 1.948322 1.955769 1.887652 1.895589 0.0080136 11.10357 0.03158401 4204 1.0427725 up 1.952045 1.891621 0.005266 0.005613 0.0604246 1.031943
1621340_aVvi.3723 Transcr ibed locus 8.685852 8.787935 7.925242 8.189916 16 3.118667 3.135525 2.986455 3.033849 0.0432745 4.649663 0.07413505 9690 1.0844353 up 3.127096 3.010152 0.01192 0.033512 0.1169441 1.03885
1621341_at 4.494173 4.527884 4.301817 4.314756 16 2.168056 2.178837 2.104946 2.109279 0.0075837 11.41769 0.03135112 4012 1.0470523 up 2.173446 2.107113 0.007624 0.003064 0.0663336 1.031481
1621342_at 8.602644 6.370327 5.481994 5.361298 16 3.10478 2.671367 2.454701 2.422582 0.1745243 2.068251 0.22443476 12909 1.365503 up 2.888074 2.438642 0.306469 0.022711 0.4494325 1.184296



1621343_at 67.35841 79.00414 95.38852 87.83266 16 6.073786 6.303856 6.575744 6.456686 0.1273077 2.527642 0.17291684 12222 1.254744 down 6.188821 6.516214 0.162684 0.084187 -0.3273931 0.949757
1621344_aVvi.1561 Transcr ibed locus, moderately similar to NP_565702.1 zinc finger (C3HC4-type RING finger 512.3379 459.9852 377.4607 319.9276 16 9.000952 8.845444 8.560183 8.321602 0.0772046 3.387134 0.11544178 11102 1.3969743 up 8.923198 8.440892 0.109961 0.168702 0.482306 1.057139
1621345_x_at 526.0742 420.7212 336.3427 398.3803 16 9.039123 8.716721 8.393788 8.638002 0.2153096 1.790194 0.26797888 13338 1.2852297 up 8.877922 8.515896 0.227973 0.172685 0.362026 1.042512
1621346_aVvi.7567 Transcr ibed locus, moderately similar to NP_189108.1 absci sic acid-insensitive protein 3 (AB 3.535792 3.552305 3.432802 3.431405 16 1.822033 1.828755 1.779387 1.778799 0.0052675 13.72385 0.02950386 2956 1.0326142 up 1.825394 1.779093 0.004753 4.15E-04 0.0463014 1.026025
1621347_aVvi.2763 Transcr ibed locus 82.93162 100.8002 121.9068 115.97 16 6.37385 6.655355 6.929635 6.857608 0.1208674 2.608772 0.1657832 12103 1.3004571 down 6.514603 6.893621 0.199054 0.050931 -0.3790187 0.945019
1621348_aVvi.11115 Transcr ibed locus 1487.867 1353.707 1100.726 1074.954 16 10.53903 10.4027 10.10424 10.07006 0.0319432 5.460195 0.05980157 8867 1.3046986 up 10.47087 10.08715 0.0964 0.024169 0.383716 1.03804
1621349_sVvi.1626 Transcr ibed locus, moderately similar to NP_567035.1 biotin/lipoyl attachment domain-contain 409.0461 448.0468 609.5002 659.9683 16 8.67612 8.807506 9.251483 9.366253 0.0228541 6.500896 0.04843909 7832 1.481497 down 8.741813 9.308868 0.092904 0.081155 -0.567055 0.939084
1621350_at 5.743745 5.780509 5.441281 5.545358 16 2.521992 2.531196 2.443946 2.47128 0.0410346 4.78332 0.07145517 9533 1.0489753 up 2.526594 2.457614 0.006509 0.019328 0.0689807 1.028068
1621351_sVvi.7811 Transcr ibed locus, strongly similar to NP_917525.1 putative chlorophyll a/b-binding protein 2 20082.62 20062.75 6.308989 7.546385 16 14.29366 14.29223 2.657409 2.915786 1.26E-04 89.06505 0.0167938 123 2909.0828 up 14.29295 2.786597 0.00101 0.1827 11.5063487 5.129175
1621352_aVvi.7594 Transcr ibed locus, strongly similar to NP_567786.1 expressed protein [Arabidopsis thaliana] 5.398552 5.384392 5.170821 5.120359 16 2.432572 2.428783 2.370393 2.356245 0.011615 9.197742 0.03549833 5429 1.0477966 up 2.430678 2.363319 0.002679 0.010004 0.0673588 1.028502
1621353_aVvi.7809 Transcr ibed locus, moderately similar to NP_566991.2 universal stress protein (USP) family 4.903594 4.954814 4.806687 5.062804 16 2.29384 2.308831 2.265043 2.339937 0.9786269 0.030235 0.98176104 16548 1.0008007 down 2.301335 2.30249 0.0106 0.052958 -0.0011548 0.999498
1621354_aVvi.14482 Transcr ibed locus 2.113284 2.119589 2.056 2.071949 16 1.079486 1.083785 1.03984 1.050988 0.0261418 6.06296 0.05249871 8266 1.0254246 up 1.081636 1.045414 0.003039 0.007883 0.0362214 1.034648
1621355_aVvi.7110 Transcr ibed locus, moderately similar to NP_567832.1 expressed protein [Arabidopsis thalian 1676.077 1580.964 2082.256 2212.399 16 10.71087 10.62659 11.02393 11.1114 0.0224005 6.568684 0.04786876 7768 1.3185319 down 10.66873 11.06766 0.059598 0.061847 -0.398932 0.963955
1621356_aVvi.15587 Transcr ibed locus 3.018616 3.031163 2.933722 2.948995 16 1.593887 1.599871 1.552732 1.560224 0.01379 8.427321 0.03764948 6078 1.0284 up 1.596879 1.556478 0.004232 0.005297 0.0404014 1.025957
1621357_sVvi.7389 Transcr ibed locus, moderately similar to XP_429266.1 PREDICTED: hypothetical protein XP_ 655.8944 647.3028 128.9966 140.8279 16 9.35732 9.338297 7.011189 7.137789 7.92E-04 35.51465 0.02212453 590 4.8343425 up 9.347809 7.074489 0.013451 0.08952 2.27332 1.321341
1621358_aVvi.15089 Transcr ibed locus 5.586506 5.635252 5.316857 5.292675 16 2.481946 2.49448 2.410574 2.403997 0.0075612 11.43485 0.03134419 4002 1.057698 up 2.488213 2.407285 0.008863 0.00465 0.0809278 1.033618
1621359_aVvi.1955 Transcr ibed locus, moderately similar to XP_507310.1 PREDICTED OSJNBa0033D24.29 ge 349.8212 346.1966 326.5936 339.1866 16 8.450474 8.435448 8.351353 8.405935 0.1510156 2.272151 0.19909167 12592 1.0455897 up 8.442961 8.378644 0.010625 0.038596 0.064317 1.007676
1621360_at 7.386024 7.498117 6.906716 6.85193 16 2.884798 2.906528 2.788 2.776511 0.0115419 9.22734 0.03544051 5405 1.0817806 up 2.895663 2.782255 0.015366 0.008124 0.1134078 1.040761
1621361_aVvi.5998 Transcr ibed locus, weakly similar to NP_176909.2 24 kDa vacuolar protein, putative [Arabidop 5.693831 5.658161 5.500708 5.532221 16 2.5094 2.500333 2.459617 2.467859 0.0214747 6.713565 0.04672024 7630 1.0289185 up 2.504867 2.463738 0.006411 0.005828 0.0411286 1.016694
1621362_aVvi.5458 Transcr ibed locus, weakly similar to NP_565620.1 expressed protein [Arabidopsis thaliana] 56.45031 65.50833 26.47246 17.56455 16 5.81891 6.033607 4.72642 4.134595 0.041549 4.751694 0.07202217 9575 2.820108 up 5.926258 4.430508 0.151814 0.418484 1.4957503 1.337602
1621363_aVvi.1621 Transcr ibed locus, weakly similar to NP_189252.1 cytochrome P450 71B23, putative (CYP71B 359.0624 269.2854 15.40747 12.21625 16 8.488091 8.072992 3.945558 3.610729 0.0034892 16.8848 0.02802531 2066 22.665052 up 8.280541 3.778144 0.293519 0.23676 4.5023974 2.191696
1621364_sVvi.8012 Transcr ibed locus, moderately similar to NP_180066.1 cytochrome b5 domain-containing pro 4848.063 4620.361 3123.624 2860.493 16 12.24319 12.17379 11.60901 11.48205 0.0116991 9.164057 0.03558587 5457 1.5833342 up 12.20849 11.54553 0.049074 0.089772 0.6629655 1.057422
1621365_at 31.73781 31.18099 39.72 31.08014 16 4.988131 4.962595 5.311794 4.957921 0.4634933 0.899086 0.51636803 14901 1.1168957 down 4.975363 5.134857 0.018056 0.250226 -0.159494 0.968939
1621366_s_at 4449.689 4369.609 2895.391 2724.199 16 12.11949 12.09329 11.49954 11.41162 0.0049316 14.18709 0.02943507 2775 1.5700487 up 12.10639 11.45558 0.018527 0.062173 0.650809 1.056812
1621367_aVvi.9533 Transcr ibed locus 6.476914 6.484209 6.222025 8.68575 16 2.695307 2.696931 2.637384 3.11865 0.5286033 0.755913 0.5778161 15187 1.1343759 down 2.696119 2.878017 0.001148 0.340307 -0.1818988 0.936797
1621368_aVvi.239 Transcr ibed locus, moderately similar to NP_178029.2 pentatricopeptide (PPR) repeat-conta 9.628552 9.598761 8.899067 9.260581 16 3.267319 3.262848 3.153654 3.211103 0.1029545 2.870569 0.14527026 11765 1.0590016 up 3.265083 3.182379 0.003161 0.040622 0.0827048 1.025988
1621369_aVvi.1266 Transcr ibed locus, moderately similar to NP_194645.1 SNF7 family protein [Arabidopsis thali 1338.52 1236.002 871.5403 874.7622 16 10.38642 10.27147 9.767424 9.772747 0.0104353 9.712443 0.03447 5025 1.4731035 up 10.32894 9.770085 0.081287 0.003764 0.558859 1.057201
1621370_aVvi.1607 Transcr ibed locus, moderately similar to NP_171716.1 mago nashi family protein [Arabidopsi  1786.269 1724.732 1901.911 1823.588 16 10.80273 10.75216 10.89323 10.83256 0.1629313 2.163771 0.21202262 12757 1.0610223 down 10.77745 10.8629 0.035763 0.0429 -0.085455 0.992133
1621371_at 85.18584 87.3584 83.62309 85.74708 16 6.412542 6.448875 6.385829 6.422016 0.4058216 1.04471 0.46134275 14603 1.0187399 up 6.430708 6.403923 0.025691 0.025588 0.0267858 1.004183
1621372_aVvi.800 Transcr ibed locus, moderately similar to NP_916043.1 putative dehydrogenase [Oryza sativa 617.6052 668.9288 746.6171 699.6474 16 9.270541 9.385709 9.544225 9.450484 0.1502767 2.279257 0.19821191 12586 1.1244578 down 9.328125 9.497355 0.081436 0.066285 -0.1692295 0.982181
1621373_s_at 6.126788 6.678111 5.891299 5.896659 16 2.615131 2.73944 2.558586 2.559898 0.1979563 1.899091 0.24937175 13178 1.0852622 up 2.677285 2.559242 0.0879 9.28E-04 0.1180436 1.046124
1621374_aVvi.5165 Transcr ibed locus, strongly similar to NP_190750.1 chlorophyll synthetase, putative [Arabidop 121.5529 132.2023 181.2147 163.1906 16 6.92544 7.046604 7.501556 7.350414 0.0452038 4.542422 0.07660937 9794 1.3565699 down 6.986022 7.425985 0.085676 0.106874 -0.4399633 0.940754
1621375_aVvi.12339 Transcr ibed locus 8.80837 8.116487 8.335435 8.332196 16 3.138875 3.020855 3.059257 3.058697 0.7571942 0.353972 0.787949 15953 1.0145837 up 3.079865 3.058977 0.083453 3.96E-04 0.0208879 1.006828
1621376_aVvi.14808 Transcr ibed locus 4.845029 4.887857 4.616937 4.690892 16 2.276506 2.289202 2.206936 2.229862 0.0389325 4.918881 0.06861549 9419 1.0456895 up 2.282854 2.218399 0.008978 0.016211 0.0644546 1.029055
1621377_aVvi.3719 Transcr ibed locus, weakly similar to NP_176722.2 zinc finger protein-related [Arabidopsis tha 52.01098 54.24857 49.27735 47.49713 16 5.700744 5.761513 5.622853 5.569768 0.0790765 3.341642 0.11760528 11162 1.0979544 up 5.731129 5.596311 0.04297 0.037536 0.1348181 1.024091
1621378_aVvi.2220 Transcr ibed locus, strongly similar to NP_850244.1 ribose-phosphate pyrophosphokinase 1 / 153.6899 116.5537 111.2229 97.0854 16 7.263878 6.864851 6.797309 6.601183 0.2422182 1.642379 0.29629433 13571 1.2879875 up 7.064364 6.699246 0.282155 0.138683 0.3651184 1.054501
1621379_aVvi.10069 Transcr ibed locus, weakly similar to NP_200330.1 Ras-related GTP-binding protein (RAN3) 848.0864 879.7632 796.4099 896.4271 16 9.728067 9.780972 9.637367 9.808043 0.7558253 0.356094 0.78686976 15946 1.0222971 up 9.754519 9.722705 0.037409 0.120686 0.031814 1.003272
1621380_aVvi.12948 Transcr ibed locus, strongly similar to NP_051084.1 photosystem II 47 kDa protein [Arabidops  12.92554 11.33274 12.55554 19.89737 16 3.692152 3.502425 3.650252 4.314506 0.3809042 1.114882 0.4365738 14484 1.3059418 down 3.597288 3.982379 0.134157 0.469699 -0.3850906 0.903301
1621381_aVvi.15033 Transcr ibed locus 4.084505 4.10523 3.979286 3.99162 16 2.030161 2.037463 1.99251 1.996974 0.0117852 9.129886 0.0356634 5484 1.0274512 up 2.033812 1.994742 0.005163 0.003157 0.0390698 1.019586
1621382_aVvi.2539 Transcr ibed locus, moderately similar to NP_177164.1 DEAD/DEAH box helicase, putative [A 29.98742 30.0378 22.24956 21.27818 16 4.906285 4.908707 4.475705 4.411303 0.0047886 14.39905 0.02932456 2703 1.3793534 up 4.907497 4.443504 0.001713 0.045539 0.4639922 1.10442
1621383_aVvi.15735 Transcr ibed locus 4.818123 4.836811 4.637044 4.65131 16 2.268471 2.274056 2.213205 2.217637 0.0040507 15.66443 0.02864669 2340 1.0394659 up 2.271264 2.215421 0.003949 0.003134 0.0558424 1.025206
1621384_aVvi.1 GO:004573Proline rich protein 2 (PRP2) 30698.49 33011.79 32797.02 33847.56 16 14.90588 15.01069 15.00128 15.04676 0.3688851 1.15063 0.42470393 14419 1.0466179 down 14.95829 15.02402 0.074115 0.032164 -0.065735 0.995625
1621385_at 815.9385 874.598 582.3037 468.6983 16 9.672317 9.772476 9.185628 8.872516 0.0518709 4.218048 0.08494392 10137 1.6170061 up 9.722397 9.029072 0.070824 0.221404 0.693325 1.076788
1621386_aVvi.11756 Transcr ibed locus 34.35678 35.55344 42.74745 48.75575 16 5.102523 5.151918 5.417767 5.607501 0.0590233 3.931623 0.09365675 10461 1.3062338 down 5.12722 5.512633 0.034927 0.134162 -0.3854133 0.930085
1621387_at 7.036266 7.075723 6.843264 6.866592 16 2.81481 2.822878 2.774685 2.779594 0.0125787 8.831914 0.0365611 5710 1.0293292 up 2.818844 2.777139 0.005705 0.003472 0.0417044 1.015017
1621388_aVvi.2517 Transcr ibed locus, weakly similar to XP_470057.1 unknown protein [Oryza sativa (japonica cu 340.4216 347.0324 110.7904 113.6583 16 8.411179 8.438927 6.791689 6.828559 2.04E-04 69.99377 0.0171966 196 3.0629647 up 8.425053 6.810124 0.019621 0.026071 1.614929 1.237137
1621389_aVvi.186 Transcr ibed locus, strongly similar to NP_180994.1 urease accessory protein (UREG) [Arab 310.0428 299.1398 399.7623 324.1935 16 8.276323 8.224676 8.642999 8.340712 0.2561341 1.574053 0.31079862 13680 1.1821032 down 8.2505 8.491856 0.03652 0.213749 -0.241356 0.971578
1621390_at 397.7306 384.9664 327.351 299.553 16 8.635648 8.588589 8.354694 8.226667 0.0421897 4.713095 0.07271935 9631 1.2495744 up 8.612118 8.290681 0.033276 0.090529 0.321437 1.038771
1621391_at 244.7819 259.8956 414.394 335.0894 16 7.935353 8.021789 8.69486 8.388402 0.0714827 3.536656 0.10869716 10917 1.4773993 down 7.978571 8.541631 0.061119 0.216698 -0.56306 0.934081
1621392_aVvi.15498 Transcr ibed locus 3.794853 3.794143 3.686401 3.72226 16 1.924044 1.923774 1.882213 1.896179 0.0381777 4.970212 0.06764427 9369 1.0243533 up 1.923909 1.889196 1.91E-04 0.009875 0.0347133 1.018375
1621393_aVvi.3044 Transcr ibed locus 176.4904 167.1494 149.5634 157.1859 16 7.463446 7.384994 7.224614 7.296328 0.0911601 3.081167 0.13153484 11505 1.1201944 up 7.42422 7.260471 0.055474 0.05071 0.163749 1.022553
1621394_aVvi.10665 Transcr ibed locus, moderately similar to NP_181192.1 enolase [Arabidopsis thaliana] 3.885845 3.922097 3.808928 3.82452 16 1.958228 1.971625 1.929385 1.935279 0.0468906 4.454011 0.07865008 9897 1.0228502 up 1.964927 1.932332 0.009473 0.004168 0.0325948 1.016868
1621395_aVvi.8867 Transcr ibed locus, moderately similar to NP_173161.1 glutathione S-transferase, putative [Ar  17.59025 18.22893 15.97782 16.82156 16 4.136704 4.188158 3.997998 4.072239 0.10618 2.818865 0.14916237 11817 1.0922565 up 4.162431 4.035119 0.036384 0.052496 0.127312 1.031551
1621396_aVvi.1056 Transcr ibed locus, weakly similar to NP_566629.1 ABA-responsive element-binding protein 2 254.2512 226.6928 27.65043 14.63196 16 7.990111 7.824595 4.78923 3.871051 0.0165838 7.668374 0.04089179 6732 11.935713 up 7.907353 4.33014 0.117037 0.649251 3.577213 1.826119
1621397_aVvi.7464 Transcr ibed locus, moderately similar to XP_463436.1 aspartate aminotransferase [Oryza sat 4386.275 4169.031 2715.303 2708.708 16 12.09878 12.0255 11.4069 11.40339 0.0031032 17.90935 0.02770756 1858 1.5767957 up 12.06214 11.40514 0.05182 0.002481 0.6569955 1.057605
1621398_aVvi.2436 Transcr ibed locus 4.222308 4.252931 4.09784 4.110857 16 2.078032 2.088457 2.034864 2.039439 0.0149133 8.096785 0.03885992 6366 1.0324651 up 2.083244 2.037151 0.007372 0.003235 0.046093 1.022626
1621399_s_at 167.0966 172.9803 138.5726 109.9007 16 7.384538 7.434464 7.114499 6.780056 0.1118027 2.73385 0.15561266 11927 1.377664 up 7.409501 6.947277 0.035303 0.236487 0.462224 1.066533
1621400_aVvi.3888 Transcr ibed locus 5.288188 5.303973 5.035333 5.07426 16 2.402773 2.407074 2.332087 2.343197 0.0077474 11.29502 0.03137725 4096 1.0477403 up 2.404923 2.337642 0.003041 0.007856 0.0672812 1.028782
1621401_aVvi.15500 Transcr ibed locus 272.463 245.0468 329.9942 362.1763 16 8.089916 7.936914 8.366297 8.500548 0.0540058 4.12679 0.0875552 10239 1.3379347 down 8.013414 8.433422 0.108189 0.09493 -0.420008 0.950197
1621402_aVvi.1012 Transcr ibed locus, strongly similar to NP_192742.1 cytochrome c, putative [Arabidopsis thalia 3859.387 3853.931 4000.237 4205.549 16 11.91416 11.91212 11.96587 12.03808 0.1330782 2.459679 0.17930235 12321 1.0635136 down 11.91314 12.00197 0.001443 0.051058 -0.088838 0.992598
1621403_aVvi.394 Transcr ibed locus, weakly similar to NP_179186.2 expressed protein [Arabidopsis thaliana] 483.3162 503.9963 711.4925 603.2361 16 8.916823 8.977269 9.474705 9.236579 0.0797237 3.326272 0.11832403 11185 1.3273934 down 8.947046 9.355642 0.042742 0.16838 -0.408596 0.956326
1621404_aVvi.13456 Transcr ibed locus, weakly similar to NP_567580.1 integral membrane family protein [Arabidop 407.3476 378.0815 560.2269 525.9285 16 8.670116 8.562553 9.129868 9.038723 0.0219478 6.638381 0.04735399 7693 1.3831526 down 8.616335 9.084295 0.076059 0.064449 -0.46796 0.948487
1621405_aVvi.15756 Transcr ibed locus 332.0943 379.2557 586.8259 533.1157 16 8.375449 8.567027 9.196789 9.058305 0.0309353 5.552777 0.058516 8775 1.5760444 down 8.471238 9.127546 0.135466 0.097923 -0.656308 0.928096
1621406_at 9.544568 9.617365 9.121208 8.593688 9 3.25468 3.265642 3.189225 3.103277 0.1193048 2.629375 0.16414171 12066 1.0821569 up 3.260161 3.146251 0.007751 0.060774 0.1139098 1.036205
1621407_aVvi.8751 Transcr ibed locus, strongly similar to NP_568028.1 formamidase, putative / formamide amido 122.5028 127.5122 109.5164 84.75585 16 6.93667 6.994492 6.775003 6.405242 0.1826314 2.006429 0.23318054 13002 1.2972519 up 6.965581 6.590122 0.040886 0.261461 0.375459 1.056973
1621408_aVvi.62 Transcr ibed locus, moderately similar to NP_567349.1 expressed protein [Arabidopsis thalian 11.51911 13.24158 10.94092 13.76681 16 3.525957 3.727004 3.451662 3.783123 0.9668652 0.046886 0.9716056 16520 1.0063193 up 3.626481 3.617393 0.142161 0.234378 0.0090881 1.002512
1621409_aVvi.14660 Transcr ibed locus 4.839521 4.8689 4.63218 4.639288 16 2.274864 2.283596 2.211691 2.213903 0.0045642 14.75113 0.02926091 2579 1.0471245 up 2.27923 2.212797 0.006174 0.001564 0.0664328 1.030022
1621410_aVvi.12264 Transcr ibed locus, weakly similar to NP_974752.1 expressed protein [Arabidopsis thaliana] 76.31846 76.0799 76.34609 73.02761 16 6.25396 6.249444 6.254482 6.190371 0.4584571 0.911005 0.51151246 14879 1.0204995 up 6.251702 6.222426 0.003194 0.045334 0.0292756 1.004705
1621411_aVvi.10223 Transcr ibed locus, weakly similar to NP_190980.1 reticulon family protein (RTNLB12) [Arabid 134.7045 131.4291 235.4101 204.5347 16 7.073654 7.038141 7.879032 7.676202 0.0197499 7.009867 0.0447256 7330 1.6491467 down 7.055898 7.777618 0.025112 0.143422 -0.7217198 0.907206
1621412_aVvi.8615 Transcr ibed locus 309.4226 294.5767 411.9268 374.5677 16 8.273435 8.202499 8.686244 8.549083 0.0389492 4.917763 0.0686303 9421 1.3010684 down 8.237967 8.617663 0.050159 0.096988 -0.379696 0.95594
1621413_at 4.397728 4.414564 4.236857 4.212789 16 2.136758 2.142271 2.082995 2.074776 0.0065949 12.2529 0.03057452 3577 1.0429208 up 2.139515 2.078885 0.003898 0.005812 0.0606297 1.029165
1621414_aVvi.3473 Transcr ibed locus, moderately similar to NP_568930.1 phytochelatin synthetase, putative / CO 4256.766 4254.512 5625.846 5446.68 16 12.05554 12.05478 12.45785 12.41116 0.0037671 16.24678 0.0282353 2214 1.3007529 down 12.05516 12.43451 5.40E-04 0.033016 -0.3793465 0.969492
1621415_aVvi.3717 Transcr ibed locus, weakly similar to NP_173866.1 polcalcin, putative / calcium-binding pollen   7.023462 7.083504 6.739125 6.781901 16 2.812182 2.824463 2.752561 2.76169 0.0152727 7.998755 0.03925649 6458 1.0433313 up 2.818323 2.757125 0.008684 0.006455 0.0611973 1.022196
1621416_aVvi.6646 Transcr ibed locus, strongly similar to NP_188512.1 Ras-related GTP-binding protein, putativ 3107.775 2921.459 3045.318 2864.898 16 11.60167 11.51247 11.57238 11.48427 0.6915457 0.458581 0.7274309 15782 1.0201261 up 11.55707 11.52832 0.063069 0.062302 0.028748 1.002494
1621417_aVvi.8574 Transcr ibed locus 4.356673 4.392548 4.225745 4.229033 16 2.123227 2.135058 2.079206 2.080328 0.0141755 8.309512 0.03815766 6165 1.0348169 up 2.129142 2.079767 0.008366 7.93E-04 0.0493755 1.023741
1621418_aVvi.7798 Transcr ibed locus, weakly similar to NP_188813.1 UDP-glucoronosyl/UDP-glucosyl transfer 20.91501 21.5475 12.42398 12.27221 16 4.386467 4.429449 3.635056 3.617323 8.83E-04 33.62736 0.02224117 656 1.7192369 up 4.407958 3.62619 0.030393 0.012539 0.7817683 1.215589
1621419_aVvi.664 Transcr ibed locus 187.7657 189.7161 385.2849 385.1392 16 7.552789 7.567698 8.589782 8.589236 5.25E-05 137.9826 0.01326001 61 2.0409849 down 7.560244 8.589509 0.010542 3.86E-04 -1.0292654 0.880172
1621420_aVvi.129 GO:000635MADS-box protein 6 4.361291 4.3827 4.192121 4.205508 16 2.124755 2.13182 2.06768 2.07228 0.0051851 13.83339 0.02949601 2916 1.0412437 up 2.128288 2.06998 0.004995 0.003252 0.0583077 1.028168
1621421_aVvi.9797 Transcr ibed locus, weakly similar to NP_199066.1 disease resistance-responsive family prote 6.315645 6.335127 6.064422 6.11662 16 2.65893 2.663374 2.60037 2.612735 0.0141694 8.311318 0.03815766 6162 1.0385708 up 2.661152 2.606552 0.003142 0.008743 0.0545996 1.020947
1621422_at 6.479666 6.438128 6.074652 6.048813 16 2.69592 2.686641 2.602802 2.596652 0.0036752 16.44969 0.02823081 2159 1.0655168 up 2.69128 2.599727 0.006561 0.004349 0.0915534 1.035217
1621423_aVvi.14990 Transcr ibed locus 6.798386 6.809885 6.522168 6.630281 16 2.765192 2.76763 2.705352 2.72907 0.0540012 4.126984 0.0875552 10238 1.0346915 up 2.766411 2.717211 0.001724 0.016771 0.0492005 1.018107
1621424_aVvi.6534 Transcr ibed locus, weakly similar to NP_191255.1 phosphatidylinositol-4-phosphate 5-kinase 28.17538 28.42914 26.27476 26.24497 16 4.816363 4.829299 4.715606 4.713969 0.0036209 16.57324 0.02818367 2129 1.0777658 up 4.822831 4.714788 0.009147 0.001158 0.1080435 1.022916
1621425_at 6.009237 6.005353 5.751773 5.761119 16 2.587182 2.586249 2.524007 2.526349 4.19E-04 48.82061 0.01871624 366 1.0435772 up 2.586715 2.525178 6.60E-04 0.001656 0.0615372 1.024369
1621426_aVvi.13200 Transcr ibed locus, moderately similar to NP_192594.2 expressed protein [Arabidopsis thalian 4.324256 4.355285 4.170708 4.190499 16 2.112452 2.122767 2.060292 2.067122 0.0129148 8.713985 0.03683402 5820 1.038069 up 2.11761 2.063707 0.007294 0.004829 0.0539025 1.026119
1621427_aVvi.14265 Transcr ibed locus 3.008552 3.018328 2.922807 2.921956 16 1.589069 1.593749 1.547355 1.546934 0.0028054 18.84012 0.0270467 1718 1.0311576 up 1.591409 1.547145 0.003309 2.97E-04 0.0442648 1.028611
1621428_aVvi.2103 Transcr ibed locus, moderately similar to NP_912344.1 unknown protein [Oryza sativa (japonic 606.4038 531.1483 659.3988 695.897 16 9.244135 9.052971 9.365007 9.44273 0.1317918 2.474469 0.1778291 12302 1.193597 down 9.148553 9.403869 0.135173 0.054958 -0.255316 0.97285
1621429_at 4.668258 4.660653 4.563541 4.572369 16 2.222884 2.220532 2.190154 2.192942 0.0036374 16.53553 0.02818367 2139 1.0211257 up 2.221708 2.191548 0.001663 0.001972 0.0301604 1.013762
1621430_aVvi.850 Transcr ibed locus, moderately similar to NP_568368.1 Mo25 family protein [Arabidopsis thali 419.9709 408.9329 519.168 493.0777 16 8.714146 8.67572 9.020058 8.945671 0.0204909 6.878026 0.04550574 7472 1.2208885 down 8.694933 8.982864 0.027171 0.052599 -0.287931 0.967947
1621431_at 7934.194 9029.16 17206.13 14976.67 16 12.95387 13.14038 14.07064 13.87043 0.0212532 6.749597 0.04640878 7602 1.8965946 down 13.04712 13.97053 0.131881 0.141567 -0.923411 0.933903
1621432_sVvi.1525 Transcr ibed locus, weakly similar to NP_196455.1 alpha-galactosidase, putative / melibiase, p 836.9379 879.8825 716.7266 752.6124 16 9.708977 9.781167 9.485279 9.555763 0.0469448 4.451253 0.07872495 9899 1.1684129 up 9.745071 9.520521 0.051046 0.04984 0.22455 1.023586
1621433_sVvi.3353 Transcr ibed locus, strongly similar to XP_470118.1 40S ribosomal protein S23 [Oryza sativa 4094.974 4166.117 4849.528 5879.379 16 11.99964 12.02449 12.24363 12.52145 0.117298 2.656398 0.16187705 12029 1.2927783 down 12.01206 12.38254 0.017571 0.196449 -0.370475 0.970081
1621434_aVvi.14580 Transcr ibed locus 268.3433 269.4508 331.8538 308.4615 16 8.067936 8.073878 8.374404 8.268947 0.0416049 4.748292 0.07210062 9579 1.1898401 down 8.070908 8.321675 0.004202 0.07457 -0.250767 0.969866
1621435_s_at 96.66221 116.8844 11.58675 19.26674 16 6.59488 6.868938 3.534405 4.268041 0.0186037 7.22894 0.0433972 7116 7.114124 up 6.731909 3.901223 0.193789 0.518759 2.8306863 1.72559
1621436_at 4.719323 4.714927 4.524871 4.49266 16 2.23858 2.237235 2.177877 2.16757 0.0062971 12.54216 0.0303503 3442 1.0462186 up 2.237908 2.172723 9.51E-04 0.007288 0.0651843 1.030001
1621437_aVvi.14269 Transcr ibed locus 4.892076 4.806528 4.624143 4.904849 16 2.290447 2.264995 2.209186 2.294209 0.6169497 0.586444 0.6594926 15530 1.0182017 up 2.277721 2.251698 0.017997 0.06012 0.0260235 1.011557
1621438_x_at 163.0524 159.5255 219.4452 210.8141 16 7.349192 7.317643 7.777717 7.719828 0.0062396 12.60034 0.03025465 3419 1.3336265 down 7.333417 7.748772 0.022308 0.040934 -0.4153546 0.946397
1621439_sVvi.1248 Transcr ibed locus, moderately similar to NP_192076.2 expressed protein [Arabidopsis thalian 108.4831 107.9737 17.87165 19.87888 16 6.761326 6.754535 4.159601 4.313165 9.28E-04 32.80829 0.02246529 683 5.74198 up 6.757931 4.236383 0.004802 0.108586 2.5215483 1.595213
1621440_aVvi.8147 Transcr ibed locus 3.372867 3.388022 3.248525 3.31782 16 1.753976 1.760443 1.699785 1.730236 0.1133746 2.711156 0.15737249 11959 1.0296823 up 1.757209 1.71501 0.004573 0.021532 0.0421993 1.024606
1621441_aVvi.5217 Transcr ibed locus 6.239104 6.450974 5.960249 5.930625 16 2.641339 2.689517 2.575373 2.568184 0.0614678 3.845065 0.09660979 10562 1.0670662 up 2.665428 2.571778 0.034067 0.005083 0.0936497 1.036414
1621442_aVvi.4041 Transcr ibed locus 16.72572 17.26928 16.14681 16.07058 16 4.063996 4.110136 4.013177 4.00635 0.080215 3.314722 0.11885141 11204 1.0550435 up 4.087066 4.009764 0.032626 0.004827 0.0773023 1.019279
1621443_at 8.17785 8.31692 7.471321 7.448857 16 3.031722 3.05605 2.901363 2.897019 0.0072138 11.71006 0.03104278 3857 1.1054964 up 3.043886 2.899191 0.017202 0.003072 0.1446943 1.049909
1621444_aVvi.12387 Transcr ibed locus, weakly similar to NP_193198.2 expressed protein [Arabidopsis thaliana] 126.4748 140.2783 331.9914 230.8557 16 6.982706 7.132148 8.375002 7.850847 0.0606607 3.873085 0.09562211 10530 2.078435 down 7.057427 8.112925 0.105672 0.370633 -1.055498 0.869899
1621445_aVvi.5250 Transcr ibed locus, moderately similar to NP_565616.1 FtsH protease, putative [Arabidopsis t 1857.093 1760.884 1403.049 1510.844 16 10.85883 10.78208 10.45435 10.56114 0.0414807 4.755858 0.07196809 9568 1.2420417 up 10.82046 10.50774 0.054268 0.075512 0.312713 1.02976
1621446_aVvi.10709 Transcr ibed locus 5.04461 5.059508 4.816166 4.813207 16 2.334743 2.338997 2.267885 2.266999 9.78E-04 31.95034 0.02255868 716 1.0493006 up 2.33687 2.267442 0.003008 6.27E-04 0.069428 1.03062
1621447_sVvi.3367 Transcr ibed locus, strongly similar to NP_172765.1 20S proteasome beta subunit E1 (PBE1) 6031.787 5644.743 5344.296 5507.723 16 12.55837 12.46269 12.38378 12.42724 0.1836722 1.998761 0.23414925 13022 1.0755082 up 12.51053 12.40551 0.067654 0.030728 0.105018 1.008465
1621448_aVvi.939 Transcr ibed locus, weakly similar to NP_850789.1 no apical meristem (NAM) family protein [A 153.7045 137.8552 91.06016 100.7446 16 7.264015 7.107009 6.508748 6.654558 0.0300646 5.636435 0.05746393 8685 1.5197762 up 7.185512 6.581653 0.11102 0.103103 0.603859 1.091749
1621449_aVvi.9146 Transcr ibed locus, moderately similar to NP_566626.1 expressed protein [Arabidopsis thalian 467.8248 477.902 767.8438 660.6226 16 8.869824 8.900571 9.584669 9.367682 0.0327022 5.393264 0.06083068 8922 1.5062672 down 8.885198 9.476175 0.021741 0.153433 -0.590977 0.937635
1621450_aVvi.12066 Transcr ibed locus, moderately similar to NP_568577.1 DegP protease, putative [Arabidopsis 697.5342 734.6558 1078.936 1045.529 16 9.44612 9.520925 10.07539 10.03002 0.0058552 13.01118 0.03005582 3232 1.4836835 down 9.483522 10.05271 0.052895 0.032086 -0.569184 0.94338
1621451_aVvi.14709 Transcr ibed locus 4.55268 4.576237 4.417218 4.389664 16 2.186716 2.194162 2.143138 2.134111 0.0125131 8.855462 0.03648454 5693 1.0365678 up 2.190439 2.138624 0.005265 0.006384 0.0518145 1.024228
1621452_at 5.607246 5.726983 5.368746 5.356022 16 2.487293 2.517775 2.424585 2.421162 0.0351271 5.193938 0.06388214 9128 1.0567693 up 2.502534 2.422874 0.021555 0.002421 0.0796605 1.032879
1621453_aVvi.104 Transcr ibed locus 3.800671 3.82704 3.662315 3.669335 16 1.926254 1.936229 1.872756 1.875519 0.0081132 11.03437 0.03164294 4254 1.0403755 up 1.931242 1.874137 0.007053 0.001954 0.0571043 1.03047
1621454_aVvi.15371 Transcr ibed locus 7.759178 7.803546 7.222543 7.106805 16 2.955904 2.96413 2.852507 2.829201 0.0105838 9.642977 0.03466397 5068 1.0861043 up 2.960017 2.840854 0.005817 0.01648 0.1191625 1.041946
1621455_aVvi.11445 Transcr ibed locus, weakly similar to NP_200638.1 leucine-rich repeat transmembrane protein   6.573935 7.033733 17.63587 43.53639 16 2.716757 2.814291 4.140441 5.44415 0.0901718 3.100573 0.13035804 11483 4.074919 down 2.765524 4.792296 0.068967 0.921862 -2.0267715 0.577077
1621456_aVvi.10950 Transcr ibed locus, weakly similar to NP_177517.1 zinc finger (C3HC4-type RING finger) fam 6.238634 6.970407 30.81699 14.47213 16 2.64123 2.801243 4.945654 3.855205 0.0929282 3.047188 0.13359842 11547 3.2024882 down 2.721237 4.40043 0.113146 0.771064 -1.6791932 0.618402
1621457_aVvi.8281 Transcr ibed locus 19.503 21.13045 40.95874 48.45367 16 4.285625 4.401251 5.3561 5.598534 0.0137399 8.442993 0.0376357 6060 2.1944795 down 4.343438 5.477317 0.081761 0.171427 -1.133879 0.792986
1621458_aVvi.14676 Transcr ibed locus 3.533584 3.580469 3.428026 3.453705 16 1.821132 1.840149 1.777378 1.788145 0.0483354 4.381914 0.08041441 9978 1.033744 up 1.83064 1.782761 0.013447 0.007613 0.047879 1.026857
1621459_sVvi.5941 Transcr ibed locus, weakly similar to NP_563705.1 thioesterase family protein [Arabidopsis tha 1125.695 1128.547 1109.696 1021.613 16 10.1366 10.14025 10.11595 9.996633 0.3026131 1.376114 0.3581652 14026 1.0585836 up 10.13843 10.05629 0.002582 0.084369 0.082135 1.008168
1621460_at 21.54584 21.49518 27.29997 32.24258 16 4.429338 4.425942 4.770827 5.010895 0.061073 3.858703 0.09608933 10551 1.3786173 down 4.42764 4.890862 0.002401 0.169754 -0.463222 0.905288
1621461_aVvi.12871 Transcr ibed locus 172.7282 169.6605 165.5049 180.0501 16 7.43236 7.406507 7.37073 7.492255 0.8640163 0.194113 0.8828409 16247 1.0083935 down 7.419434 7.431492 0.018281 0.085931 -0.0120587 0.998377
1621462_aVvi.3372 Transcr ibed locus, moderately similar to NP_188871.1 DNA-directed RNA polymerase, putat 561.1357 553.3916 648.6666 647.9167 16 9.132206 9.112157 9.341333 9.339664 0.0021163 21.70323 0.02580234 1357 1.1633765 down 9.122181 9.340499 0.014177 0.00118 -0.218318 0.976627
1621463_aVvi.229 Transcr ibed locus, strongly similar to NP_196190.1 pleckstrin homology (PH) domain-contai 1024.362 917.3901 856.5895 914.8261 16 10.00051 9.841392 9.74246 9.837354 0.2927826 1.414656 0.34839275 13951 1.0950854 up 9.920951 9.789907 0.112514 0.0671 0.131044 1.013386
1621464_aVvi.15090 Transcr ibed locus 3.751797 3.741197 3.636343 3.646472 16 1.907582 1.9035 1.862488 1.866501 0.0048266 14.34174 0.02932456 2730 1.0288596 up 1.905541 1.864495 0.002886 0.002837 0.0410462 1.022015
1621465_aVvi.937 Transcr ibed locus 34.94965 35.97895 31.76548 30.0552 16 5.127206 5.169081 4.989388 4.909543 0.0478203 4.40725 0.07977488 9948 1.1476467 up 5.148144 4.949465 0.02961 0.056459 0.1986787 1.040141
1621466_at 271.1795 231.4407 188.7695 126.4214 16 8.083104 7.854498 7.560482 6.982097 0.1540915 2.243076 0.20242344 12637 1.6217059 up 7.968802 7.271289 0.161649 0.40898 0.6975122 1.095927
1621467_aVvi.2954 Transcr ibed locus, weakly similar to NP_176892.1 expressed protein [Arabidopsis thaliana] 25.72367 28.86103 21.71264 24.30577 16 4.685024 4.851051 4.440463 4.603227 0.1683783 2.117775 0.21791519 12827 1.1860731 up 4.768038 4.521845 0.117399 0.115091 0.246193 1.054445
1621468_aVvi.569 Transcr ibed locus, strongly similar to NP_180972.1 protein transport protein sec61, putative [ 4433.71 4808.089 5249.487 5979.929 16 12.1143 12.23125 12.35796 12.54591 0.1277582 2.522183 0.17345776 12227 1.213491 down 12.17277 12.45194 0.082696 0.132902 -0.279164 0.977581
1621469_at 3.31378 3.326587 3.21594 3.231067 16 1.728478 1.734043 1.685241 1.692011 0.0103987 9.729756 0.03441097 5016 1.0299929 up 1.73126 1.688626 0.003935 0.004787 0.0426345 1.025248
1621470_aVvi.15650 Transcr ibed locus 4.336051 4.365357 4.206411 4.166665 16 2.116382 2.1261 2.07259 2.058893 0.0221347 6.609346 0.04754523 7728 1.0392185 up 2.121241 2.065742 0.006872 0.009685 0.0554991 1.026866
1621471_sVvi.13194 GO:004544Myb transcr iption factor (MybCs1) 80.34952 86.30135 69.02796 77.61539 16 6.328217 6.431311 6.109109 6.278271 0.201079 1.878579 0.2528642 13201 1.1376634 up 6.379764 6.19369 0.072899 0.119615 0.1860737 1.030042
1621472_aVvi.9217 Transcr ibed locus 10.38175 10.16923 9.643414 9.556169 16 3.375978 3.346138 3.269544 3.256432 0.0265204 6.017766 0.05297583 8309 1.0703408 up 3.361058 3.262988 0.0211 0.009271 0.0980702 1.030055
1621473_aVvi.3677 Transcr ibed locus, weakly similar to NP_850488.1 Snf1-related protein kinase (KIN10) (SKIN 154.7266 152.0537 139.2235 156.4357 16 7.273577 7.248437 7.12126 7.289425 0.579868 0.654745 0.62435746 15418 1.0393381 up 7.261007 7.205342 0.017776 0.118911 0.055665 1.007726
1621474_aVvi.7087 Transcr ibed locus, strongly similar to NP_680225.2 DEAD box RNA helicase (RH3) [Arabid 346.3857 381.2021 354.7278 441.8867 16 8.436235 8.574412 8.470569 8.787533 0.548478 0.715653 0.59612644 15274 1.0895466 down 8.505323 8.629051 0.097706 0.224128 -0.123728 0.985661
1621475_aVvi.9936 Transcr ibed locus 9.609869 9.3565 15.79005 18.69504 16 3.264517 3.225969 3.980944 4.224584 0.0200659 6.952762 0.04509731 7386 1.8119217 down 3.245243 4.102764 0.027257 0.172279 -0.8575207 0.790989
1621476_aVvi.511 Transcr ibed locus 14.69558 13.75479 15.59339 14.50348 16 3.87731 3.781862 3.962863 3.858327 0.3708975 1.144551 0.42669043 14430 1.0577575 down 3.829586 3.910595 0.067492 0.073918 -0.081009 0.979285
1621477_s_at 4.573463 4.629171 4.383462 4.401495 16 2.193287 2.210754 2.132071 2.137994 0.018429 7.264095 0.04320948 7079 1.0475278 up 2.202021 2.135032 0.012351 0.004188 0.0669884 1.031376
1621478_aVvi.11245 Transcr ibed locus 73.55635 89.69159 84.93016 84.68562 16 6.200778 6.486901 6.408205 6.404045 0.7057978 0.435331 0.74063015 15820 1.0441185 down 6.34384 6.406125 0.202319 0.002942 -0.0622854 0.990277
1621479_at 4.150272 4.174519 4.018621 4.032723 16 2.053206 2.06161 2.0067 2.011755 0.0101992 9.825981 0.03409714 4965 1.0339601 up 2.057408 2.009227 0.005943 0.003574 0.0481806 1.02398
1621480_aVvi.1021 Transcr ibed locus, weakly similar to NP_176500.1 rhomboid family protein [Arabidopsis thalia 546.4225 592.9816 790.5259 792.7783 16 9.093873 9.211844 9.626669 9.630774 0.0150372 8.062614 0.03893836 6410 1.3907495 down 9.152859 9.628721 0.083418 0.002902 -0.475862 0.950579
1621481_aVvi.60 Transcr ibed locus 50.5732 73.39076 471.8134 479.9068 16 5.660301 6.197526 8.882072 8.906611 0.0081221 11.02831 0.03164294 4259 7.8105702 down 5.928914 8.894341 0.379875 0.017351 -2.9654274 0.666594
1621482_aVvi.3619 Transcr ibed locus 5.774406 5.778963 5.460504 5.444047 16 2.529672 2.530811 2.449034 2.44468 7.28E-04 37.05349 0.02181481 552 1.0595008 up 2.530242 2.446857 8.05E-04 0.003079 0.0833848 1.034078
1621483_aVvi.917 Transcr ibed locus, weakly similar to NP_563914.1 proline-rich family protein [Arabidopsis tha 3101.471 2921.399 2222.703 2013.962 16 11.59874 11.51244 11.1181 10.97582 0.0257298 6.113258 0.05209347 8199 1.4226984 up 11.55559 11.04696 0.061019 0.100606 0.50863 1.046043
1621484_aVvi.499 Transcr ibed locus, moderately similar to NP_565421.1 serine O-acetyltransferase, putative (S 441.4406 433.9887 496.4791 491.9213 16 8.786076 8.761514 8.955589 8.942284 0.0062997 12.53954 0.0303503 3445 1.1290758 down 8.773794 8.948936 0.017368 0.009409 -0.175142 0.980429
1621485_aVvi.5469 Transcr ibed locus, moderately similar to NP_181540.1 yippee family protein [Arabidopsis thal 735.0011 731.6868 617.8723 558.2731 16 9.521603 9.515082 9.271165 9.124827 0.0485011 4.373846 0.080631 9985 1.2486306 up 9.518343 9.197996 0.004611 0.103476 0.320347 1.034828
1621486_aVvi.5589 Transcr ibed locus 161.8812 136.8581 158.657 151.1809 16 7.338791 7.096537 7.309768 7.240132 0.6940121 0.454534 0.72984034 15786 1.0405064 down 7.217664 7.27495 0.1713 0.04924 -0.0572858 0.992126
1621487_aVvi.15285 Transcr ibed locus 4.072699 4.094038 3.962108 3.977395 16 2.025985 2.033525 1.986268 1.991824 0.012974 8.693719 0.03688248 5839 1.0286192 up 2.029755 1.989046 0.005331 0.003928 0.0407089 1.020467
1621488_at 4.729816 4.744422 4.524151 4.538056 16 2.241784 2.246233 2.177647 2.182075 0.0023845 20.44205 0.02619942 1510 1.0454668 up 2.244008 2.179861 0.003146 0.00313 0.0641473 1.029427
1621489_aVvi.7938 Transcr ibed locus 4.406152 4.39361 4.205268 4.216762 16 2.139519 2.135407 2.072198 2.076135 0.0020168 22.23376 0.02553182 1307 1.0448502 up 2.137463 2.074167 0.002908 0.002784 0.0632961 1.030516
1621490_aVvi.8811 Transcr ibed locus 1391.581 1428.602 447.2254 401.1484 16 10.44251 10.48039 8.804858 8.647992 0.0021557 21.50305 0.02580234 1379 3.328849 up 10.46145 8.726425 0.026784 0.110921 1.735024 1.198824
1621491_aVvi.8044 Transcr ibed locus 7.688757 8.176512 7.101306 7.136311 16 2.942751 3.031486 2.828084 2.835178 0.0730745 3.493368 0.11059102 10969 1.1137974 up 2.987118 2.831631 0.062745 0.005016 0.1554868 1.054911
1621492_aVvi.7491 Transcr ibed locus, strongly similar to NP_192132.1 60S ribosomal protein L19 (RPL19C) [Ar 17079.35 15884.34 16593.86 17442.96 16 14.05997 13.95532 14.01836 14.09036 0.5385461 0.735596 0.58690715 15233 1.0329129 down 14.00764 14.05436 0.073997 0.050908 -0.046718 0.996676
1621493_aVvi.9245 Transcr ibed locus 37.04722 37.5683 36.89667 24.21439 16 5.211293 5.231444 5.205419 4.597793 0.403178 1.051921 0.45858878 14595 1.2481257 up 5.221369 4.901606 0.014249 0.429656 0.3197634 1.065236
1621494_aVvi.15430 Transcr ibed locus 7.62383 7.191733 9.949516 7.377323 16 2.930516 2.84634 3.314627 2.883097 0.4394577 0.957254 0.4939628 14769 1.1570363 down 2.888428 3.098862 0.059522 0.305137 -0.2104343 0.932093
1621495_aVvi.7258 Transcr ibed locus, weakly similar to NP_566971.2 carbonic anhydrase family protein [Arabido  4.337651 4.357454 4.229164 4.24748 16 2.116914 2.123485 2.080372 2.086608 0.014884 8.104938 0.03885992 6354 1.0257717 up 2.1202 2.08349 0.004647 0.004409 0.0367097 1.017619
1621496_aVvi.173 Transcr ibed locus, moderately similar to NP_186875.2 auxin transport protein (BIG) [Arabido 898.3349 873.6318 741.9279 651.7372 16 9.81111 9.770882 9.535135 9.348146 0.0674428 3.653056 0.1038959 10776 1.2739908 up 9.790996 9.441641 0.028445 0.132221 0.349355 1.037002
1621497_aVvi.5436 Transcr ibed locus, moderately similar to XP_463364.1 protein phosphatase 2C-like protein [O 126.5098 131.4766 209.7356 219.71 16 6.983105 7.038662 7.712428 7.779456 0.0034886 16.88626 0.02802531 2065 1.6644647 down 7.010884 7.745942 0.039285 0.047396 -0.735058 0.905104
1621498_aVvi.15135 Transcr ibed locus 3.460529 3.476106 3.354245 3.371829 16 1.790993 1.797472 1.745988 1.753531 0.0122703 8.944316 0.0361896 5628 1.0313063 up 1.794232 1.74976 0.004582 0.005334 0.0444728 1.025417
1621499_at 5.392096 5.42696 5.234145 5.237493 16 2.430846 2.440144 2.387954 2.388876 0.009704 10.07735 0.03358614 4794 1.0331717 up 2.435495 2.388415 0.006575 6.52E-04 0.0470801 1.019712
1621500_aVvi.7196 Transcr ibed locus, strongly similar to NP_567151.1 40S ribosomal protein S13 (RPS13A) [A  328.0429 332.3653 354.1465 353.9343 16 8.35774 8.376626 8.468203 8.467338 0.0087161 10.64107 0.03235135 4470 1.0722089 down 8.367184 8.46777 0.013354 6.12E-04 -0.100586 0.988121
1621501_aVvi.4042 Transcr ibed locus 6.27361 6.299552 5.906755 6.123595 16 2.649296 2.655249 2.562366 2.614379 0.1347157 2.441137 0.18112655 12347 1.0452878 up 2.652273 2.588372 0.00421 0.036779 0.0639003 1.024687
1621502_aVvi.11281 Transcr ibed locus, weakly similar to NP_568106.1 expressed protein [Arabidopsis thaliana] 274.5982 276.1025 419.6806 447.4688 16 8.101178 8.10906 8.713148 8.805643 0.004995 14.0962 0.02943507 2809 1.5738258 down 8.10512 8.759396 0.005574 0.065404 -0.654276 0.925306
1621503_aVvi.14316 Transcr ibed locus 5.277296 5.30706 4.992272 4.997414 16 2.399799 2.407913 2.319697 2.321182 0.0024358 20.22496 0.02636745 1532 1.0595242 up 2.403856 2.320439 0.005738 0.00105 0.0834165 1.035949
1621504_aVvi.12512 Transcr ibed locus, moderately similar to NP_173942.1 importin beta-2 subunit family protein [ 4.942009 4.958041 4.715542 4.708201 16 2.305098 2.30977 2.237424 2.235176 0.0013255 27.43912 0.02373975 926 1.0505424 up 2.307434 2.2363 0.003304 0.001589 0.0711342 1.031809
1621505_aVvi.9917 Transcr ibed locus 4.33561 4.354974 4.148258 4.152402 16 2.116235 2.122664 2.052506 2.053946 0.0024653 20.10303 0.02642097 1548 1.0469725 up 2.11945 2.053226 0.004546 0.001019 0.0662236 1.032253
1621506_aVvi.6103 Transcr ibed locus, moderately similar to NP_567239.1 oxidoreductase, 2OG-Fe(II) oxygenas 160.0186 138.0862 144.6725 152.5502 16 7.322095 7.109425 7.176647 7.25314 0.9945737 0.007671 0.9953531 16588 1.000601 up 7.21576 7.214893 0.150381 0.054089 0.0008667 1.00012
1621507_sVvi.134 GO:000635GAI1 9.501436 10.00131 27.79711 19.90702 16 3.248146 3.322117 4.796863 4.315205 0.0348453 5.216048 0.06350876 9108 2.4131258 down 3.285131 4.556034 0.052305 0.340584 -1.270903 0.721051
1621508_aVvi.1046 Transcr ibed locus, moderately similar to XP_482599.1 unknown protein [Oryza sativa (japonic 81.89372 76.41139 103.543 103.1678 16 6.355681 6.255715 6.694086 6.688849 0.0164201 7.707475 0.04068143 6700 1.306556 down 6.305698 6.691467 0.070686 0.003703 -0.3857689 0.942349
1621509_at 4.620503 4.645197 4.464624 4.472938 16 2.20805 2.21574 2.158539 2.161223 0.0060741 12.77245 0.03013007 3345 1.0367115 up 2.211895 2.159881 0.005438 0.001898 0.0520144 1.024082
1621510_aVvi.11123 Transcr ibed locus, strongly similar to NP_178980.1 malate oxidoreductase, putative [Arabidop  6.497247 6.563548 6.284989 6.34343 16 2.699829 2.714476 2.65191 2.665263 0.0392066 4.900603 0.06895941 9438 1.0342362 up 2.707152 2.658587 0.010357 0.009442 0.0485657 1.018267
1621511_aVvi.10312 Transcr ibed locus, weakly similar to NP_568686.1 expressed protein [Arabidopsis thaliana] 4.239011 4.428182 4.078562 4.071654 16 2.083728 2.146714 2.02806 2.025615 0.1071141 2.804307 0.15027103 11833 1.0631781 up 2.115221 2.026838 0.044538 0.001729 0.0883832 1.043606
1621512_aVvi.6880 Transcr ibed locus, moderately similar to NP_565036.1 expressed protein [Arabidopsis thalian 1882.551 1810.181 2269.136 2190.253 16 10.87847 10.82192 11.14793 11.09688 0.0190255 7.146038 0.04387584 7197 1.2076548 down 10.8502 11.1224 0.03999 0.036095 -0.272208 0.975526
1621513_aVvi.15035 Transcr ibed locus 3.316753 3.329588 3.202349 3.231838 16 1.729772 1.735344 1.679131 1.692355 0.0226938 6.524624 0.04824711 7808 1.032982 up 1.732558 1.685743 0.00394 0.009351 0.0468152 1.027771
1621514_aVvi.7499 Transcr ibed locus 721.1802 701.9879 844.6037 892.3643 16 9.494216 9.455302 9.722131 9.801489 0.0228912 6.49543 0.04848692 7837 1.2201438 down 9.474759 9.76181 0.027516 0.056115 -0.287051 0.970594
1621515_aVvi.4980 Transcr ibed locus, weakly similar to NP_172097.1 bZIP transcr iption factor, putative (bZIP69) 787.2281 792.0234 849.0848 795.1973 16 9.620638 9.629399 9.729765 9.635169 0.350062 1.20943 0.40607387 14311 1.040623 down 9.625019 9.682467 0.006195 0.066889 -0.0574475 0.994067
1621516_aVvi.766 Transcr ibed locus, weakly similar to NP_850751.1 expressed protein [Arabidopsis thaliana] 339.0274 346.9471 754.7448 851.8531 16 8.405258 8.438572 9.559845 9.734461 0.0052213 13.78489 0.02950386 2935 2.33794 down 8.421915 9.647153 0.023556 0.123472 -1.225238 0.872995
1621517_s_at 4.221936 4.243407 4.126047 4.106206 16 2.077905 2.085223 2.044761 2.037806 0.015344 7.979727 0.03933003 6476 1.028314 up 2.081564 2.041283 0.005175 0.004918 0.0402809 1.019733
1621518_aVvi.11378 Transcr ibed locus, moderately similar to NP_178182.1 transducin family protein / WD-40 repe 148.275 157.4604 140.4328 125.2312 16 7.212132 7.298845 7.133736 6.96845 0.1599174 2.190133 0.20875518 12717 1.1522037 up 7.255488 7.051093 0.061316 0.116875 0.2043958 1.028988
1621519_aVvi.15212 Transcr ibed locus 4.907042 4.953058 4.795396 4.567257 16 2.294854 2.30832 2.26165 2.191328 0.170833 2.097706 0.22039032 12867 1.0534322 up 2.301587 2.226489 0.009522 0.049725 0.0750976 1.033729
1621520_aVvi.6023 Transcr ibed locus 8.86692 8.623716 8.084685 8.491068 16 3.148433 3.10831 3.015192 3.085946 0.1958688 1.913045 0.24721095 13153 1.0554093 up 3.128371 3.050569 0.028371 0.050031 0.0778026 1.025504
1621521_aVvi.2770 Transcr ibed locus, weakly similar to NP_566932.2 hydrolase, alpha/beta fold family protein [Ar 4.394025 4.127272 3.885879 3.878692 16 2.135543 2.045188 1.958241 1.95557 0.0981016 2.952847 0.13959736 11666 1.0969214 up 2.090366 1.956906 0.06389 0.001889 0.1334603 1.0682
1621522_aVvi.14565 Transcr ibed locus 3.935504 3.918115 3.732952 3.779145 16 1.976548 1.97016 1.900317 1.91806 0.0209187 6.805094 0.04596862 7554 1.0454801 up 1.973354 1.909189 0.004517 0.012546 0.0641656 1.033609
1621523_at 6.690862 6.761879 6.302043 6.262146 16 2.742192 2.757424 2.65582 2.646657 0.0080323 11.09048 0.03158401 4220 1.0707114 up 2.749808 2.651238 0.010771 0.006479 0.0985696 1.037179
1621524_aVvi.5121 Transcr ibed locus 4.310136 4.339612 4.147489 4.15954 16 2.107734 2.117566 2.052238 2.056424 0.00829 10.91464 0.03179267 4328 1.0412517 up 2.11265 2.054331 0.006953 0.00296 0.0583189 1.028388
1621525_aVvi.4045 Transcr ibed locus, moderately similar to XP_480865.1 unknown protein [Oryza sativa (japonic  253.822 260.7163 352.5135 300.0814 16 7.987673 8.026337 8.461535 8.22921 0.1027839 2.873366 0.145116 11758 1.2643251 down 8.007005 8.345372 0.027339 0.164278 -0.338367 0.959455
1621526_aVvi.8540 Transcr ibed locus, moderately similar to NP_172731.1 F-box family protein / SKP1 interacting 173.3398 139.5869 75.2803 71.37197 16 7.437459 7.12502 6.234201 6.157286 0.0212685 6.747085 0.04643004 7604 2.1221056 up 7.28124 6.195743 0.220928 0.054387 1.0854965 1.1752
1621527_aVvi.15765 Transcr ibed locus 4.605153 4.571212 4.396102 4.43627 16 2.203249 2.192577 2.136225 2.149347 0.0227358 6.518374 0.04828708 7816 1.0389503 up 2.197913 2.142786 0.007546 0.009279 0.0551267 1.025727
1621528_aVvi.5356 Transcr ibed locus, weakly similar to NP_188563.1 leucine-rich repeat family protein [Arabidop 3.691394 3.705205 3.564691 3.575729 16 1.884166 1.889553 1.833777 1.838238 0.0046965 14.54055 0.02932391 2657 1.0358768 up 1.88686 1.836007 0.00381 0.003154 0.0508523 1.027697
1621529_aVvi.7470 Transcr ibed locus, weakly similar to XP_472826.1 OSJNBa0089K21.6 [Oryza sativa (japonica 267.8623 258.2454 101.04 68.37832 16 8.065348 8.012599 6.658783 6.095467 0.0277753 5.874543 0.05443594 8469 3.164216 up 8.038973 6.377125 0.037299 0.398324 1.661848 1.260595
1621530_aVvi.10972 Transcr ibed locus, weakly similar to NP_182137.1 late embryogenesis abundant protein, puta      329.5549 276.3845 564.1599 533.4111 16 8.364375 8.110533 9.13996 9.059104 0.0230527 6.471843 0.04868597 7860 1.8176553 down 8.237453 9.099532 0.179494 0.057174 -0.862079 0.905261
1621531_at 6.984967 7.084135 6.514259 6.573226 16 2.804253 2.824592 2.703601 2.716602 0.0131219 8.643607 0.0370492 5879 1.0749885 up 2.814423 2.710101 0.014381 0.009193 0.1043212 1.038493
1621532_aVvi.6851 Transcr ibed locus, strongly similar to NP_174327.1 photosystem I reaction center subunit psa 311.2173 307.6643 4.05853 3.636643 16 8.281778 8.265213 2.020958 1.862608 1.58E-04 79.53709 0.0168302 152 80.54445 up 8.273496 1.941783 0.011713 0.11197 6.3317135 4.260774
1621533_aVvi.8184 Transcr ibed locus, moderately similar to NP_567217.1 protein transport protein-related [Arab 718.4191 733.7147 747.8174 725.0765 16 9.488682 9.519075 9.546542 9.501989 0.5285492 0.756024 0.5777951 15186 1.0142313 down 9.503879 9.524265 0.021492 0.031504 -0.020386 0.99786
1621534_at 3.496976 3.508616 3.380226 3.397779 16 1.806108 1.810902 1.75712 1.764592 0.0085675 10.73419 0.03218032 4419 1.0335795 up 1.808505 1.760856 0.00339 0.005284 0.0476492 1.02706
1621535_sVvi.710 Transcr ibed locus, strongly similar to NP_195336.1 60S ribosomal protein L8 (RPL8C) [Arab  6877.053 6692.49 7763.174 8504.402 16 12.74757 12.70833 12.92243 13.05399 0.0630587 3.791376 0.09855958 10621 1.1976959 down 12.72795 12.98821 0.027752 0.093029 -0.260262 0.979962
1621536_aVvi.5279 Transcr ibed locus, moderately similar to NP_568627.1 expressed protein [Arabidopsis thalian 154.2197 161.784 251.1968 237.1896 16 7.268843 7.337925 7.972675 7.889897 0.0072906 11.64752 0.03107765 3890 1.5453156 down 7.303384 7.931286 0.048849 0.058533 -0.6279017 0.920832
1621537_aVvi.3202 Transcr ibed locus, weakly similar to NP_567408.1 myb family transcr iption factor [Arabidopsis 4.003287 4.029525 3.898877 3.919038 16 2.001185 2.01061 1.963059 1.9705 0.0227567 6.51528 0.04831287 7819 1.0274858 up 2.005898 1.966779 0.006664 0.005262 0.0391185 1.01989
1621538_at 7.703688 7.199195 6.434626 6.400614 16 2.945549 2.847836 2.685856 2.67821 0.0483696 4.380243 0.08044802 9981 1.1604296 up 2.896692 2.682033 0.069094 0.005407 0.214659 1.080036
1621539_sVvi.7289 Transcr ibed locus, strongly similar to NP_200949.1 ribulose-phosphate 3-epimerase, chlorop 567.971 581.4836 372.2507 390.8336 16 9.149673 9.183595 8.540131 8.610411 0.0043253 15.15577 0.02910788 2466 1.5066695 up 9.166634 8.575271 0.023986 0.049696 0.591363 1.068961
1621540_aVvi.5759 Transcr ibed locus, moderately similar to NP_200160.1 importin beta-2, putative [Arabidopsis 735.0269 759.3131 805.0715 803.0799 16 9.521653 9.568551 9.652973 9.6494 0.0457934 4.510981 0.07729375 9835 1.0763026 down 9.545102 9.651186 0.033162 0.002527 -0.106084 0.989008
1621541_aVvi.9573 Transcr ibed locus, weakly similar to XP_473893.1 OSJNBa0093O08.1 [Oryza sativa (japonica 4.515672 4.500501 4.326856 4.326969 16 2.174941 2.170086 2.113319 2.113357 0.0016786 24.37671 0.02493529 1112 1.0418698 up 2.172513 2.113338 0.003433 2.68E-05 0.059175 1.028001
1621542_aVvi.1171 Transcr ibed locus, moderately similar to NP_180450.2 ankyrin repeat family protein [Arabidop 896.1801 875.9553 1412.534 1384.22 16 9.807645 9.774714 10.46407 10.43486 0.0011161 29.9076 0.0230302 801 1.5782045 down 9.79118 10.44946 0.023286 0.020657 -0.658284 0.937003
1621543_x_at 585.0554 603.8034 537.8845 488.5026 16 9.19243 9.237935 9.071153 8.932222 0.0999567 2.920726 0.14175116 11706 1.1594932 up 9.215182 9.001688 0.032177 0.098239 0.213494 1.023717
1621544_aVvi.5915 Transcr ibed locus 3.344665 3.360204 3.247752 3.269293 16 1.741862 1.748549 1.699441 1.708979 0.0195916 7.038979 0.04457752 7294 1.0288234 up 1.745205 1.70421 0.004728 0.006744 0.0409954 1.024055
1621545_aVvi.6177 Transcr ibed locus, weakly similar to NP_916644.1 putative selenium-binding protein [Oryza s   5.366022 5.514012 14.20291 9.068901 16 2.423853 2.463102 3.828114 3.180928 0.0820299 3.272929 0.12087161 11266 2.0864398 down 2.443478 3.504521 0.027754 0.45763 -1.0610434 0.697236
1621546_at 294.8442 329.3384 360.798 341.8375 16 8.203809 8.363427 8.495048 8.417167 0.1915736 1.942393 0.24265721 13105 1.1270013 down 8.283618 8.456107 0.112867 0.05507 -0.172489 0.979602
1621547_aVvi.8907 Transcr ibed locus, weakly similar to NP_566148.2 expressed protein [Arabidopsis thaliana] 393.3537 413.6193 544.7869 530.4094 16 8.619683 8.69216 9.089548 9.050962 0.0096754 10.09244 0.03355114 4786 1.3326827 down 8.655922 9.070255 0.051249 0.027284 -0.414333 0.95432
1621548_aVvi.5793 Transcr ibed locus 5.23836 5.268679 5.027709 5.052762 16 2.389115 2.397441 2.329901 2.337072 0.0083384 10.8825 0.03184975 4344 1.0423151 up 2.393278 2.333487 0.005887 0.005071 0.0597915 1.025623
1621549_aVvi.9285 Transcr ibed locus, weakly similar to NP_173730.1 expressed protein [Arabidopsis thaliana] 266.6817 306.2022 241.8053 253.1492 16 8.058975 8.258341 7.917702 7.983844 0.1863389 1.979378 0.23716636 13043 1.1549935 up 8.158658 7.950773 0.140973 0.046769 0.2078848 1.026146
1621550_s_at 6.463182 7.40375 10.22366 9.308722 16 2.692245 2.888256 3.35384 3.218583 0.0530935 4.165133 0.08643442 10197 1.4102601 down 2.79025 3.286212 0.138601 0.095641 -0.4959612 0.849078
1621551_at 9.914944 9.849239 8.782025 8.558831 16 3.309605 3.300012 3.134554 3.097414 0.0101599 9.845233 0.03404365 4953 1.1398349 up 3.304809 3.115984 0.006783 0.026262 0.1888249 1.060599
1621552_aVvi.328 Transcr ibed locus, strongly similar to NP_189093.1 ethylene-responsive transcr iptional coac 506.8974 520.6269 185.2912 198.958 16 8.98555 9.024106 7.53365 7.63632 0.0014882 25.89286 0.02460261 1002 2.6755626 up 9.004828 7.584985 0.027263 0.072598 1.4198422 1.187191
1621553_aVvi.15687 Transcr ibed locus 6.235617 6.21683 5.995373 7.598207 16 2.640532 2.636179 2.583849 2.925659 0.5661331 0.681017 0.61199 15357 1.0840253 down 2.638356 2.754754 0.003078 0.241696 -0.1163983 0.957746
1621554_sVvi.1998 Transcr ibed locus, moderately similar to NP_179760.1 glycine-rich RNA-binding protein (GR 11261.76 10988.92 14184.96 15199.24 16 13.45915 13.42376 13.79207 13.89171 0.0169868 7.574532 0.04135115 6819 1.3199097 down 13.44145 13.84189 0.02502 0.070454 -0.400439 0.971071
1621555_aVvi.6222 Transcr ibed locus, moderately similar to NP_190171.1 kinesin motor protein-related [Arabido  5.478653 5.76011 5.630789 9.214326 16 2.453821 2.526096 2.493337 3.203879 0.4209878 1.004327 0.47630095 14673 1.2822248 down 2.489959 2.848608 0.051106 0.502429 -0.3586492 0.874097
1621556_sVvi.8096 Transcr ibed locus, weakly similar to NP_565536.1 homeobox-leucine zipper protein 6 (HB-6) 307.3876 286.124 515.3239 539.6756 16 8.263915 8.160497 9.009336 9.075949 0.0054411 13.50139 0.02963291 3047 1.7782235 down 8.212206 9.042643 0.073128 0.047103 -0.830437 0.908164
1621557_s_at 9214.214 9941.805 9741.321 11243.39 16 13.16965 13.27929 13.2499 13.45679 0.3857579 1.100811 0.4414968 14505 1.093442 down 13.22447 13.35335 0.077532 0.146292 -0.128877 0.990349
1621558_x_at 12.11931 12.87783 10.3939 9.846876 14 3.599235 3.686818 3.377666 3.299666 0.0351737 5.190307 0.06394588 9131 1.234871 up 3.643026 3.338666 0.06193 0.055154 0.3043604 1.091162
1621559_aVvi.11397 Transcr ibed locus, weakly similar to NP_917072.1 putative multidrug resistance protein 1 hom 5.252046 5.272341 5.137261 7.387913 16 2.39288 2.398444 2.360999 2.885167 0.4770355 0.867695 0.5291824 14965 1.1707406 down 2.395662 2.623083 0.003934 0.370642 -0.2274214 0.9133
1621560_aVvi.14828 Transcr ibed locus 6.422863 6.445216 6.166583 5.997726 16 2.683217 2.688229 2.624471 2.584415 0.0564926 4.026906 0.09056488 10355 1.0579557 up 2.685723 2.604443 0.003544 0.028324 0.0812793 1.031208
1621561_aVvi.15169 Transcr ibed locus 6.299828 6.162808 5.896353 5.879825 16 2.655312 2.623588 2.559823 2.555773 0.0362799 5.106147 0.06529903 9223 1.0582292 up 2.63945 2.557798 0.022433 0.002863 0.081652 1.031923
1621562_aVvi.10862 Transcr ibed locus, weakly similar to NP_850409.1 expressed protein [Arabidopsis thaliana] 529.8347 547.8221 380.7043 420.0526 16 9.049398 9.097564 8.572527 8.714426 0.0290445 5.739104 0.05605633 8601 1.3472375 up 9.073481 8.643477 0.034058 0.100338 0.4300045 1.049749
1621563_x_Vvi.87 GO:000816Caffeic acid O-methyltransferase 4916.082 4858.2 3604.104 3806.519 16 12.26329 12.24621 11.81543 11.89426 0.0100181 9.915746 0.0339083 4904 1.3194238 up 12.25475 11.85484 0.012082 0.055742 0.399908 1.033734
1621564_aVvi.5016 Transcr ibed locus, moderately similar to NP_177847.1 tetratricopeptide repeat (TPR)-contain 700.6328 714.0458 616.9614 653.0671 16 9.452515 9.479873 9.269036 9.351088 0.068887 3.610314 0.10565978 10823 1.1142954 up 9.466194 9.310062 0.019345 0.058019 0.156132 1.01677
1621565_sVvi.11322 Transcr ibed locus, moderately similar to NP_197683.1 zinc finger (C3HC4-type RING finger    1868.31 1782.643 1490.193 1289.028 16 10.86752 10.7998 10.54128 10.33207 0.0688783 3.610569 0.10565616 10822 1.3167524 up 10.83366 10.43668 0.047883 0.147937 0.396984 1.038037
1621566_aVvi.4174 Transcr ibed locus 4.782756 4.80754 4.622995 4.644215 16 2.257842 2.265299 2.208828 2.215435 0.0099997 9.924993 0.03390677 4893 1.0348625 up 2.261571 2.212131 0.005273 0.004672 0.0494392 1.022349
1621567_aVvi.1714 Transcr ibed locus, moderately similar to NP_181277.1 mitochondrial import inner membrane 1258.248 1229.077 1957.404 2010.016 16 10.2972 10.26336 10.93473 10.97299 0.0014347 26.37236 0.02412722 986 1.5950241 down 10.28028 10.95386 0.023929 0.027058 -0.673578 0.938508
1621568_aVvi.11619 Transcr ibed locus, weakly similar to NP_910571.1 EST AU082548(E60543) corresponds to a 143.4432 136.6335 148.3288 163.5051 16 7.164336 7.094168 7.212655 7.353192 0.18954 1.956598 0.24055831 13080 1.1123966 down 7.129252 7.282924 0.049616 0.099375 -0.1536713 0.9789
1621569_aVvi.6991 Transcr ibed locus, moderately similar to NP_189423.1 50S ribosomal protein L12-3, chloropl 1104.198 1139.331 856.0546 834.511 16 10.10878 10.15397 9.741559 9.704787 0.0050538 14.01324 0.02943507 2846 1.3270328 up 10.13138 9.723173 0.031953 0.026002 0.408204 1.041983
1621570_aVvi.3632 Transcr ibed locus, weakly similar to NP_564318.1 expressed protein [Arabidopsis thaliana] 7074.082 6377.536 5750.054 6527.896 16 12.78833 12.63878 12.48936 12.6724 0.3782623 1.122627 0.43396878 14469 1.096324 up 12.71356 12.58088 0.105743 0.129431 0.132674 1.010546
1621571_aVvi.6554 Transcr ibed locus, moderately similar to NP_199626.1 phytochrome A signal transduction 1 ( 4.392485 4.411722 4.258077 4.253176 16 2.135037 2.141342 2.090202 2.088541 0.0044297 14.97491 0.02922683 2514 1.0344173 up 2.13819 2.089371 0.004458 0.001175 0.0488184 1.023365
1621572_aVvi.7226 Transcr ibed locus 470.5544 455.7208 306.0699 273.1396 16 8.878218 8.832006 8.257717 8.093494 0.0153955 7.966046 0.0394013 6486 1.6015916 up 8.855112 8.175606 0.032676 0.116123 0.679506 1.083114
1621573_aVvi.853 Transcr ibed locus, weakly similar to NP_564621.1 expressed protein [Arabidopsis thaliana] 698.6011 767.6936 706.4222 610.6702 16 9.448325 9.584387 9.464387 9.25425 0.3363714 1.254592 0.39268643 14220 1.1149954 up 9.516356 9.359318 0.09621 0.14859 0.1570375 1.016779
1621574_aVvi.12587 Transcr ibed locus, weakly similar to NP_187132.1 protein kinase, putative [Arabidopsis thalian 7.638512 7.64324 33.92469 57.95298 16 2.933292 2.934184 5.084264 5.856811 0.0224092 6.567363 0.04787505 7770 5.803001 down 2.933738 5.470537 6.31E-04 0.546273 -2.536799 0.53628
1621575_aVvi.14797 Transcr ibed locus 54.84655 52.50324 58.15955 55.35992 16 5.777329 5.714335 5.861944 5.79077 0.2322703 1.69441 0.28600097 13482 1.0574027 down 5.745832 5.826357 0.044544 0.050328 -0.080525 0.986179
1621576_aVvi.11010 Transcr ibed locus, moderately similar to NP_172658.2 expressed protein [Arabidopsis thalian 6.244245 6.251499 6.039533 6.522973 16 2.642527 2.644202 2.594437 2.70553 0.9160515 0.119141 0.92897725 16370 1.0045983 down 2.643365 2.649983 0.001184 0.078554 -0.0066187 0.997502
1621577_sVvi.10025 Transcr ibed locus, moderately similar to NP_178440.1 Mo25 family protein [Arabidopsis thali 603.815 620.7417 632.0822 647.5228 16 9.237963 9.277849 9.303968 9.338787 0.1386717 2.397609 0.1853645 12419 1.0449774 down 9.257906 9.321378 0.028204 0.024621 -0.063472 0.993191
1621578_aVvi.1234 Transcr ibed locus, weakly similar to NP_191508.2 expressed protein [Arabidopsis thaliana] 3.661575 3.682703 3.543501 3.553875 16 1.872464 1.880765 1.825175 1.829393 0.008789 10.59627 0.03246037 4493 1.0347846 up 1.876615 1.827284 0.00587 0.002982 0.0493305 1.026997
1621579_aVvi.14842 Transcr ibed locus 4.702398 4.744043 4.54126 4.532897 16 2.233397 2.246117 2.183093 2.180433 0.0123216 8.925309 0.03624828 5642 1.041017 up 2.239757 2.181763 0.008995 0.00188 0.0579936 1.026581
1621580_aVvi.5855 Transcr ibed locus, weakly similar to NP_182055.1 3-phosphoshikimate 1-carboxyvinyltransfer       38.06282 28.67862 33.13318 43.10235 16 5.25031 4.841904 5.050205 5.429695 0.5587406 0.695397 0.6051413 15328 1.143806 down 5.046107 5.23995 0.288787 0.26834 -0.1938424 0.963007
1621581_aVvi.9116 Transcr ibed locus 5.185851 5.228311 4.961488 4.970495 16 2.374581 2.386345 2.310773 2.31339 0.0076761 11.34796 0.03135112 4060 1.0485395 up 2.380463 2.312081 0.008319 0.00185 0.0683813 1.029576
1621582_aVvi.14422 Transcr ibed locus 459.5248 423.6778 904.4872 928.7897 16 8.843999 8.726824 9.820956 9.859208 0.0033973 17.11284 0.02783547 2024 2.0772436 down 8.785412 9.840082 0.082855 0.027048 -1.05467 0.892819
1621583_aVvi.7920 Transcr ibed locus, moderately similar to NP_172076.1 chitinase-like protein 1 (CTL1) [Arabid 2914.85 2787.365 3180.869 2991.795 16 11.50921 11.44469 11.63521 11.5468 0.1725166 2.084165 0.22224884 12886 1.0822656 down 11.47695 11.591 0.045622 0.062515 -0.114055 0.99016
1621584_at 5.380331 5.408422 5.40779 5.187419 16 2.427695 2.435208 2.435039 2.375017 0.4744429 0.873632 0.52672875 14953 1.0184841 up 2.431451 2.405028 0.005312 0.042442 0.0264234 1.010987
1621585_at 31.27104 31.05756 31.32206 28.48087 16 4.966755 4.956873 4.969107 4.831921 0.466787 0.891364 0.51940215 14919 1.0434054 up 4.961814 4.900514 0.006988 0.097005 0.0613 1.012509
1621586_aVvi.712 Transcr ibed locus, moderately similar to NP_922747.1 putative WD-40 protein [Oryza sativa ( 150.5947 171.8114 352.8051 353.4496 16 7.234527 7.424682 8.462728 8.465361 0.0069523 11.93059 0.03078745 3748 2.1953332 down 7.329605 8.464045 0.13446 0.001862 -1.1344404 0.865969
1621587_aVvi.5464 Transcr ibed locus, moderately similar to NP_176409.1 5'-adenylylsulfate reductase 2, chlorop 6.724593 6.927007 6.502034 6.512839 16 2.749447 2.792232 2.700891 2.703287 0.0849344 3.208734 0.12421931 11350 1.048808 up 2.77084 2.702089 0.030254 0.001694 0.0687507 1.025444
1621588_aVvi.7517 Transcr ibed locus, moderately similar to XP_466814.1 glycolipid transfer protein-like [Oryza s 2832.412 2670.047 3386.086 3414.486 16 11.46782 11.38265 11.7254 11.73745 0.0191628 7.119647 0.04402717 7225 1.2364434 down 11.42523 11.73143 0.060221 0.00852 -0.306196 0.9739
1621589_aVvi.12720 Transcr ibed locus, moderately similar to NP_918379.1 putative zinc protease PQQL [Oryza s 34.1466 35.78556 32.6015 34.42637 16 5.09367 5.161306 5.026866 5.105442 0.3583235 1.183177 0.4143833 14355 1.0434299 up 5.127488 5.066155 0.047826 0.055561 0.0613335 1.012107
1621590_at 5708.354 5344.462 5943.276 5209.112 16 12.47886 12.38383 12.53704 12.34682 0.9297541 0.099589 0.9402313 16416 1.0073665 down 12.43134 12.44193 0.067196 0.134506 -0.010589 0.999149
1621591_aVvi.7734 Transcr ibed locus, strongly similar to NP_200236.1 cyclic nucleotide-regulated ion channel / 3.677944 3.682413 3.546441 3.565243 16 1.8789 1.880652 1.826372 1.834 0.0061701 12.67171 0.03021735 3389 1.0349703 up 1.879776 1.830186 0.001239 0.005394 0.0495894 1.027095
1621592_s_at 60.91859 68.25675 13.45677 10.23386 16 5.928811 6.092899 3.75026 3.355278 0.0074842 11.49418 0.03124492 3974 5.4948726 up 6.010855 3.552769 0.116028 0.279294 2.4580858 1.691879
1621593_s_at 2616.51 3691.53 3275.096 3110.665 16 11.35343 11.85 11.67732 11.60301 0.8923345 0.153152 0.9079761 16315 1.02701 down 11.60172 11.64017 0.351132 0.052549 -0.03845 0.996697
1621594_aVvi.5047 Transcr ibed locus, strongly similar to XP_322561.1 hypothetical protein [Neurospora crassa] 3.316593 3.332437 3.222677 3.230191 16 1.729702 1.736577 1.68826 1.691619 0.0077536 11.29048 0.03137725 4100 1.0303969 up 1.73314 1.689939 0.004862 0.002376 0.0432002 1.025563
1621595_aVvi.1224 Transcr ibed locus, moderately similar to NP_567992.1 expressed protein [Arabidopsis thalian 856.1304 775.4676 694.9996 661.9598 16 9.741687 9.598923 9.440868 9.3706 0.0797599 3.325418 0.11835656 11187 1.2012789 up 9.670305 9.405734 0.100949 0.049687 0.264571 1.028129
1621596_aVvi.2848 Transcr ibed locus, weakly similar to NP_568264.1 zinc finger (C3HC4-type RING finger) fam 822.9875 682.6886 572.6635 550.2069 16 9.684727 9.415084 9.161544 9.10383 0.0940524 3.026061 0.13491085 11573 1.3353511 up 9.549906 9.132687 0.190666 0.04081 0.417219 1.045684
1621597_aVvi.15619 Transcr ibed locus 4.569871 4.539757 4.361231 4.377145 16 2.192154 2.182615 2.124735 2.12999 0.0081297 11.02303 0.03164294 4264 1.0424812 up 2.187384 2.127363 0.006745 0.003716 0.0600214 1.028214
1621598_aVvi.1209 Transcr ibed locus, weakly similar to NP_568016.1 expressed protein [Arabidopsis thaliana] 432.4815 442.8716 632.0555 615.6108 16 8.756495 8.790745 9.303907 9.265875 0.002496 19.97873 0.02656229 1559 1.4253058 down 8.77362 9.284891 0.024219 0.026893 -0.511271 0.944935
1621599_aVvi.4860 Transcr ibed locus 79.42417 80.56663 75.85548 79.37222 16 6.311506 6.33211 6.245182 6.310562 0.3284127 1.281867 0.3847511 14170 1.0309224 up 6.321808 6.277872 0.01457 0.046231 0.043936 1.006999
1621600_aVvi.15005 Transcr ibed locus 4.572737 4.584934 4.436671 4.461252 16 2.193058 2.196901 2.149478 2.157449 0.0111684 9.383039 0.0351249 5277 1.029195 up 2.194979 2.153463 0.002717 0.005637 0.0415163 1.019279
1621601_aVvi.15246 Transcr ibed locus 3.987506 4.014399 3.854814 3.882763 16 1.995487 2.005184 1.946661 1.957084 0.0208987 6.808468 0.04594575 7550 1.0341625 up 2.000335 1.951872 0.006857 0.00737 0.0484629 1.024829
1621602_aVvi.12117 Transcr ibed locus 38.60884 43.23129 36.52322 36.36827 16 5.270859 5.434004 5.190742 5.184609 0.1810314 2.018332 0.23138683 12988 1.1209763 up 5.352431 5.187676 0.115361 0.004337 0.1647558 1.031759
1621603_aVvi.14414 Transcr ibed locus 136.4114 167.285 213.7705 201.6027 16 7.09182 7.386164 7.739919 7.655371 0.0957231 2.995319 0.13685796 11611 1.3742577 down 7.238992 7.697645 0.208133 0.059784 -0.4586527 0.940416
1621604_aVvi.359 Transcr ibed locus, weakly similar to NP_197190.1 VHS domain-containing protein / GAT dom 991.2512 970.0576 1022.469 1007.325 16 9.953107 9.921927 9.997841 9.976314 0.1203134 2.616033 0.16520974 12089 1.0349497 down 9.937517 9.987078 0.022048 0.015222 -0.049561 0.995037
1621605_x_at 80.0133 81.93124 97.78914 105.8927 16 6.322167 6.356342 6.611603 6.726459 0.0314609 5.50395 0.05914988 8829 1.2568189 down 6.339254 6.669031 0.024165 0.081216 -0.3297766 0.950551
1621606_at 174.6361 174.4858 167.5156 166.5214 16 7.448208 7.446966 7.388152 7.379564 0.0046028 14.68878 0.02926091 2600 1.045164 up 7.447587 7.383858 8.79E-04 0.006073 0.0637293 1.008631
1621607_at 148.9404 131.641 115.1827 110.9192 16 7.218592 7.040465 6.847781 6.793366 0.080093 3.317581 0.11874479 11197 1.2388107 up 7.129529 6.820573 0.125955 0.038477 0.3089555 1.045298
1621608_at 285.6378 290.1322 270.5267 290.9945 16 8.158043 8.180567 8.079627 8.184848 0.5620406 0.688956 0.6082451 15339 1.0260261 up 8.169305 8.132237 0.015927 0.074402 0.037068 1.004558
1621609_aVvi.10359 GO:000697Class III peroxidase GvPx2b 5.00829 5.048294 4.790786 4.797939 16 2.324318 2.335796 2.260263 2.262415 0.0071423 11.76913 0.03096811 3827 1.0487846 up 2.330057 2.261339 0.008116 0.001522 0.0687184 1.030388
1621610_aVvi.10555 Transcr ibed locus, weakly similar to NP_567802.1 wound-responsive protein-related [Arabido  124.3218 162.7002 113.2107 110.5877 16 6.957936 7.346072 6.822866 6.789047 0.2176509 1.776393 0.27032548 13366 1.2710735 up 7.152004 6.805957 0.274454 0.023913 0.3460472 1.050845
1621611_aVvi.1320 Transcr ibed locus 1589.467 1550.355 1321.462 1357.845 16 10.63433 10.59838 10.36792 10.4071 0.0132297 8.607596 0.03713268 5914 1.1718961 up 10.61636 10.38751 0.025416 0.027707 0.228845 1.022031
1621612_aVvi.1104 Transcr ibed locus, moderately similar to NP_849795.1 homeobox-leucine zipper family protei 3139.09 3324.097 4575.476 4519.728 16 11.61613 11.69875 12.15971 12.14202 0.0072501 11.68039 0.03107461 3872 1.4077834 down 11.65744 12.15086 0.058418 0.012506 -0.493426 0.959392
1621613_aVvi.10153 Transcr ibed locus, moderately similar to NP_565895.1 haloacid dehalogenase-like hydrolase 100.2564 92.26209 92.51848 92.67456 16 6.647551 6.527666 6.53167 6.534102 0.457733 0.91273 0.51097924 14871 1.0386592 up 6.587608 6.532886 0.084771 0.00172 0.0547223 1.008376
1621614_at 383.4573 376.204 403.9656 527.4605 16 8.582922 8.555371 8.658089 9.042919 0.2820759 1.458507 0.33785617 13860 1.2153373 down 8.569147 8.850504 0.019481 0.272116 -0.281357 0.96821
1621615_aVvi.8305 Transcr ibed locus 87.34341 67.90569 81.77515 87.34806 16 6.448627 6.085461 6.353591 6.448703 0.549094 0.714427 0.59663975 15278 1.0974102 down 6.267044 6.401147 0.256797 0.067255 -0.134103 0.97905
1621616_aVvi.3985 Transcr ibed locus 218.3361 242.2915 25.15405 29.72632 16 7.770407 7.9206 4.652719 4.893669 0.0021283 21.64146 0.02580234 1366 8.411187 up 7.845503 4.773194 0.106203 0.170378 3.0723093 1.643659
1621617_aVvi.6833 Transcr ibed locus, weakly similar to XP_470739.1 putative amelogenin precursor [Oryza sativ 356.8933 408.7221 62.64389 84.86506 16 8.479349 8.674976 5.969101 6.407099 0.0099293 9.960662 0.03389533 4862 5.23817 up 8.577163 6.1881 0.138329 0.309711 2.389063 1.386074
1621618_at 32.66759 42.2346 33.11027 31.2558 16 5.029788 5.400353 5.049207 4.966052 0.3886838 1.092427 0.44420236 14526 1.1546385 up 5.215071 5.007629 0.262029 0.058799 0.2074413 1.041425
1621619_aVvi.10157 Transcr ibed locus, weakly similar to XP_478614.1 putative beta-amylase [Oryza sativa (japoni 32.85836 33.57303 42.02392 38.82546 16 5.038189 5.069231 5.393139 5.278931 0.0412342 4.770976 0.07169684 9547 1.2161535 down 5.05371 5.336035 0.02195 0.080757 -0.2823255 0.947091
1621620_aVvi.2619 Transcr ibed locus, moderately similar to NP_565005.1 expressed protein [Arabidopsis thalian 9.593256 9.71545 9.337924 9.399282 16 3.26202 3.280281 3.223102 3.23255 0.0519536 4.214412 0.08504577 10141 1.0304857 up 3.271151 3.227826 0.012912 0.006681 0.0433246 1.013422
1621621_aVvi.2825 Transcr ibed locus 4.116633 4.170487 3.942851 4.027062 16 2.041465 2.060216 1.979239 2.009728 0.0877691 3.149045 0.12764035 11415 1.0398366 up 2.05084 1.994484 0.013259 0.021559 0.0563569 1.028256
1621622_aVvi.5716 Transcr ibed locus 5.483035 5.537695 5.338174 5.345246 16 2.454975 2.469286 2.416346 2.418256 0.0249643 6.209948 0.05117398 8098 1.0315608 up 2.46213 2.417301 0.010119 0.001351 0.0448288 1.018545
1621623_aVvi.9357 Transcr ibed locus, weakly similar to NP_190148.1 transducin family protein / WD-40 repeat fa 382.9137 367.4639 291.1068 357.7912 16 8.580875 8.521459 8.185405 8.482974 0.2889541 1.430103 0.34460285 13920 1.1622957 up 8.551167 8.334189 0.042014 0.210413 0.216978 1.026035
1621624_sVvi.2249 Transcr ibed locus, weakly similar to XP_464744.1 putative peroxisomal membrane protein 22 2058.572 1967.484 2514.408 2455.452 16 11.00743 10.94214 11.296 11.26177 0.0143757 8.250181 0.0383569 6221 1.234654 down 10.97478 11.27889 0.046169 0.024204 -0.304107 0.973038
1621625_sVvi.10094 Transcr ibed locus, weakly similar to NP_567661.1 SWIB complex BAF60b domain-containing  533.7024 535.7154 703.0285 670.2996 16 9.059892 9.065323 9.457439 9.388662 0.0090352 10.44897 0.03279528 4572 1.283821 down 9.062607 9.423051 0.00384 0.048633 -0.360444 0.961749
1621626_aVvi.7006 Transcr ibed locus, moderately similar to NP_197875.2 zinc finger (B-box type) family protein 1445.429 1292.027 394.9232 491.2928 16 10.49728 10.33542 8.625428 8.940439 0.0115498 9.224114 0.03545325 5407 3.1024697 up 10.41635 8.782934 0.114453 0.222746 1.633417 1.185976
1621627_aVvi.14873 Transcr ibed locus 335.5832 349.9606 289.9541 273.0886 16 8.390527 8.451049 8.179681 8.093226 0.0327574 5.388488 0.06085921 8935 1.2178481 up 8.420788 8.136454 0.042796 0.061133 0.284334 1.034946
1621628_aVvi.8264 Transcr ibed locus, weakly similar to NP_974615.1 Expressed protein [Arabidopsis thaliana] 422.6571 406.0483 618.7216 588.7053 16 8.723344 8.665507 9.273147 9.201402 0.0071277 11.78131 0.03096136 3821 1.4568462 down 8.694426 9.237274 0.040897 0.050731 -0.542848 0.941233
1621629_aVvi.2135 Transcr ibed locus, strongly similar to NP_198366.1 endomembrane protein 70, putative [Arab 1807.854 1971.272 2887.214 2682.853 16 10.82006 10.94491 11.49546 11.38955 0.0207052 6.841215 0.04571727 7518 1.4742901 down 10.88249 11.44251 0.088281 0.07489 -0.560021 0.951058
1621630_aVvi.2141 Transcr ibed locus, weakly similar to NP_922722.1 unknown protein [Oryza sativa (japonica cu 37.77262 25.2219 43.01285 40.50629 16 5.239269 4.656605 5.426696 5.340074 0.2773731 1.478432 0.33299208 13828 1.3523304 down 4.947937 5.383385 0.412005 0.061251 -0.4354477 0.919113
1621631_aVvi.15291 Transcr ibed locus 5.557964 5.64914 5.292719 5.316345 16 2.474556 2.498031 2.404009 2.410435 0.0228758 6.497697 0.04846042 7836 1.0563383 up 2.486294 2.407222 0.016599 0.004544 0.079072 1.032848
1621632_aVvi.1383 Transcr ibed locus, moderately similar to NP_565875.1 expressed protein [Arabidopsis thalian 719.253 716.2889 1146.037 1053.578 16 9.490356 9.484398 10.16244 10.04108 0.0096366 10.11305 0.03355114 4766 1.5309029 down 9.487377 10.10176 0.004213 0.085812 -0.614383 0.939181
1621633_sVvi.6625 Transcr ibed locus, weakly similar to NP_173153.1 SOUL heme-binding family protein [Arabid 534.5841 566.8848 348.2978 328.5691 16 9.062273 9.146912 8.444178 8.360053 0.0071373 11.77328 0.03096811 3824 1.6272968 up 9.104592 8.402115 0.059849 0.059485 0.702477 1.083607
1621634_at 3.399528 3.413715 3.453505 3.544461 16 1.765335 1.771343 1.788061 1.825566 0.180024 2.025901 0.23025872 12979 1.0270278 down 1.768338 1.806814 0.004248 0.02652 -0.0384753 0.978705
1621635_aVvi.15649 Transcr ibed locus 3.732098 3.757965 3.60883 3.624528 16 1.899987 1.909952 1.851531 1.857793 0.013408 8.54903 0.03731099 5964 1.0354854 up 1.904969 1.854662 0.007046 0.004428 0.0503071 1.027125
1621636_sVvi.1568 GO:001674Glutathione S-transferase (GST2) 7337.103 7130.674 6890.841 5969.029 16 12.841 12.79982 12.75046 12.54328 0.2420838 1.643063 0.29615176 13570 1.1278195 up 12.82041 12.64687 0.029113 0.146501 0.1735365 1.013722
1621637_aVvi.7175 Transcr ibed locus, moderately similar to NP_850679.1 metallopeptidase M24 family protein [A 2126.376 2040.511 3442.3 3354.577 16 11.05418 10.99472 11.74916 11.71192 0.0024596 20.12634 0.02638588 1546 1.6313735 down 11.02445 11.73054 0.042049 0.026334 -0.7060875 0.939808
1621638_aVvi.14509 Transcr ibed locus 141.1421 136.8528 220.724 197.2588 16 7.141005 7.096481 7.7861 7.623946 0.0199527 6.973062 0.04494863 7368 1.5013703 down 7.118743 7.705023 0.031483 0.11466 -0.58628 0.923909
1621639_sVvi.11930 Transcr ibed locus, moderately similar to NP_850843.1 expressed protein [Arabidopsis thalian 1195.02 1117.198 1868.918 1808.769 16 10.22282 10.12567 10.86799 10.82079 0.0064314 12.40921 0.0304118 3508 1.591234 down 10.17424 10.84439 0.068696 0.033372 -0.670146 0.938203
1621640_at 5.721439 5.731385 5.469776 5.493154 16 2.516378 2.518884 2.451482 2.457635 0.0027621 18.98791 0.0270467 1691 1.0446883 up 2.517631 2.454558 0.001772 0.004351 0.0630726 1.025696
1621641_aVvi.8491 Transcr ibed locus 2709.555 2960.822 3603.797 3667.124 16 11.40384 11.53178 11.8153 11.84043 0.0312555 5.52289 0.05890608 8808 1.2834756 down 11.46781 11.82787 0.090469 0.01777 -0.3600555 0.969559
1621642_aVvi.848 Transcr ibed locus, moderately similar to XP_470608.1 Putative inositol 1,3,4-trisphosphate 5/ 577.6284 546.022 255.693 291.4016 16 9.173998 9.092815 7.998269 8.186865 0.0095892 10.13839 0.03347416 4753 2.057424 up 9.133407 8.092567 0.057405 0.133357 1.04084 1.128617
1621643_aVvi.6955 Transcr ibed locus, moderately similar to NP_175158.1 20S proteasome alpha subunit F2 (PA 2184.455 1900.844 1667.957 1960.717 16 11.09306 10.89243 10.70387 10.93717 0.3793533 1.119421 0.43503657 14476 1.1267949 up 10.99274 10.82052 0.141869 0.164967 0.172225 1.015917
1621644_aVvi.7662 Transcr ibed locus, weakly similar to XP_507300.1 PREDICTED OJ1191_A10.109 gene prod 609.0359 562.0965 816.1871 815.6295 16 9.250383 9.134674 9.672756 9.67177 0.0142349 8.291761 0.03822228 6182 1.3944869 down 9.192529 9.672263 0.081819 6.97E-04 -0.479734 0.950401
1621645_aVvi.14657 Transcr ibed locus 4.850413 4.869745 4.700191 4.720833 16 2.278108 2.283846 2.232719 2.239041 0.0088428 10.56357 0.03255878 4508 1.0317521 up 2.280977 2.23588 0.004058 0.00447 0.0450964 1.020169
1621646_aVvi.1664 Transcr ibed locus, weakly similar to NP_566051.1 calcineurin B subunit-related [Arabidopsis 240.5102 220.5949 153.5225 150.1395 16 7.909954 7.785255 7.262306 7.23016 0.0112701 9.339855 0.03518368 5317 1.5171584 up 7.847605 7.246233 0.088175 0.022731 0.6013718 1.082991
1621647_aVvi.14810 Transcr ibed locus 15.47188 11.94887 14.99939 15.86301 16 3.951577 3.578802 3.906832 3.987595 0.4405865 0.954447 0.49479926 14782 1.1344744 down 3.765189 3.947213 0.263591 0.057108 -0.182024 0.953885
1621648_aVvi.2817 Transcr ibed locus, moderately similar to NP_199584.1 SEC14 cytosolic factor, putative / polyp 255.141 247.3311 403.9306 347.0129 16 7.995151 7.9503 8.657964 8.438846 0.0357263 5.147781 0.064648 9173 1.4903796 down 7.972725 8.548405 0.031714 0.15494 -0.57568 0.932656
1621649_aVvi.8194 Transcr ibed locus, weakly similar to XP_462988.1 putative MATE efflux family protein [Oryza s 215.6706 220.6869 305.2267 325.3254 16 7.752686 7.785858 8.253737 8.345739 0.0083908 10.84805 0.0319476 4357 1.4443958 down 7.769272 8.299738 0.023456 0.065055 -0.530466 0.936086
1621650_aVvi.9072 Transcr ibed locus, moderately similar to NP_568350.1 phosphoglucosamine mutase family pr  444.8489 440.8041 452.6115 423.5395 16 8.797172 8.783994 8.822129 8.726353 0.7675052 0.338061 0.7968308 15990 1.0113919 up 8.790583 8.774241 0.009318 0.067724 0.0163425 1.001863
1621651_aVvi.7333 Transcr ibed locus, moderately similar to NP_187319.1 peptidyl-prolyl cis- trans isomerase cyc 13.55207 13.45004 13.16224 14.03816 16 3.760441 3.749539 3.718333 3.811282 0.8532459 0.209814 0.8730179 16225 1.0068285 down 3.75499 3.764808 0.007709 0.065725 -0.0098181 0.997392
1621652_aVvi.4464 Transcr ibed locus, moderately similar to XP_462738.1 putative heat shock protein [Oryza sativ 4.112607 4.101826 3.952047 3.987214 16 2.040053 2.036266 1.9826 1.995381 0.0178832 7.377188 0.04251711 6982 1.034669 up 2.03816 1.98899 0.002678 0.009037 0.0491694 1.024721
1621653_sVvi.2184 Transcr ibed locus, moderately similar to NP_680222.1 expressed protein [Arabidopsis thalian 2471.783 2550.758 3704.197 3537.228 16 11.27134 11.31671 11.85495 11.7884 0.0057743 13.10282 0.02996695 3198 1.4415799 down 11.29402 11.82167 0.032084 0.047053 -0.5276505 0.955366
1621654_aVvi.6328 Transcr ibed locus, moderately similar to NP_180251.1 choline/ethanolamine kinase family pro 144.8745 152 227.6195 241.1674 16 7.17866 7.247928 7.83048 7.913891 0.0067014 12.15418 0.03067327 3624 1.5788692 down 7.213294 7.872186 0.04898 0.05898 -0.6588917 0.916301
1621655_aVvi.809 Transcr ibed locus, weakly similar to NP_199980.1 expressed protein [Arabidopsis thaliana] 1417.15 1419.479 1530.287 1244.78 16 10.46878 10.47115 10.57959 10.28168 0.8164712 0.264034 0.8409365 16118 1.0276368 up 10.46996 10.43063 0.001675 0.210655 0.03933 1.003771
1621656_aVvi.11305 Transcr ibed locus, weakly similar to NP_187912.2 expressed protein [Arabidopsis thaliana] 40.84785 40.11739 49.21122 45.66388 16 5.352188 5.326156 5.620915 5.512981 0.0545832 4.10301 0.0882452 10268 1.1710287 down 5.339172 5.566948 0.018408 0.076321 -0.2277764 0.959084
1621657_aVvi.14827 Transcr ibed locus 7.722244 7.032239 10.05446 9.759319 16 2.94902 2.813984 3.329764 3.28678 0.0264757 6.023058 0.05294497 8301 1.3442206 down 2.881502 3.308272 0.095485 0.030394 -0.4267699 0.870999
1621658_aVvi.15216 Transcr ibed locus 20.02369 20.1304 19.78409 19.63741 16 4.323636 4.331304 4.306269 4.295533 0.0564711 4.027743 0.09054786 10353 1.0185871 up 4.32747 4.300901 0.005422 0.007591 0.0265695 1.006178
1621659_aVvi.6764 Transcr ibed locus, moderately similar to NP_187955.2 expressed protein [Arabidopsis thalian 2556.388 2630.326 3008.351 3146.432 16 11.31989 11.36103 11.55476 11.6195 0.0233323 6.431562 0.04902701 7900 1.1864668 down 11.34046 11.58713 0.029087 0.045781 -0.246672 0.978712
1621660_aVvi.14302 Transcr ibed locus 4.249214 4.261356 4.086412 4.092979 16 2.087196 2.091313 2.030834 2.033151 0.001697 24.2439 0.02493529 1126 1.0404888 up 2.089254 2.031993 0.002911 0.001638 0.0572614 1.02818
1621661_aVvi.15693 Transcr ibed locus 3.972006 3.984219 3.819618 3.839031 16 1.989868 1.994297 1.933428 1.940742 0.0059885 12.86425 0.03011482 3298 1.0388573 up 1.992083 1.937085 0.003132 0.005172 0.0549976 1.028392
1621662_aVvi.4241 Transcr ibed locus, weakly similar to NP_566661.1 ribonuclease III family protein [Arabidopsis 98.51682 103.0085 118.0238 115.7102 16 6.622298 6.686619 6.882934 6.854373 0.0259436 6.087016 0.05229953 8234 1.1600562 down 6.654459 6.868653 0.045482 0.020196 -0.2141948 0.968816
1621663_aVvi.9903 Transcr ibed locus, weakly similar to NP_187368.1 zinc finger (C3HC4-type RING finger) fam 4.358621 4.415197 4.325365 4.286353 16 2.123872 2.142478 2.112822 2.099751 0.1417391 2.365028 0.18859917 12476 1.0188127 up 2.133175 2.106286 0.013156 0.009243 0.026889 1.012766
1621664_x_at 4.602676 4.63096 4.414019 4.430785 16 2.202473 2.211311 2.142093 2.147562 0.0069382 11.94286 0.03077344 3741 1.0439587 up 2.206892 2.144827 0.00625 0.003867 0.0620646 1.028937
1621665_aVvi.13589 Transcr ibed locus 4.680061 4.657819 4.502997 4.499065 16 2.226528 2.219655 2.170885 2.169625 0.0043439 15.12304 0.02915045 2473 1.037302 up 2.223091 2.170255 0.00486 8.91E-04 0.0528359 1.024345
1621666_aVvi.10380 Transcr ibed locus, weakly similar to NP_909282.1 putative pod-specific dehydrogenase SAC2 406.3713 434.4936 260.4052 215.9182 16 8.666655 8.763191 8.024614 7.754341 0.0289171 5.752304 0.05587535 8591 1.7720817 up 8.714923 7.889478 0.068262 0.191112 0.8254453 1.104626
1621667_aVvi.10765 Transcr ibed locus 19.04832 18.04992 12.90081 15.24509 16 4.251592 4.173921 3.68939 3.930273 0.0860944 3.183968 0.12563406 11376 1.3221856 up 4.212756 3.809831 0.054922 0.17033 0.4029246 1.105759
1621668_aVvi.1255 Transcr ibed locus, strongly similar to NP_190184.1 histone H2B [Arabidopsis thaliana] 1873.387 1928.829 4783.232 4895.007 16 10.87143 10.91351 12.22377 12.25709 3.96E-04 50.22765 0.01871624 345 2.5455217 down 10.89247 12.24043 0.029752 0.023564 -1.347962 0.889876
1621669_aVvi.8466 Transcr ibed locus 35.8959 37.16117 34.34827 30.22202 16 5.165747 5.215724 5.102166 4.917528 0.1991298 1.891332 0.25069788 13186 1.1335824 up 5.190736 5.009847 0.035339 0.130558 0.1808893 1.036107
1621670_aVvi.8874 Transcr ibed locus, moderately similar to NP_194188.1 mitochondrial substrate carrier family  35.60308 50.76544 48.92553 49.70115 16 5.15393 5.665775 5.612515 5.635207 0.491391 0.835405 0.5430027 15023 1.1599067 down 5.409853 5.623861 0.361929 0.016045 -0.2140088 0.961946
1621671_aVvi.9729 Transcr ibed locus, weakly similar to NP_190908.1 expressed protein [Arabidopsis thaliana] 86.73867 81.41581 74.71234 69.93492 16 6.438603 6.347237 6.223275 6.127941 0.0812184 3.291451 0.11999535 11236 1.1625662 up 6.392921 6.175608 0.064606 0.067411 0.2173128 1.035189
1621672_aVvi.3883 Transcr ibed locus, moderately similar to NP_196193.1 peptidase M50 family protein / sterol-r 18.27915 18.79698 16.63705 16.96624 16 4.192127 4.232429 4.056328 4.084595 0.0288268 5.761706 0.05574404 8584 1.1032935 up 4.212278 4.070461 0.028498 0.019988 0.1418167 1.03484
1621673_aVvi.15239 Transcr ibed locus 5.901909 5.848147 5.676559 5.638672 16 2.561182 2.54798 2.505017 2.495355 0.0218745 6.649883 0.04726796 7682 1.0384233 up 2.554581 2.500186 0.009335 0.006831 0.0543947 1.021756
1621674_aVvi.12103 Transcr ibed locus, moderately similar to NP_191254.1 small basic membrane integral family 107.4397 93.23316 113.6995 103.9491 16 6.747383 6.542771 6.829083 6.699733 0.4281068 0.985922 0.48303854 14713 1.086231 down 6.645077 6.764408 0.144683 0.091464 -0.1193308 0.982359
1621675_aVvi.15627 Transcr ibed locus 2.684048 2.695598 2.612362 2.629979 16 1.424411 1.430606 1.385355 1.395051 0.0229676 6.484247 0.04857422 7849 1.0261953 up 1.427508 1.390203 0.00438 0.006856 0.0373052 1.026834
1621676_aVvi.11138 Transcr ibed locus 4.716161 4.735464 4.515147 4.509075 16 2.237613 2.243506 2.174773 2.172832 0.0021523 21.52025 0.02580234 1377 1.0473595 up 2.240559 2.173802 0.004167 0.001373 0.0667566 1.03071
1621677_aVvi.5562 Transcr ibed locus, moderately similar to NP_198610.1 NADP-dependent oxidoreductase, put 165.0168 190.1776 202.2175 199.9569 16 7.366469 7.571203 7.659764 7.643545 0.2169794 1.780331 0.26957205 13362 1.1350992 down 7.468836 7.651654 0.144769 0.011468 -0.1828182 0.976107
1621678_aVvi.8758 Transcr ibed locus, weakly similar to NP_178526.1 MutT/nudix family protein [Arabidopsis thal 7.660917 7.507371 7.194014 7.217951 16 2.937517 2.908308 2.846797 2.851589 0.0380207 4.981076 0.06745249 9357 1.0524263 up 2.922912 2.849193 0.020654 0.003389 0.0737194 1.025874
1621679_aVvi.8951 Transcr ibed locus, moderately similar to NP_194751.1 small nuclear ribonucleoprotein F, put 4086.672 4148.97 5410.494 5555.809 16 11.99671 12.01854 12.40155 12.43978 0.0028284 18.76324 0.0270467 1728 1.3314887 down 12.00762 12.42066 0.015433 0.027037 -0.41304 0.966746
1621680_x_at 385.4298 399.472 374.1606 375.9397 16 8.590324 8.641951 8.547514 8.554358 0.1292737 2.504013 0.17512865 12254 1.0462313 up 8.616138 8.550936 0.036505 0.004839 0.0652015 1.007625
1621681_aVvi.15021 Transcr ibed locus 3.485586 3.502566 3.396219 3.364417 16 1.801401 1.808412 1.763929 1.750357 0.0246325 6.253245 0.05077577 8053 1.0336615 up 1.804907 1.757143 0.004957 0.009597 0.0477638 1.027183
1621682_sVvi.20 GO:000382Pyruvate decarboxylase 1 (PDC1) 3405.3 3543.755 6042.613 6036.194 16 11.73357 11.79106 12.56096 12.55942 0.0012967 27.74376 0.02357308 910 1.738539 down 11.76232 12.56019 0.040657 0.001084 -0.797875 0.936476
1621683_x_at 531.7304 663.5927 370.9581 377.8454 16 9.054551 9.374154 8.535112 8.561652 0.0533752 4.153191 0.08674847 10214 1.5866356 up 9.214353 8.548382 0.225993 0.018766 0.665971 1.077906
1621684_aVvi.13093 Transcr ibed locus, strongly similar to NP_051081.1 ribosomal protein S18 [Arabidopsis thalia 9.304893 8.999881 8.624933 8.714276 16 3.217989 3.169906 3.108513 3.123381 0.0902211 3.099597 0.13039553 11485 1.0555545 up 3.193948 3.115947 0.034 0.010513 0.078001 1.025033
1621685_aVvi.9405 Transcr ibed locus, weakly similar to NP_192191.1 pentatricopeptide (PPR) repeat-containing  20.33115 16.21415 24.75851 19.26696 16 4.34562 4.019182 4.629853 4.268057 0.3881282 1.094014 0.44365904 14523 1.2029314 down 4.182401 4.448955 0.230826 0.255828 -0.2665543 0.940086
1621686_aVvi.11998 Transcr ibed locus, moderately similar to XP_473805.1 OSJNBa0035M09.7 [Oryza sativa (jap 5.528711 5.574867 5.255582 5.269315 16 2.466943 2.478937 2.393851 2.397615 0.0065627 12.28328 0.03054478 3566 1.0549741 up 2.47294 2.395733 0.008481 0.002662 0.0772075 1.032227
1621687_at 4.437417 4.465261 4.260359 4.260893 16 2.14972 2.158745 2.090975 2.091156 0.0050662 13.99598 0.02943507 2852 1.0447565 up 2.154232 2.091065 0.006381 1.28E-04 0.0631669 1.030208
1621688_aVvi.3163 Transcr ibed locus, weakly similar to NP_198924.1 glycerophosphoryl diester phosphodiestera 818.3102 948.4457 265.6286 234.312 16 9.676504 9.889421 8.053267 7.872287 0.0058408 13.02734 0.03005582 3224 3.5312665 up 9.782963 7.962777 0.150555 0.127972 1.820186 1.228587
1621689_aVvi.10062 Transcr ibed locus, moderately similar to NP_197279.1 NADH-cytochrome b5 reductase [Ara 1242.109 1167.358 1874.563 1658.393 16 10.27858 10.18903 10.87234 10.69557 0.0309357 5.552742 0.058516 8776 1.4642388 down 10.2338 10.78396 0.063317 0.124994 -0.550151 0.948984
1621690_aVvi.6494 Transcr ibed locus, weakly similar to NP_193695.2 cyclin family protein [Arabidopsis thaliana] 138.5957 134.0614 104.4466 125.7538 16 7.114739 7.06675 6.706622 6.974458 0.2072835 1.839055 0.25950682 13260 1.1893754 up 7.090744 6.84054 0.033933 0.189389 0.250204 1.036577
1621691_at 6.344004 6.423579 6.060785 5.927647 16 2.665394 2.683377 2.599505 2.56746 0.0385077 4.947593 0.068069 9391 1.0650368 up 2.674386 2.583482 0.012716 0.022659 0.0909032 1.035186
1621692_aVvi.14871 Transcr ibed locus 5.01823 5.034016 4.881071 4.889255 16 2.327179 2.33171 2.287198 2.289615 0.0038924 15.98168 0.02842986 2272 1.0288537 up 2.329444 2.288406 0.003204 0.001709 0.0410378 1.017933
1621693_aVvi.6820 Transcr ibed locus, moderately similar to NP_564093.1 wound-responsive family protein [Arab 1006.069 916.4603 600.6981 484.2093 16 9.974514 9.839929 9.230496 8.919487 0.0390408 4.911639 0.06874316 9427 1.7804348 up 9.907221 9.074991 0.095166 0.219917 0.83223 1.091706
1621694_aVvi.8018 Transcr ibed locus, moderately similar to NP_197258.1 BolA-like family protein [Arabidopsis th 802.3721 795.2914 838.1155 854.0024 16 9.648128 9.63534 9.711005 9.738096 0.03119 5.528971 0.05882213 8802 1.059084 down 9.641733 9.72455 0.009042 0.019156 -0.082817 0.991484
1621695_aVvi.12357 Transcr ibed locus, weakly similar to XP_473541.1 OSJNBb0032E06.5 [Oryza sativa (japonica 1095.848 1186.236 837.0441 819.9287 16 10.09783 10.21218 9.70916 9.679355 0.0160485 7.798397 0.0401627 6632 1.3762531 up 10.155 9.694258 0.080853 0.021075 0.460746 1.047528
1621696_at 116.5056 101.9099 184.4108 161.9181 16 6.864255 6.67115 7.52678 7.33912 0.0386026 4.941136 0.0681756 9399 1.5858402 down 6.767703 7.43295 0.136546 0.132695 -0.6652474 0.9105
1621697_aVvi.9277 Transcr ibed locus, weakly similar to NP_176103.2 helicase domain-containing protein [Arabid 5.346741 5.36744 5.185754 5.132226 16 2.41866 2.424234 2.374554 2.359585 0.0208982 6.808551 0.04594575 7549 1.038411 up 2.421447 2.367069 0.003942 0.010585 0.0543776 1.022973
1621698_aVvi.587 Transcr ibed locus 19.77281 18.2518 16.57096 17.96657 16 4.305446 4.189967 4.050585 4.167243 0.2328929 1.691069 0.2866401 13488 1.1009833 up 4.247706 4.108914 0.081656 0.08249 0.1387924 1.033778
1621699_aVvi.7433 Transcr ibed locus, moderately similar to NP_196488.1 SNF7-related [Arabidopsis thaliana] 1039.283 951.5386 1123.824 1058.526 16 10.02137 9.894118 10.1342 10.04784 0.2251979 1.7332 0.27840757 13428 1.0967807 down 9.957746 10.09102 0.089983 0.061065 -0.133275 0.986793
1621700_aVvi.1669 Transcr ibed locus 47.27759 47.81557 53.05412 45.15706 16 5.563085 5.579409 5.729393 5.49688 0.7536721 0.359436 0.78477573 15943 1.0294614 down 5.571247 5.613136 0.011543 0.164412 -0.0418897 0.992537
1621701_aVvi.489 Transcr ibed locus, weakly similar to NP_919563.1 putative NADPH-dependent oxidoreductas 288.6039 270.2984 277.0118 281.4204 16 8.172947 8.078409 8.113804 8.136583 0.9929579 0.009964 0.9940096 16581 1.0003358 up 8.125678 8.125194 0.066848 0.016108 0.000484 1.00006
1621702_aVvi.14987 Transcr ibed locus 5.481303 5.357749 5.418349 5.414197 16 2.454519 2.421627 2.437853 2.436748 0.9668292 0.046937 0.9716056 16519 1.0005354 up 2.438073 2.4373 0.023258 7.82E-04 0.0007723 1.000317
1621703_at 1006.675 949.6038 1110.677 1112.937 16 9.975382 9.891182 10.11722 10.12016 0.04794 4.40133 0.07992562 9957 1.137139 down 9.933282 10.11869 0.059538 0.002074 -0.1854085 0.981677
1621704_at 4.184242 4.20747 4.123391 4.467493 16 2.064966 2.072953 2.043831 2.159465 0.6295422 0.564038 0.67070913 15582 1.0229168 down 2.06896 2.101648 0.005647 0.081766 -0.0326888 0.984446
1621705_aVvi.11654 Transcr ibed locus 4.46501 4.515333 4.298786 4.31414 16 2.158664 2.174832 2.103929 2.109073 0.0192578 7.101535 0.04416341 7238 1.0426443 up 2.166748 2.106501 0.011433 0.003637 0.060247 1.028601
1621706_aVvi.1759 Transcr ibed locus, moderately similar to NP_190276.1 protein kinase family protein [Arabidop 1714.967 1644.62 1991.913 1875.96 16 10.74397 10.68354 10.95994 10.87341 0.0614539 3.845546 0.09660494 10559 1.1510286 down 10.71375 10.91668 0.042728 0.061183 -0.202924 0.981412
1621707_aVvi.5690 Transcr ibed locus, moderately similar to NP_173675.1 C2 domain-containing protein [Arabid 14.55282 18.69233 49.86131 48.58042 16 3.863226 4.224374 5.639849 5.602303 0.0129908 8.687966 0.03690187 5843 2.9840574 down 4.0438 5.621076 0.25537 0.026549 -1.5772752 0.7194
1621708_aVvi.14490 Transcr ibed locus 10.3344 9.132616 4.727373 4.651684 16 3.369383 3.191028 2.241039 2.217753 0.0072454 11.68421 0.03106787 3870 2.0716922 up 3.280206 2.229396 0.126116 0.016465 1.0508096 1.471343
1621709_aVvi.2385 Transcr ibed locus, weakly similar to NP_195870.1 heat shock cognate 70 kDa protein 1 (HSC 371.7972 382.3706 456.4924 460.4197 16 8.538372 8.578828 8.834447 8.846806 0.0055773 13.33413 0.02973495 3113 1.2159015 down 8.558599 8.840626 0.028607 0.008739 -0.282027 0.968099
1621710_at 17.29308 16.16623 18.2678 24.50514 16 4.112123 4.014911 4.191231 4.615013 0.2586602 1.562161 0.3135195 13696 1.2654104 down 4.063517 4.403122 0.068739 0.299659 -0.3396054 0.922872
1621711_aVvi.933 Transcr ibed locus, moderately similar to NP_567663.1 tetratricopeptide repeat (TPR)-contain 3486.323 3264.751 2259.192 2235.884 16 11.76749 11.67276 11.14159 11.12663 0.0066297 12.2204 0.03064144 3590 1.5010924 up 11.72012 11.13411 0.066987 0.010579 0.586013 1.052632
1621712_aVvi.10998 Transcr ibed locus 8.902378 8.973714 8.595026 8.701696 16 3.154191 3.165705 3.103502 3.121297 0.0462556 4.486739 0.0779156 9855 1.0335075 up 3.159948 3.112399 0.008142 0.012583 0.0475489 1.015277
1621713_at 7.946991 7.968743 7.515703 7.068331 16 2.990408 2.994352 2.909908 2.82137 0.1035935 2.860145 0.14606026 11774 1.0918248 up 2.99238 2.865639 0.002789 0.062606 0.1267414 1.044228
1621714_at 5.049263 6.709554 4.902081 4.615496 16 2.336073 2.746217 2.293394 2.206486 0.2992388 1.389167 0.35467717 14006 1.2236619 up 2.541145 2.24994 0.290016 0.061454 0.2912048 1.129428
1621715_aVvi.14630 Transcr ibed locus 2.93868 2.95319 2.862968 2.8742 16 1.555168 1.562274 1.517512 1.523161 0.013696 8.456803 0.03759891 6046 1.0269636 up 1.558721 1.520336 0.005025 0.003995 0.0383851 1.025248
1621716_aVvi.27 Transcr ibed locus, weakly similar to NP_188306.2 WD-40 repeat family protein [Arabidopsis t 195.2054 174.5761 97.61021 106.7965 16 7.608849 7.447712 6.60896 6.73872 0.0143426 8.259906 0.03833156 6211 1.8080565 up 7.52828 6.673841 0.113941 0.091754 0.8544398 1.128028
1621717_aVvi.12773 Transcr ibed locus, weakly similar to XP_471489.1 OSJNBb0067G11.10 [Oryza sativa (japonic 5.094668 5.126804 4.899831 4.904098 16 2.348988 2.35806 2.292732 2.293988 0.0057431 13.13866 0.02989878 3185 1.0425844 up 2.353524 2.29336 0.006415 8.88E-04 0.0601642 1.026234
1621718_aVvi.7157 Transcr ibed locus, moderately similar to NP_195020.1 vacuolar processi ng enzyme gamma / 2536.785 2543.485 2728.964 2351.808 16 11.30879 11.31259 11.41414 11.19955 0.9746928 0.035802 0.9785239 16536 1.0026662 up 11.31069 11.30685 0.002691 0.151733 0.003841 1.00034
1621719_aVvi.11155 Transcr ibed locus, moderately similar to XP_482526.1 putative dihydrolipoamide acetyltransfe 167.0624 165.2855 298.9959 395.466 16 7.384243 7.368816 8.223982 8.62741 0.035082 5.197458 0.06381413 9126 2.0693328 down 7.37653 8.425695 0.010909 0.285267 -1.0491653 0.87548
1621720_aVvi.9048 Transcr ibed locus, moderately similar to NP_175135.1 mitochondrial elongation factor, putati  425.7937 475.3106 700.9538 699.0608 16 8.734011 8.892727 9.453176 9.449274 0.0151374 8.035265 0.03908408 6429 1.5560156 down 8.813369 9.451225 0.112229 0.002759 -0.637856 0.932511
1621721_aVvi.2620 Transcr ibed locus, weakly similar to NP_196449.1 expressed protein [Arabidopsis thaliana] 215.6577 213.3208 231.0086 229.8141 16 7.7526 7.736881 7.851802 7.844323 0.0070216 11.87099 0.03087309 3770 1.0742443 down 7.744741 7.848063 0.011115 0.005289 -0.103322 0.986835
1621722_aVvi.1516 Transcr ibed locus, moderately similar to NP_564640.2 transcr iption factor-related [Arabidops 2876.544 2800.344 631.1591 555.7983 16 11.49012 11.45139 9.30186 9.118418 0.0017152 24.11496 0.02493529 1137 4.7919617 up 11.47076 9.210138 0.027388 0.129713 2.260617 1.245449
1621723_aVvi.6677 Transcr ibed locus, moderately similar to NP_564966.1 no apical meristem (NAM) family prot 207.7531 163.1743 19.8402 25.50185 16 7.698726 7.35027 4.310355 4.67253 0.0067945 12.0698 0.03073394 3665 8.185413 up 7.524498 4.491443 0.246396 0.256097 3.0330553 1.675296
1621724_aVvi.12880 Transcr ibed locus 4.871954 4.911452 4.667855 4.654652 16 2.284501 2.29615 2.22276 2.218673 0.0077717 11.27713 0.03140849 4107 1.049432 up 2.290325 2.220717 0.008237 0.00289 0.0696087 1.031345
1621725_at 7.489651 7.671822 7.371798 7.165799 16 2.904898 2.93957 2.882016 2.841128 0.1519636 2.263104 0.20017365 12602 1.0429442 up 2.922234 2.861572 0.024516 0.028913 0.060662 1.021199
1621726_aVvi.10294 Transcr ibed locus, moderately similar to XP_465923.1 putative Sm protein F [Oryza sativa (ja 3052.255 3071.871 3342.462 3411.356 16 11.57566 11.5849 11.7067 11.73613 0.0117354 9.149594 0.03563121 5467 1.1027703 down 11.58028 11.72141 0.006534 0.020812 -0.141133 0.987959
1621727_sVvi.8495 Transcr ibed locus, weakly similar to XP_475468.1 hypothetical protein [Oryza sativa (japonica 833.9893 886.7667 793.5862 800.5644 16 9.703885 9.792411 9.632243 9.644874 0.1338361 2.451058 0.18008968 12337 1.0789212 up 9.748148 9.638558 0.062597 0.008931 0.10959 1.01137
1621728_aVvi.10179 Transcr ibed locus, moderately similar to NP_199704.1 transferase family protein [Arabidopsis 333.719 572.2125 235.8062 233.2424 16 8.38249 9.160407 7.881458 7.865686 0.1473446 2.307938 0.19487092 12552 1.8633205 up 8.771448 7.873572 0.55007 0.011152 0.8978757 1.114037
1621729_aVvi.7726 Transcr ibed locus, strongly similar to NP_196598.1 40S ribosomal protein S6 (RPS6B) [Arab 2859.899 2718.877 3706.085 4015.63 16 11.48175 11.4088 11.85568 11.97141 0.0206781 6.845844 0.04568234 7513 1.3834525 down 11.44527 11.91355 0.051586 0.081834 -0.468274 0.960694
1621730_aVvi.3364 Transcr ibed locus, moderately similar to NP_567487.1 dihydrolipoamide dehydrogenase 2, pl       4.634353 4.63673 4.461196 4.496615 16 2.212368 2.213108 2.15743 2.168839 0.0130221 8.677316 0.03693711 5852 1.0349799 up 2.212738 2.163135 5.23E-04 0.008067 0.0496028 1.022931
1621731_sVvi.11705 Transcr ibed locus, moderately similar to NP_850721.1 nucleotide-sugar transporter family pr 128.7858 132.6369 273.2291 261.5566 16 7.00883 7.051339 8.093967 8.030979 0.0013517 27.17156 0.02385507 936 2.0454087 down 7.030084 8.062473 0.030058 0.044539 -1.032389 0.871951
1621732_aVvi.7711 Transcr ibed locus, weakly similar to NP_197028.1 amino acid transporter family protein [Arab 4.862809 4.890475 4.646258 4.716237 16 2.28179 2.289975 2.216069 2.237636 0.036122 5.117924 0.06509961 9211 1.0417647 up 2.285882 2.226853 0.005788 0.01525 0.0590295 1.026508
1621733_aVvi.15439 Transcr ibed locus 4.044699 4.053441 3.963564 3.976718 16 2.016032 2.019147 1.986798 1.991578 0.0099384 9.95601 0.03389936 4865 1.0198814 up 2.01759 1.989188 0.002202 0.00338 0.0284014 1.014278
1621734_aVvi.12497 Transcr ibed locus, moderately similar to NP_564153.1 peptidoglycan-binding LysM domain-c 26.49121 36.36285 98.04957 92.07161 16 4.727442 5.184393 6.615439 6.524685 0.0201968 6.929492 0.04522627 7413 3.0613008 down 4.955917 6.570062 0.323114 0.064173 -1.6141446 0.754318
1621735_aVvi.1005 Transcr ibed locus, weakly similar to NP_199542.1 expressed protein [Arabidopsis thaliana] 4.659933 5.083491 7.423909 6.276935 16 2.220309 2.34582 2.892179 2.65006 0.0699662 3.579209 0.10707774 10847 1.402553 down 2.283064 2.77112 0.088749 0.171204 -0.4880552 0.823878
1621736_aVvi.5491 Transcr ibed locus, weakly similar to NP_004580.1 cytochrome oxidase deficient homolog 1; S 193.9505 243.2098 280.4214 312.5774 16 7.599545 7.926057 8.131453 8.28807 0.1323091 2.468498 0.17845741 12307 1.3631648 down 7.762801 8.209761 0.230879 0.110745 -0.4469603 0.945557
1621737_sVvi.899 Transcr ibed locus, moderately similar to NP_190343.1 esterase/lipase/thioesterase family pro 19.22065 18.98983 30.32229 26.80004 16 4.264585 4.247155 4.922307 4.744163 0.0231952 6.451213 0.04884614 7882 1.4921215 down 4.25587 4.833235 0.012325 0.125966 -0.577365 0.880543
1621738_aVvi.11566 Transcr ibed locus 5.392379 5.426558 5.150046 5.125459 16 2.430922 2.440037 2.364585 2.357681 0.005862 13.00354 0.03005582 3237 1.0528839 up 2.43548 2.361133 0.006445 0.004882 0.0743463 1.031488
1621739_sVvi.2063 Transcr ibed locus, moderately similar to NP_195785.1 macrophage migration inhibitory facto 5279.893 5163.266 5260.659 5205.732 16 12.36629 12.33407 12.36103 12.34588 0.8709921 0.183983 0.8888199 16268 1.0022732 down 12.35018 12.35346 0.022786 0.010708 -0.0032755 0.999735
1621740_aVvi.2207 Transcr ibed locus, weakly similar to NP_195329.2 endonuclease/exonuclease/phosphatase fa   73.74981 87.61002 67.1775 72.5037 16 6.204567 6.453023 6.069906 6.179983 0.2723274 1.500288 0.32781178 13791 1.1517684 up 6.328795 6.124945 0.175685 0.077836 0.2038507 1.033282
1621741_aVvi.11688 Transcr ibed locus, weakly similar to NP_172822.1 expressed protein [Arabidopsis thaliana] 68.91155 59.6859 77.98941 80.23801 16 6.106674 5.899318 6.285206 6.326214 0.1033398 2.864272 0.1457639 11768 1.2334626 down 6.002996 6.30571 0.146623 0.028997 -0.302714 0.951994
1621742_aVvi.4947 Transcr ibed locus 4.842405 4.845017 4.622223 4.621178 16 2.275724 2.276502 2.208587 2.208261 3.89E-05 160.4242 0.01326001 44 1.0480367 up 2.276113 2.208424 5.50E-04 2.31E-04 0.0676892 1.03065
1621743_aVvi.4736 Transcr ibed locus 5.574609 5.611176 5.421584 5.319794 16 2.478871 2.488303 2.438714 2.41137 0.0559536 4.048003 0.08995277 10326 1.0414146 up 2.483587 2.425042 0.00667 0.019335 0.0585446 1.024142
1621744_aVvi.10388 Transcr ibed locus, moderately similar to NP_566250.1 signal peptidase subunit family protein 2270.548 2227.184 2396.335 2399.026 16 11.14883 11.12101 11.22661 11.22823 0.0219415 6.639374 0.0473512 7692 1.066223 down 11.13491 11.22742 0.019671 0.001145 -0.09251 0.99176
1621745_aVvi.2594 Transcr ibed locus, weakly similar to NP_563919.1 MutT/nudix family protein [Arabidopsis thal 983.9121 1016.296 1163.107 1020.591 16 9.942386 9.989104 10.18377 9.995189 0.3307538 1.273762 0.38689312 14192 1.0895509 down 9.965745 10.08948 0.033035 0.133346 -0.1237335 0.987736
1621746_aVvi.14792 Transcr ibed locus 726.4414 778.2031 446.4845 357.0543 16 9.504703 9.604003 8.802466 8.48 0.0324811 5.412525 0.06054233 8906 1.8831127 up 9.554353 8.641233 0.070216 0.228018 0.91312 1.10567
1621747_at 6.002441 6.047907 5.766358 5.783588 16 2.585549 2.596436 2.52766 2.531965 0.0090298 10.45213 0.03278923 4571 1.0433189 up 2.590993 2.529813 0.007698 0.003044 0.0611801 1.024184
1621748_aVvi.15061 Transcr ibed locus 5.065824 5.080709 4.876247 4.833387 16 2.340797 2.34503 2.285771 2.273035 0.0109817 9.463807 0.03497077 5211 1.0450054 up 2.342913 2.279403 0.002993 0.009006 0.0635104 1.027863
1621749_x_at 1985.315 1994.993 2100.063 2148.826 16 10.95515 10.96217 11.03622 11.06933 0.0308535 5.560495 0.05842031 8767 1.0674099 down 10.95866 11.05277 0.004961 0.023417 -0.094114 0.991485
1621750_aVvi.5428 Transcr ibed locus, weakly similar to NP_192710.1 Ras-related GTP-binding protein, putative 6.273816 6.318582 5.924195 5.918208 16 2.649343 2.659601 2.566619 2.56516 0.0034025 17.09966 0.02783547 2027 1.0633246 up 2.654472 2.56589 0.007253 0.001032 0.0885821 1.034523
1621751_s_at 13.26752 13.51279 11.28356 11.066 16 3.729827 3.756254 3.49615 3.468062 0.0054168 13.53186 0.02956287 3041 1.1982543 up 3.74304 3.482106 0.018686 0.019862 0.260934 1.074936
1621752_aVvi.5123 Transcr ibed locus 4.250826 4.275541 4.080948 4.09211 16 2.087743 2.096107 2.028904 2.032845 0.0056849 13.20633 0.02982877 3161 1.043225 up 2.091925 2.030875 0.005914 0.002787 0.0610504 1.030061
1621753_aVvi.11774 Transcr ibed locus 12.09037 11.77267 11.27981 11.1533 16 3.595787 3.557369 3.495671 3.479398 0.0507446 4.268436 0.08340383 10100 1.063665 up 3.576578 3.487534 0.027165 0.011507 0.0890438 1.025532
1621754_aVvi.9951 Transcr ibed locus, moderately similar to NP_179852.1 auxin-responsive protein / indoleacetic 28.8582 34.59749 164.3915 159.5098 16 4.850909 5.112596 7.360992 7.317501 0.0031505 17.77392 0.02773125 1884 5.1247935 down 4.981752 7.339246 0.18504 0.030752 -2.3574939 0.678783
1621755_aVvi.9670 Transcr ibed locus 4.231335 4.258077 6.491326 6.029449 16 2.081113 2.090202 2.698513 2.592026 0.0089954 10.47233 0.03275053 4559 1.4738728 down 2.085658 2.64527 0.006427 0.075298 -0.559612 0.788448
1621756_aVvi.7291 Transcr ibed locus, strongly similar to XP_480471.1 putative postsynaptic protein CRIPT [Ory 1564.907 1574.63 1632.044 1560.523 16 10.61186 10.6208 10.67246 10.60781 0.5414964 0.729636 0.5897352 15243 1.0166404 down 10.61633 10.64014 0.006319 0.045715 -0.02381 0.997762
1621757_aVvi.10596 Transcr ibed locus 4.974033 5.003682 4.780602 4.796117 16 2.314416 2.32299 2.257192 2.261867 0.0067399 12.11909 0.0306951 3644 1.0418688 up 2.318703 2.25953 0.006063 0.003305 0.0591736 1.026188
1621758_aVvi.4995 Transcr ibed locus, moderately similar to XP_483779.1 unknown protein [Oryza sativa (japonic 8321.417 8050.955 3324.857 3096.19 16 13.02261 12.97494 11.69908 11.59628 0.0017538 23.84698 0.02497189 1165 2.5510638 up 12.99878 11.64768 0.033707 0.07269 1.351099 1.115997
1621759_sVvi.4532 Transcr ibed locus, weakly similar to NP_914853.1 P0413C03.30 [Oryza sativa (japonica cultiv 89.23932 62.13431 67.89811 58.48708 16 6.479607 5.957318 6.0853 5.870047 0.4837402 0.852492 0.53568935 14991 1.1816391 up 6.218463 5.977673 0.369314 0.152207 0.2407895 1.040281
1621760_aVvi.7125 Transcr ibed locus, weakly similar to NP_175479.1 ethylene-responsive element-binding facto    1865.957 1833.215 1945.518 1781.046 16 10.8657 10.84016 10.92594 10.79851 0.8993847 0.143017 0.9143653 16329 1.0064626 down 10.85293 10.86222 0.018059 0.090107 -0.009294 0.999144
1621761_aVvi.2721 Transcr ibed locus, weakly similar to NP_196617.1 DNA-binding bromodomain-containing pro 45.6499 35.54882 83.42364 87.00765 16 5.51254 5.15173 6.382384 6.44307 0.0274847 5.906843 0.05403216 8444 2.1149046 down 5.332135 6.412727 0.255131 0.042912 -1.0805927 0.831492
1621762_aVvi.10462 Transcr ibed locus, moderately similar to NP_568902.1 ubiquitin-conjugating enzyme 7 (UBC 1542.273 1439.647 1578.05 1669.957 16 10.59084 10.4915 10.62393 10.7056 0.1945379 1.922046 0.24586764 13134 1.0894428 down 10.54117 10.66476 0.070246 0.057748 -0.123591 0.988411
1621763_sVvi.1203 Transcr ibed locus, moderately similar to NP_190470.1 60S ribosomal protein L13 (RPL13B) 11890.6 12273.47 14893.65 14225.39 16 13.53753 13.58326 13.86241 13.79618 0.0216677 6.682596 0.04691892 7666 1.2048904 down 13.56039 13.8293 0.032331 0.04683 -0.268902 0.980556
1621764_aVvi.4134 Transcr ibed locus, weakly similar to NP_177899.1 nitrate reductase 1 (NR1) [Arabidopsis tha 5.945077 5.984193 5.605229 5.611186 16 2.571695 2.581157 2.486773 2.488306 0.0028943 18.54754 0.02722713 1763 1.063549 up 2.576426 2.48754 0.00669 0.001084 0.0888865 1.035733
1621765_aVvi.14779 Transcr ibed locus 3.958267 3.950152 3.803633 3.833776 16 1.984869 1.981908 1.927378 1.938766 0.0133969 8.552629 0.03729725 5961 1.0354921 up 1.983389 1.933072 0.002093 0.008052 0.0503165 1.026029
1621766_aVvi.9464 Transcr ibed locus, weakly similar to NP_198113.1 myb family transcr iption factor [Arabidopsis 77.51479 85.36956 78.98662 76.58259 16 6.2764 6.41565 6.303536 6.258945 0.4690266 0.886146 0.5216224 14927 1.0459284 up 6.346025 6.281241 0.098465 0.031531 0.064784 1.010314
1621767_at 26.72647 31.80681 31.40531 29.29455 16 4.740197 4.991264 4.972937 4.872561 0.7142159 0.421749 0.7483851 15843 1.0403135 down 4.86573 4.922749 0.177531 0.070977 -0.0570183 0.988417
1621768_aVvi.376 Transcr ibed locus, weakly similar to NP_850573.1 expressed protein [Arabidopsis thaliana] 423.481 422.4459 330.1196 279.662 16 8.726153 8.722623 8.366845 8.127541 0.0575131 3.98775 0.09181079 10399 1.3920352 up 8.724388 8.247192 0.002496 0.169214 0.477196 1.057862
1621769_aVvi.12136 Transcr ibed locus 5.334093 5.209084 9.630671 7.606149 16 2.415243 2.38103 3.267636 2.927167 0.0549754 4.087064 0.088741 10284 1.6236776 down 2.398136 3.097401 0.024192 0.240749 -0.6992653 0.774241
1621770_aVvi.2196 Transcr ibed locus, moderately similar to NP_567008.1 Rab GTPase (ARA6) [Arabidopsis tha 356.2058 323.1123 303.062 297.8628 16 8.476567 8.335892 8.243469 8.218504 0.1336545 2.453117 0.17990367 12333 1.1291541 up 8.406229 8.230987 0.099473 0.017653 0.175242 1.021291
1621771_aVvi.7589 Transcr ibed locus, strongly similar to XP_479167.1 putative 40S ribosomal protein [Oryza sat 5190.486 5092.945 7377.372 6986.561 16 12.34165 12.31428 12.84889 12.77037 0.0073696 11.58422 0.03113452 3928 1.3963503 down 12.32797 12.80963 0.019354 0.055525 -0.48166 0.962399
1621772_aVvi.14756 Transcr ibed locus 3742.131 3758.249 3381.474 3483.673 16 11.86964 11.87585 11.72344 11.76639 0.0276319 5.890419 0.05422519 8459 1.0926486 up 11.87275 11.74492 0.004385 0.030375 0.12783 1.010884
1621773_aVvi.9474 Transcr ibed locus, weakly similar to NP_564979.1 proton-dependent oligopeptide transport (P 3.768257 3.78964 3.632425 3.642843 16 1.913897 1.922061 1.860933 1.865065 0.0068521 12.01842 0.03076216 3697 1.0388448 up 1.917979 1.862999 0.005772 0.002921 0.0549802 1.029512
1621774_aVvi.14945 Transcr ibed locus 4.120985 4.141985 4.013336 4.02858 16 2.042989 2.050323 2.004802 2.010272 0.0133984 8.552132 0.03729725 5963 1.0274862 up 2.046656 2.007537 0.005185 0.003868 0.039119 1.019486
1621775_aVvi.14950 Transcr ibed locus 3.312301 3.326083 3.207658 3.229566 16 1.727834 1.733824 1.68152 1.69134 0.0163699 7.719572 0.04061058 6690 1.0312532 up 1.730829 1.686431 0.004236 0.006944 0.0443985 1.026327
1621776_aVvi.14656 Transcr ibed locus 188.3732 198.2893 194.5597 193.8219 16 7.55745 7.631463 7.604069 7.598588 0.8701594 0.18519 0.8883524 16261 1.0047745 down 7.594457 7.601328 0.052335 0.003876 -0.0068717 0.999096
1621777_aVvi.12274 Transcr ibed locus 5.010807 5.024932 4.750798 4.876888 16 2.325043 2.329104 2.24817 2.285961 0.0873541 3.15761 0.12715936 11404 1.0424715 up 2.327074 2.267066 0.002872 0.026722 0.0600081 1.02647
1621778_aVvi.15368 Transcr ibed locus 3.985757 4.017896 3.885879 3.889198 16 1.994854 2.00644 1.958241 1.959473 0.0188856 7.173216 0.04373546 7168 1.0293905 up 2.000647 1.958857 0.008193 8.71E-04 0.0417902 1.021334
1621779_sVvi.822 Transcr ibed locus, weakly similar to NP_564191.1 ubiquitin-conjugating enzyme family protei 23485.73 23861.93 22225.92 23195.48 16 14.5195 14.54242 14.43996 14.50156 0.2084368 1.831882 0.26075405 13270 1.0426129 up 14.53096 14.47076 0.016212 0.043558 0.060203 1.00416
1621780_aVvi.6152 Transcr ibed locus, weakly similar to XP_468954.1 putative gag-pol polyprotein [Oryza sativa (  5.764414 5.801455 5.549055 5.583201 16 2.527174 2.536415 2.472242 2.481093 0.013202 8.616816 0.03712028 5901 1.0389504 up 2.531794 2.476667 0.006534 0.006258 0.0551269 1.022258
1621781_aVvi.2175 Transcr ibed locus 383.3407 376.159 258.9739 270.436 16 8.582483 8.555199 8.016663 8.079144 0.0042549 15.28157 0.02896383 2435 1.4348878 up 8.568841 8.047903 0.019293 0.044181 0.520938 1.06473
1621782_aVvi.395 Transcr ibed locus, moderately similar to NP_187030.1 syntaxin, putative (SYP131) [Arabidops 5519.372 5345.399 4502.962 4709.91 16 12.43029 12.38408 12.13666 12.20148 0.0268245 5.982157 0.05330219 8354 1.1794493 up 12.40719 12.16907 0.032674 0.045838 0.238114 1.019567
1621783_aVvi.12726 Transcr ibed locus 222.9198 230.0021 197.6419 193.0732 16 7.80038 7.845503 7.626745 7.593004 0.0170365 7.563195 0.04142476 6826 1.1591499 up 7.822942 7.609875 0.031907 0.023858 0.2130673 1.027999
1621784_at 15.04755 15.27753 13.97757 12.20632 16 3.911457 3.933339 3.805041 3.609556 0.1602698 2.187016 0.20913294 12722 1.160784 up 3.922398 3.707299 0.015473 0.138229 0.2150995 1.058021
1621785_aVvi.10020 Transcr ibed locus, strongly similar to NP_912248.1 GTP-binding protein Rab6 [Oryza sativa  1135.257 1161.899 1215.07 1237.29 16 10.1488 10.18227 10.24682 10.27297 0.0470918 4.44378 0.07888386 9910 1.0675913 down 10.16554 10.2599 0.023664 0.018487 -0.094359 0.990803
1621786_aVvi.7419 Transcr ibed locus, weakly similar to NP_194244.1 glycine-rich protein / oleosin [Arabidopsis 8.724281 15.81798 7.511529 7.246762 16 3.125036 3.983494 2.909107 2.857337 0.2590081 1.560535 0.31387243 13699 1.5922241 up 3.554265 2.883222 0.607021 0.036607 0.6710434 1.232741
1621787_at 8.262218 9.752795 7.470609 7.065799 16 3.046529 3.285816 2.901226 2.820853 0.1368334 2.417618 0.183439 12383 1.2355329 up 3.166173 2.861039 0.169202 0.056832 0.3051333 1.106651
1621788_aVvi.2064 Transcr ibed locus, weakly similar to NP_563744.1 expressed protein [Arabidopsis thaliana] 65.42114 75.33031 5.239674 6.815709 16 6.031685 6.235159 2.389477 2.768864 0.0036477 16.51195 0.02818367 2146 11.747254 up 6.133422 2.57917 0.143878 0.268267 3.5542518 2.37806
1621789_sVvi.5974 Transcr ibed locus, weakly similar to XP_475819.1 unknown protein [Oryza sativa (japonica cu 53.13144 60.14503 54.81482 41.41504 16 5.731494 5.910374 5.776494 5.372083 0.380685 1.115522 0.43635267 14483 1.1864452 up 5.820934 5.574288 0.126487 0.285962 0.2466456 1.044247
1621790_aVvi.7375 Transcr ibed locus, moderately similar to NP_195985.2 1,4-alpha-glucan branching enzyme /       196.8576 165.8305 172.5815 152.7926 16 7.621009 7.373565 7.431134 7.255431 0.4169483 1.014924 0.4722456 14657 1.1126536 up 7.497287 7.343282 0.174969 0.124241 0.154005 1.020972
1621791_aVvi.5901 Transcr ibed locus 10.97325 11.03443 10.0637 11.17428 16 3.455919 3.463941 3.331089 3.48211 0.5537148 0.705273 0.6007563 15301 1.0376576 up 3.45993 3.4066 0.005672 0.106788 0.0533305 1.015655
1621792_aVvi.260 Transcr ibed locus 2625.478 2597.362 2388.72 2308.561 16 11.35836 11.34283 11.22202 11.17278 0.0272455 5.933818 0.05379495 8407 1.1120312 up 11.3506 11.1974 0.010983 0.034821 0.153197 1.013681
1621793_aVvi.6085 Transcr ibed locus, strongly similar to NP_849807.1 aldehyde dehydrogenase, putative / antiq 155.3638 159.3915 88.19821 85.65879 16 7.279506 7.316431 6.462678 6.420529 0.0010687 30.56544 0.02259248 780 1.8104712 up 7.297969 6.441604 0.02611 0.029803 0.8563653 1.132943
1621794_aVvi.2544 Transcr ibed locus, weakly similar to NP_196932.1 DNA-binding storekeeper protein-related [ 271.7379 274.9864 408.6454 336.4186 16 8.086072 8.103216 8.674706 8.394114 0.0887653 3.12872 0.12879573 11441 1.3563833 down 8.094645 8.53441 0.012123 0.198408 -0.4397645 0.948472
1621795_aVvi.12461 Transcr ibed locus 7.817584 7.930766 7.152225 7.138535 16 2.966723 2.98746 2.838392 2.835628 0.00553 13.39159 0.02968837 3091 1.1019673 up 2.977091 2.83701 0.014664 0.001954 0.1400813 1.049376
1621796_aVvi.15633 Transcr ibed locus 3.435653 3.460407 3.33301 3.347463 16 1.780584 1.790942 1.736826 1.743068 0.0169753 7.577152 0.04135115 6813 1.0322672 up 1.785763 1.739947 0.007324 0.004414 0.0458164 1.026332
1621797_at 3.475409 3.486321 3.36697 3.38959 16 1.797183 1.801705 1.751451 1.761111 0.0149257 8.09335 0.03885992 6372 1.0303707 up 1.799444 1.756281 0.003198 0.006831 0.0431634 1.024577
1621798_at 17.90174 17.60718 26.5334 19.1854 16 4.162028 4.138092 4.729738 4.261937 0.2778534 1.476378 0.33347228 13832 1.2708356 down 4.15006 4.495837 0.016925 0.330785 -0.3457773 0.923089
1621799_aVvi.11107 Transcr ibed locus 61.47248 39.94757 162.3768 185.3943 16 5.941868 5.320036 7.343202 7.534453 0.0308826 5.557745 0.05845548 8770 3.5012634 down 5.630952 7.438828 0.439702 0.135235 -1.8078755 0.756968
1621800_aVvi.2562 Transcr ibed locus, weakly similar to NP_193121.1 glycine-rich RNA-binding protein (GRP2) 3287.785 3512.515 5563.626 5686.378 16 11.6829 11.77829 12.44181 12.4733 0.0047395 14.47398 0.02932456 2673 1.6551458 down 11.73059 12.45755 0.06745 0.022264 -0.726958 0.941645
1621801_aVvi.6916 Transcr ibed locus, moderately similar to NP_564560.1 ATP-dependent Clp protease proteoly 1452.619 1274.225 857.1622 814.3231 16 10.50444 10.3154 9.743424 9.669457 0.0201877 6.931113 0.04521604 7410 1.6284289 up 10.40992 9.706441 0.133669 0.052303 0.703481 1.072476
1621802_aVvi.7926 Transcr ibed locus, weakly similar to NP_851233.1 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphos 19.97908 20.95559 15.51948 16.11963 16 4.320418 4.389263 3.956008 4.010747 0.013728 8.446732 0.03761549 6058 1.2936643 up 4.354841 3.983378 0.048681 0.038706 0.3714633 1.093253
1621803_aVvi.13902 Transcr ibed locus 22.20734 22.39355 22.08347 18.86031 16 4.472965 4.485012 4.464895 4.237281 0.378385 1.122266 0.43405354 14471 1.092702 up 4.478988 4.351088 0.008518 0.160947 0.1279 1.029395
1621804_at 123.973 103.6557 139.7571 171.997 16 6.953883 6.695655 7.126778 7.42624 0.1496988 2.284849 0.19763812 12574 1.367689 down 6.824769 7.276509 0.182594 0.211752 -0.4517403 0.937918
1621805_aVvi.12186 Transcr ibed locus 145.379 108.8599 81.31865 69.34866 16 7.183675 6.766328 6.345514 6.115796 0.0889525 3.124936 0.12901106 11446 1.6752154 up 6.975002 6.230655 0.295109 0.162435 0.744347 1.119465
1621806_aVvi.10177 Transcr ibed locus, moderately similar to NP_181583.1 40S ribosomal protein S26 (RPS26A) 10866.47 10891.47 12893.87 12739.71 16 13.4076 13.41091 13.6544 13.63705 0.0013924 26.77076 0.02397054 960 1.1781044 down 13.40925 13.64572 0.002345 0.01227 -0.236467 0.982671
1621807_at 5.463004 5.09484 5.339304 5.250197 16 2.449694 2.349037 2.416652 2.392372 0.9298866 0.0994 0.9402567 16417 1.0035735 down 2.399365 2.404512 0.071176 0.017169 -0.0051463 0.99786
1621808_sVvi.7177 Transcr ibed locus, weakly similar to NP_195447.1 expressed protein [Arabidopsis thaliana] 4366.49 4356.581 4285.714 3839.671 16 12.09226 12.08898 12.06532 11.90677 0.317982 1.318847 0.37375525 14123 1.0751791 up 12.09062 11.98604 0.002318 0.112115 0.104577 1.008725
1621809_aVvi.11886 Transcr ibed locus, weakly similar to NP_181854.1 expressed protein [Arabidopsis thaliana] 110.2055 97.09654 87.33651 90.19169 16 6.784052 6.601347 6.448513 6.494923 0.1437151 2.344552 0.19090715 12497 1.1655264 up 6.692699 6.471718 0.129192 0.032817 0.2209814 1.034146
1621810_aVvi.1132 Transcr ibed locus, moderately similar to NP_175034.1 ubiquitin interaction motif-containing p  258.4577 235.5704 333.1748 312.4182 16 8.013784 7.880014 8.380136 8.287334 0.0415432 4.752046 0.07202217 9574 1.3075219 down 7.946899 8.333735 0.09459 0.06562 -0.3868351 0.953582
1621811_aVvi.112 GO:000651Zinc finger protein (SINA2p) 159.9185 172.7053 235.3467 211.8966 16 7.321193 7.432169 7.878644 7.727216 0.0452326 4.540875 0.07662239 9799 1.3437353 down 7.376681 7.80293 0.078471 0.107076 -0.426249 0.945373
1621812_x_at 8.162874 8.273163 7.676125 7.74792 16 3.029077 3.048439 2.940378 2.953809 0.0161226 7.780017 0.0402569 6647 1.065599 up 3.038758 2.947094 0.013691 0.009497 0.0916645 1.031103
1621813_aVvi.2104 Putative desacetoxyvindoline 4-hydroxylase (D4H) 1955.658 1753.553 1487.713 1319.347 16 10.93344 10.77607 10.53888 10.36561 0.0751404 3.439178 0.11304188 11034 1.3218036 up 10.85475 10.45224 0.11128 0.122522 0.402508 1.038509
1621814_aVvi.15254 Transcr ibed locus 25.84459 19.74386 43.12109 42.59349 16 4.69179 4.303332 5.430322 5.412561 0.0415491 4.751688 0.07202217 9576 1.897211 down 4.497561 5.421441 0.274681 0.012559 -0.92388 0.829588
1621815_aVvi.5247 Transcr ibed locus, weakly similar to NP_567893.1 expressed protein [Arabidopsis thaliana] 23.07466 27.13518 193.3713 211.3341 16 4.528237 4.762093 7.59523 7.723382 0.0019511 22.60606 0.02540308 1272 8.078797 down 4.645165 7.659306 0.165361 0.090617 -3.0141406 0.606473
1621816_aVvi.4788 Transcr ibed locus, moderately similar to NP_175377.1 transducin family protein / WD-40 repe 281.9597 293.8637 346.3042 391.6286 16 8.139345 8.199003 8.435896 8.613342 0.0628785 3.797355 0.09834287 10614 1.2793801 down 8.169174 8.524619 0.042185 0.125474 -0.355445 0.958304
1621817_aVvi.7554 Transcr ibed locus, moderately similar to NP_564756.1 DC1 domain-containing protein [Arab 20.91219 18.97639 27.50113 26.88985 16 4.386272 4.246133 4.781419 4.74899 0.0247106 6.242972 0.05088882 8060 1.3650949 down 4.316203 4.765204 0.099093 0.022931 -0.4490014 0.905775
1621818_aVvi.13097 Transcr ibed locus, moderately similar to NP_197943.1 dehydration-responsive protein (RD22 4.911289 4.962003 4.70712 4.713055 16 2.296102 2.310923 2.234844 2.236663 0.0119239 9.075681 0.0358045 5527 1.048087 up 2.303512 2.235754 0.01048 0.001286 0.0677585 1.030307
1621819_aVvi.15098 Transcr ibed locus 4.540527 4.418372 4.277988 4.243869 16 2.18286 2.143515 2.096932 2.08538 0.0723383 3.513219 0.10965668 10951 1.0511955 up 2.163187 2.091156 0.027821 0.008169 0.0720311 1.034446
1621820_aVvi.12314 Transcr ibed locus 7.565303 5.981603 31.65776 26.0811 16 2.919398 2.580532 4.984487 4.704933 0.0108168 9.536835 0.03488153 5146 4.2715063 down 2.749965 4.84471 0.239614 0.197675 -2.094745 0.567622
1621821_sVvi.8779 Transcr ibed locus, moderately similar to XP_463395.1 P0025A05.24 [Oryza sativa (japonica c 3845.823 3775.216 3807.853 3901.335 16 11.90908 11.88234 11.89476 11.92975 0.5307013 0.751596 0.5797659 15196 1.0115356 down 11.89571 11.91226 0.018903 0.024742 -0.016547 0.998611
1621822_aVvi.10743 Transcr ibed locus, moderately similar to XP_473574.1 OSJNBa0019K04.8 [Oryza sativa (japo 142.2829 143.8681 165.8265 133.3832 16 7.152619 7.168602 7.37353 7.059433 0.7563387 0.355298 0.7872561 15949 1.0394869 down 7.16061 7.216482 0.011302 0.2221 -0.0558717 0.992258
1621823_aVvi.10262 Transcr ibed locus, weakly similar to NP_181663.1 two-component responsive regulator / resp 851.9843 958.1566 1047.252 1044.362 16 9.734683 9.904118 10.03239 10.02841 0.130465 2.489937 0.17644018 12275 1.1574891 down 9.819401 10.0304 0.119808 0.002819 -0.210998 0.978964
1621824_aVvi.15496 Transcr ibed locus 3.644889 3.661308 3.540649 3.546569 16 1.865875 1.872359 1.824014 1.826424 0.0061517 12.69092 0.03018912 3382 1.0308955 up 1.869117 1.825219 0.004585 0.001704 0.043898 1.024051
1621825_aVvi.7676 Transcr ibed locus, moderately similar to NP_172839.1 dehydration-responsive protein-related 205.1944 187.2803 282.724 297.3204 16 7.680848 7.549055 8.14325 8.215875 0.0172982 7.504249 0.04175418 6877 1.4789891 down 7.614951 8.179563 0.093191 0.051353 -0.564612 0.930973
1621826_aVvi.2378 Transcr ibed locus 13.13403 13.30692 73.23003 90.78371 16 3.715238 3.734105 6.194364 6.504362 0.003482 16.90233 0.02801706 2062 6.1675224 down 3.724671 6.349362 0.013341 0.219202 -2.624691 0.586621
1621827_aVvi.6793 Transcr ibed locus, weakly similar to NP_196576.1 MADS-box protein flowering locus F (FLF 14.10308 13.93087 17.22381 15.73819 16 3.817938 3.800213 4.106332 3.976198 0.0715133 3.535811 0.10873373 10918 1.174616 down 3.809076 4.041265 0.012533 0.092019 -0.2321892 0.942545
1621828_at 5.423276 5.53273 5.215206 5.223708 16 2.439165 2.467992 2.382724 2.385074 0.0404764 4.818306 0.07063905 9512 1.049483 up 2.453578 2.383899 0.020384 0.001662 0.0696788 1.029229
1621829_aVvi.14228 Transcr ibed locus 426.6051 701.1795 506.7316 523.027 16 8.736757 9.45364 8.985078 9.030742 0.8306339 0.243031 0.85340583 16158 1.0623719 up 9.095199 9.00791 0.506913 0.032289 0.087289 1.00969
1621830_aVvi.6293 Transcr ibed locus, weakly similar to NP_191218.2 hydroxyproline-rich glycoprotein family pro  40.53046 37.89789 39.17094 41.13522 16 5.340935 5.244046 5.291712 5.362302 0.6228664 0.57587 0.6645786 15558 1.024214 down 5.29249 5.327007 0.068511 0.049915 -0.0345173 0.99352
1621831_aVvi.10715 Transcr ibed locus 30.19623 24.48677 51.18253 40.41316 16 4.916297 4.61393 5.677579 5.336753 0.0827216 3.257348 0.1216533 11288 1.6725543 down 4.765113 5.507166 0.213805 0.241 -0.742053 0.865257
1621832_aVvi.14364 Transcr ibed locus 6.063622 6.132841 5.725848 5.706503 16 2.60018 2.616556 2.517489 2.512607 0.0082788 10.92211 0.03179267 4320 1.0668219 up 2.608367 2.515048 0.011579 0.003453 0.0933194 1.037104
1621833_at 8.946028 9.000856 8.05444 7.840849 16 3.161247 3.170062 3.009784 2.97101 0.012626 8.815027 0.03658449 5728 1.1291661 up 3.165655 2.990397 0.006233 0.027417 0.1752577 1.058607
1621834_aVvi.2158 Transcr ibed locus, moderately similar to XP_481933.1 putative phosphatidic acid phosphatase 2847.831 2948.927 2375.176 2158.536 16 11.47565 11.52597 11.21382 11.07584 0.0400191 4.847505 0.07006476 9481 1.2798572 up 11.50081 11.14483 0.035586 0.097568 0.355983 1.031942
1621835_at 19.39311 14.13183 17.5608 25.23307 16 4.277473 3.820877 4.134287 4.657244 0.4232348 0.998481 0.47848445 14684 1.2715524 down 4.049174 4.395765 0.322862 0.369786 -0.346591 0.921153
1621836_aVvi.2 GO:000635MADS-box protein 5 (MADS5) 4.407195 4.423276 4.236084 4.244437 16 2.139861 2.145115 2.082731 2.085573 0.0026116 19.5298 0.02668185 1623 1.0412639 up 2.142488 2.084152 0.003716 0.00201 0.0583358 1.02799
1621837_aVvi.4918 Transcr ibed locus 4.468794 4.491359 4.32008 4.330805 16 2.159886 2.167152 2.111058 2.114635 0.0063264 12.51273 0.03037211 3453 1.0357474 up 2.163519 2.112847 0.005138 0.002529 0.0506724 1.023983
1621838_aVvi.10611 Transcr ibed locus, weakly similar to NP_197744.1 expressed protein [Arabidopsis thaliana] 69.54859 62.70262 51.62144 61.06397 16 6.11995 5.970454 5.689899 5.93225 0.2418141 1.644438 0.29591182 13565 1.1761956 up 6.045202 5.811074 0.105709 0.171368 0.234128 1.04029
1621839_aVvi.15330 Transcr ibed locus 3.895466 3.873599 3.72701 3.765466 16 1.961796 1.953675 1.898019 1.912828 0.025086 6.194285 0.05132204 8114 1.0369252 up 1.957735 1.905423 0.005743 0.010472 0.0523118 1.027454
1621840_aVvi.14905 Transcr ibed locus 4.681727 4.694243 4.494538 4.547518 16 2.227041 2.230893 2.168173 2.185079 0.0263575 6.037102 0.0527785 8290 1.0369458 up 2.228967 2.176626 0.002724 0.011955 0.0523405 1.024047
1621841_aVvi.1015 Transcr ibed locus 3017.449 2841.252 2979.988 3108.026 16 11.55911 11.47231 11.54109 11.60178 0.4030604 1.052243 0.45849568 14593 1.0393807 down 11.51571 11.57144 0.061379 0.042916 -0.055724 0.995184
1621842_aVvi.1642 Transcr ibed locus, moderately similar to NP_566171.1 expressed protein [Arabidopsis thalian 3170.027 2983.85 2894.021 2924.239 16 11.63028 11.54296 11.49886 11.51385 0.2116848 1.811957 0.26422012 13300 1.0572137 up 11.58662 11.50635 0.061745 0.010597 0.080267 1.006976
1621843_aVvi.3048 Transcr ibed locus, moderately similar to NP_567213.1 brix domain-containing protein [Arabid 373.7021 387.1312 454.9349 500.3726 16 8.545745 8.596679 8.829516 8.966859 0.0466885 4.464358 0.07841403 9884 1.2543812 down 8.571212 8.898188 0.036016 0.097116 -0.326976 0.963254
1621844_at 108.1751 103.652 92.65919 89.73248 16 6.757225 6.695603 6.533862 6.487558 0.0304715 5.596901 0.05795498 8727 1.16127 up 6.726414 6.51071 0.043573 0.032742 0.2157035 1.033131
1621845_sVvi.7079 Transcr ibed locus, moderately similar to NP_920667.1 Profilin A [Oryza sativa (japonica culti 9256.337 9578.069 8388.355 8337.731 16 13.17623 13.22552 13.03417 13.02544 0.0207464 6.834215 0.04575787 7523 1.1258911 up 13.20087 13.02981 0.034856 0.006174 0.171067 1.013129
1621846_at 63.19611 63.05048 59.96783 60.46258 16 5.981764 5.978436 5.906117 5.917971 0.0080832 11.05512 0.03160594 4244 1.0483032 up 5.9801 5.912044 0.002353 0.008382 0.0680561 1.011511
1621847_at 5.531128 5.550447 5.330147 5.307215 16 2.467574 2.472604 2.414175 2.407955 0.0045608 14.75678 0.02926091 2577 1.0417607 up 2.470089 2.411065 0.003557 0.004398 0.059024 1.02448
1621848_aVvi.3618 Transcr ibed locus, moderately similar to NP_189167.2 expressed protein [Arabidopsis thalian 5.616907 5.662694 5.546972 8.910952 16 2.489776 2.501488 2.4717 3.15558 0.4506013 0.929875 0.5041366 14838 1.246608 down 2.495632 2.81364 0.008282 0.483576 -0.3180078 0.886976
1621849_at 6709.655 6449.008 6438.934 7397.291 16 12.71202 12.65486 12.65261 12.85278 0.5743141 0.6653 0.6193013 15395 1.0491712 down 12.68344 12.75269 0.04042 0.141545 -0.06925 0.99457
1621850_at 200.0715 217.2997 49.7613 39.04709 16 7.644372 7.763543 5.636952 5.287143 0.0067244 12.13315 0.03067356 3638 4.730229 up 7.703958 5.462048 0.084266 0.247352 2.24191 1.410452
1621851_aVvi.2026 Transcr ibed locus 3.346912 3.448982 3.251161 3.220189 16 1.74283 1.786171 1.700955 1.687145 0.0903226 3.097592 0.1305079 11489 1.0500444 up 1.7645 1.69405 0.030646 0.009765 0.0704503 1.041587
1621852_aVvi.10327 Transcr ibed locus, moderately similar to NP_174417.1 LOB domain protein 4 / lateral organ b 106.5198 96.91724 282.7466 233.3232 16 6.734978 6.598681 8.143366 7.866186 0.0130636 8.663262 0.03699276 5861 2.5279114 down 6.66683 8.004776 0.096376 0.195996 -1.337946 0.832857
1621853_aVvi.2323 Transcr ibed locus, weakly similar to NP_187376.1 zinc finger (C3HC4-type RING finger) fam 767.0621 713.3348 963.9842 969.4037 16 9.5832 9.478436 9.912866 9.920954 0.0180177 7.348836 0.04269192 7005 1.3068496 down 9.530817 9.91691 0.074079 0.005719 -0.386093 0.961067
1621854_at 167.7806 178.8662 221.4386 206.2502 16 7.390432 7.482737 7.790763 7.688252 0.0481302 4.391961 0.08016223 9967 1.2336415 down 7.436585 7.739508 0.065269 0.072487 -0.3029232 0.96086
1621855_aVvi.5865 Transcr ibed locus, moderately similar to NP_190977.1 pfkB-type carbohydrate kinase family p  58.71401 58.71245 90.94165 89.69212 16 5.875632 5.875595 6.506869 6.48691 2.58E-04 62.25372 0.0180123 235 1.5382354 down 5.875613 6.49689 2.66E-05 0.014113 -0.6212766 0.904373
1621856_aVvi.12712 Transcr ibed locus, weakly similar to NP_175587.1 IAA-amino acid hydrolase 3 / IAA-Ala hydro 685.592 685.0402 843.8827 818.2902 16 9.421206 9.420045 9.720899 9.676469 0.0063267 12.51247 0.03037211 3454 1.2125616 down 9.420626 9.698684 8.21E-04 0.031417 -0.278058 0.97133
1621857_at 5.047143 5.078646 4.81816 4.796828 16 2.335467 2.344444 2.268482 2.262081 0.005406 13.54548 0.02956287 3034 1.053123 up 2.339955 2.265281 0.006348 0.004527 0.0746739 1.032965
1621858_aVvi.6690 Transcr ibed locus, moderately similar to NP_849681.1 serine/threonine protein phosphatase 461.3007 408.4425 487.7662 456.115 16 8.849564 8.673989 8.930046 8.833254 0.3543156 1.195823 0.41031006 14335 1.08664 down 8.761776 8.88165 0.12415 0.068442 -0.119874 0.986503
1621859_aVvi.15323 Transcr ibed locus 3.634004 3.647403 3.527302 3.545979 16 1.86156 1.866869 1.818565 1.826184 0.012093 9.01085 0.03595679 5581 1.029426 up 1.864215 1.822375 0.003754 0.005387 0.0418401 1.022959
1621860_aVvi.15604 Transcr ibed locus 3.771189 3.80768 3.655102 3.684835 16 1.915019 1.928912 1.869912 1.8816 0.0364919 5.090445 0.06559535 9235 1.0325489 up 1.921966 1.875756 0.009824 0.008265 0.04621 1.024635
1621861_aVvi.9437 Transcr ibed locus, weakly similar to NP_189034.1 beta-amylase, putative / 1,4-alpha-D-gluca 5.326472 5.189492 4.92673 4.836369 16 2.41318 2.375593 2.30063 2.273924 0.0433386 4.645986 0.07422195 9693 1.0770682 up 2.394387 2.287277 0.026578 0.018884 0.1071096 1.046828
1621862_aVvi.11303 Transcr ibed locus, weakly similar to XP_471812.1 OSJNBa0050F15.11 [Oryza sativa (japonic 962.8951 929.5156 944.9694 888.0984 16 9.911235 9.860335 9.884124 9.794576 0.4624131 0.901631 0.5153029 14897 1.0327101 up 9.885785 9.83935 0.035991 0.06332 0.046435 1.004719
1621863_aVvi.3609 Transcr ibed locus 91.53415 101.5508 216.4123 191.8517 16 6.516238 6.666058 7.757639 7.583848 0.0111052 9.410125 0.0350667 5256 2.1134422 down 6.591148 7.670743 0.105939 0.122888 -1.0795946 0.859258
1621864_aVvi.14329 Transcr ibed locus 7.272502 7.308806 7.062953 7.117672 16 2.862452 2.869636 2.820272 2.831405 0.0260957 6.068531 0.05245249 8257 1.0282601 up 2.866044 2.825839 0.00508 0.007873 0.0402052 1.014228
1621865_aVvi.15225 Transcr ibed locus 109.0658 105.7265 128.0316 111.9764 16 6.769055 6.724193 7.000356 6.807051 0.2542298 1.583118 0.30896 13660 1.1150278 down 6.746624 6.903704 0.031723 0.136688 -0.1570797 0.977247
1621866_aVvi.11405 Transcr ibed locus, moderately similar to NP_175823.1 autophagy 12a (APG12a) [Arabidopsis 1407.749 1343.415 937.9147 994.0275 16 10.45917 10.39169 9.873313 9.957142 0.0109407 9.481822 0.03495031 5196 1.4242519 up 10.42543 9.915228 0.047719 0.059276 0.510204 1.051457
1621867_at 15.06179 17.10302 36.68045 32.28085 16 3.912821 4.096179 5.19694 5.012607 0.0136741 8.463717 0.03756706 6041 2.1439528 down 4.0045 5.104773 0.129654 0.130343 -1.100273 0.784462
1621868_x_at 419.7883 522.7795 592.1105 555.0556 16 8.713518 9.030059 9.209723 9.116488 0.2194993 1.765634 0.27231565 13381 1.2237569 down 8.871788 9.163105 0.223828 0.065926 -0.291317 0.968208
1621869_aVvi.14995 Transcr ibed locus 545.8366 564.3188 658.3213 606.83 16 9.092325 9.140367 9.362648 9.245149 0.0979818 2.95495 0.13945088 11664 1.1388292 down 9.116346 9.303898 0.03397 0.083085 -0.187552 0.979842
1621870_aVvi.7236 Transcr ibed locus, weakly similar to NP_909658.1 hypothetical protein [Oryza sativa] 2610.451 2309.246 1780.303 1733.107 16 11.35008 11.17321 10.79791 10.75915 0.0333713 5.336135 0.06162058 8990 1.3977613 up 11.26164 10.77853 0.125071 0.027409 0.483118 1.044822
1621871_at 130.0677 125.6052 140.206 148.6882 16 7.023119 6.972753 7.131404 7.216147 0.0703816 3.567422 0.1074911 10869 1.1296211 down 6.997936 7.173775 0.035615 0.059922 -0.1758388 0.975489
1621872_sVvi.12964 Transcr ibed locus, strongly similar to NP_921492.1 putative epimerase/dehydratase [Oryza s 719.5859 668.4381 154.927 125.4947 16 9.491023 9.38465 7.275445 6.971483 0.0048056 14.37333 0.02932456 2714 4.9738846 up 9.437837 7.123464 0.075217 0.214933 2.3143734 1.324894
1621873_aVvi.2946 Transcr ibed locus, weakly similar to NP_200323.1 expressed protein [Arabidopsis thaliana] 19.19032 17.69882 15.77198 13.02632 16 4.262307 4.145581 3.979292 3.703358 0.1365595 2.420631 0.18317533 12376 1.2857585 up 4.203944 3.841325 0.082537 0.195115 0.3626194 1.0944
1621874_x_at 97.62547 109.5927 136.4303 150.091 16 6.609186 6.776009 7.092021 7.229694 0.0494202 4.329818 0.08175172 10035 1.3834398 down 6.692597 7.160857 0.117961 0.09735 -0.4682596 0.934608
1621875_sVvi.8941 Transcr ibed locus, moderately similar to NP_197625.1 TATA box-binding protein-interacting 652.1867 639.0175 774.4262 792.882 16 9.349141 9.319712 9.596984 9.630962 0.0064022 12.43774 0.03040815 3493 1.2138134 down 9.334427 9.613974 0.02081 0.024026 -0.279547 0.970923
1621876_aVvi.350 Transcr ibed locus, weakly similar to NP_564966.1 no apical meristem (NAM) family protein [A 1467.015 1323.781 602.1544 696.5266 16 10.51867 10.37045 9.23399 9.444035 0.0132498 8.600952 0.03713761 5922 2.1518044 up 10.44456 9.339012 0.104807 0.148524 1.105547 1.118379
1621877_at 674.8242 688.6188 1006.544 1061.709 16 9.398368 9.427562 9.975194 10.05217 0.0046629 14.59319 0.02929417 2640 1.5164716 down 9.412965 10.01368 0.020643 0.054432 -0.600718 0.94001
1621878_aVvi.115 GO:000681Soluble NSF attachment protein homologue 933.8903 904.0036 1035.837 940.4695 16 9.867109 9.820185 10.01658 9.877237 0.2953051 1.404615 0.3509166 13970 1.0741994 down 9.843647 9.946909 0.033181 0.098531 -0.103262 0.989619
1621879_aVvi.10272 Transcr ibed locus, weakly similar to NP_568699.1 protease inhibitor/seed storage/lipid transf 5.293392 5.32113 5.136523 5.080022 16 2.404192 2.411733 2.360792 2.344835 0.024661 6.249491 0.05081563 8056 1.0389664 up 2.407963 2.352814 0.005332 0.011284 0.0551491 1.02344
1621880_s_at 8.977295 18.31757 420.9607 354.9345 16 3.166281 4.195156 8.717542 8.471409 0.0113904 9.289587 0.03535031 5347 30.14311 down 3.680718 8.594475 0.727525 0.174042 -4.9137566 0.428266
1621881_aVvi.7637 Transcr ibed locus, weakly similar to XP_469697.1 unknown protein [Oryza sativa (japonica cu 1480.32 1626.512 1477.389 1234.53 16 10.53169 10.66757 10.52883 10.26975 0.304318 1.369587 0.35976824 14042 1.1489686 up 10.59963 10.39929 0.096076 0.183203 0.200339 1.019265
1621882_aVvi.8902 Transcr ibed locus 18.65512 15.79905 18.32937 24.91635 16 4.2215 3.981766 4.196086 4.639021 0.3363924 1.254521 0.39268643 14221 1.2448051 down 4.101633 4.417553 0.169517 0.313203 -0.31592 0.928485
1621883_at 1322.064 1236.439 1224.316 1165.634 16 10.36858 10.27198 10.25776 10.1869 0.2436514 1.635111 0.2976772 13587 1.0702487 up 10.32028 10.22233 0.068307 0.050106 0.097946 1.009582
1621884_aVvi.15538 Transcr ibed locus 4.084023 4.104921 3.937576 3.971919 16 2.029991 2.037355 1.977308 1.989836 0.0203927 6.895096 0.04541978 7453 1.0353372 up 2.033673 1.983572 0.005207 0.008859 0.0501008 1.025258
1621885_at 4.301703 4.205739 4.059965 4.090726 16 2.104908 2.072359 2.021467 2.032357 0.0693588 3.59663 0.10625582 10836 1.0437104 up 2.088634 2.026912 0.023015 0.0077 0.0617213 1.030451
1621886_aVvi.15613 Transcr ibed locus 6.098206 6.192269 5.835321 5.757656 16 2.608385 2.630468 2.544812 2.525482 0.0290033 5.743362 0.05598984 8599 1.0601584 up 2.619427 2.535147 0.015615 0.013669 0.0842798 1.033245
1621887_aVvi.993 Transcr ibed locus, weakly similar to NP_565430.1 expressed protein [Arabidopsis thaliana] 6.284895 6.314557 6.219157 6.171706 16 2.651889 2.658681 2.636719 2.625669 0.0654372 3.714665 0.10148423 10704 1.0168387 up 2.655285 2.631194 0.004803 0.007813 0.024091 1.009156
1621888_aVvi.6958 Transcr ibed locus, weakly similar to NP_189551.1 glycine-rich protein [Arabidopsis thaliana] 4814.927 5125.981 5358.082 5355.744 16 12.2333 12.32361 12.3875 12.38687 0.1377327 2.407783 0.18438788 12400 1.0782789 down 12.27846 12.38719 0.063862 4.45E-04 -0.10873 0.991222
1621889_sVvi.3662 Transcr ibed locus 3.920418 3.82925 4.084071 5.10879 16 1.971007 1.937062 2.030008 2.352982 0.2811479 1.462406 0.3368418 13856 1.1789154 down 1.954035 2.191495 0.024003 0.228377 -0.2374601 0.891645
1621890_aVvi.11678 Transcr ibed locus 230.5335 238.8443 235.7043 188.3506 16 7.848833 7.899927 7.880834 7.557277 0.4430484 0.948352 0.49678364 14805 1.113672 up 7.87438 7.719055 0.036129 0.22879 0.1553246 1.020122
1621891_aVvi.11394 Transcr ibed locus, weakly similar to NP_173123.1 ribosomal protein-related [Arabidopsis tha 95.07213 98.73742 207.2302 270.3395 16 6.570951 6.625525 7.695091 8.078629 0.0218569 6.65265 0.04723609 7681 2.442946 down 6.598238 7.88686 0.03859 0.271202 -1.288622 0.836612
1621892_aVvi.405 Transcr ibed locus, weakly similar to NP_563698.1 acid phosphatase class B family protein [A 314.6541 327.9878 1697.124 1518.324 16 8.297623 8.357498 10.72888 10.56826 0.0013607 27.08141 0.02385507 946 4.996818 down 8.32756 10.64857 0.042338 0.11357 -2.32101 0.782036
1621893_aVvi.15438 Transcr ibed locus 62.99941 54.10849 43.72912 40.45743 16 5.977266 5.757783 5.450522 5.338333 0.0616561 3.838608 0.09682313 10571 1.3880858 up 5.867524 5.394427 0.155198 0.07933 0.4730967 1.087701
1621894_at 8.874831 8.866117 8.058773 8.097766 16 3.14972 3.148302 3.01056 3.017524 6.92E-04 37.98311 0.02180507 525 1.0980694 up 3.149011 3.014042 0.001002 0.004924 0.1349691 1.04478
1621895_aVvi.2669 Transcr ibed locus, moderately similar to XP_481038.1 putative Preprotein translocase secY s       180.5788 222.2161 202.183 180.5147 16 7.496484 7.795819 7.659518 7.495972 0.7271431 0.401098 0.76030254 15876 1.0485582 up 7.646152 7.577745 0.211662 0.115645 0.068407 1.009027
1621896_at 53.15002 54.89523 112.4202 106.8372 16 5.731998 5.778609 6.812758 6.739271 0.0018122 23.45867 0.02511424 1195 2.0289185 down 5.755303 6.776014 0.032959 0.051963 -1.0207109 0.849364
1621897_x_at 7.028678 7.008397 6.573892 6.585845 16 2.813253 2.809084 2.716748 2.719369 6.99E-04 37.81704 0.02180507 528 1.0666677 up 2.811169 2.718058 0.002948 0.001853 0.093111 1.034256
1621898_sVvi.7805 Transcr ibed locus, strongly similar to XP_467097.1 putative GTP-binding protein YPTM2 [Or 6.25874 6.341424 5.962348 6.568799 16 2.645872 2.664807 2.575881 2.71563 0.9043277 0.135924 0.91871774 16340 1.0066656 up 2.65534 2.645755 0.013389 0.098818 0.0095845 1.003623
1621899_aVvi.6755 Transcr ibed locus, moderately similar to XP_477063.1 putative zeta-carotene desaturase prec 206.8812 189.2249 212.5835 199.1009 16 7.692658 7.563958 7.731886 7.637356 0.553704 0.705295 0.6007563 15300 1.0398047 down 7.628308 7.684621 0.091004 0.066843 -0.0563127 0.992672
1621900_sVvi.3665 Transcr ibed locus, moderately similar to NP_683559.2 RNA recognition motif (RRM)-contai   1232.793 1192.356 1461.189 1599.923 16 10.26771 10.2196 10.51293 10.64379 0.0407486 4.801158 0.07103942 9522 1.2611148 down 10.24366 10.57836 0.034022 0.092532 -0.3347 0.96836
1621901_aVvi.8679 Transcr ibed locus, weakly similar to NP_176762.1 disease resistance-responsive family prote 3740.951 3893.21 3963.126 4647.658 16 11.86919 11.92675 11.95242 12.18229 0.2890599 1.429673 0.34470418 13921 1.1245826 down 11.89797 12.06736 0.040699 0.162539 -0.16939 0.985963
1621902_aVvi.4573 Transcr ibed locus, moderately similar to NP_176053.1 galactinol synthase, putative [Arabidop 1051.353 888.7438 165.8565 147.1337 16 10.03803 9.795624 7.373791 7.200984 0.0031892 17.66516 0.02774722 1906 6.187861 up 9.916828 7.287387 0.171408 0.122193 2.6294406 1.360821
1621903_aVvi.1362 Transcr ibed locus, weakly similar to NP_567472.1 integral membrane family protein [Arabidop 3536.438 3187.28 1327.252 988.8225 16 11.78808 11.63811 10.37423 9.949568 0.0204296 6.888666 0.04545938 7460 2.930604 up 11.7131 10.1619 0.106046 0.300279 1.551198 1.152648
1621904_at 3.489181 3.503022 3.383966 3.410635 16 1.802888 1.8086 1.758715 1.77004 0.0227071 6.522638 0.04826316 7810 1.029088 up 1.805744 1.764378 0.004039 0.008008 0.0413664 1.023445
1621905_aVvi.309 Transcr ibed locus 247.686 266.6701 400.1597 400.3804 16 7.952368 8.058912 8.644432 8.645227 0.0068749 11.99827 0.03077344 3707 1.5574542 down 8.00564 8.64483 0.075338 5.62E-04 -0.63919 0.926061
1621906_s_at 802.0533 780.9302 924.6766 818.9174 16 9.647554 9.60905 9.852805 9.677574 0.2665476 1.525962 0.3217876 13751 1.0995312 down 9.628302 9.76519 0.027227 0.123907 -0.136888 0.985982
1621907_aVvi.8746 Cultivar Shiraz flavonol synthase 3.855369 3.8771 3.732754 3.70638 16 1.946869 1.954978 1.90024 1.890011 0.0134085 8.548844 0.03731099 5965 1.0394337 up 1.950923 1.895126 0.005734 0.007233 0.0557978 1.029443
1621908_aVvi.15524 Transcr ibed locus 4.235754 4.250776 4.694761 5.413033 16 2.082619 2.087726 2.231052 2.436437 0.1366357 2.419793 0.18326265 12377 1.1880307 down 2.085172 2.333745 0.003612 0.145229 -0.2485721 0.893488
1621909_aVvi.817 Transcr ibed locus, moderately similar to XP_507330.1 PREDICTED OJ1150_A11.18 gene p 435.5329 448.314 389.0473 396.9518 16 8.766638 8.808366 8.603802 8.63282 0.0218252 6.657634 0.04719225 7677 1.124428 up 8.787502 8.618311 0.029506 0.020519 0.169191 1.019632
1621910_aVvi.1979 Transcr ibed locus, strongly similar to NP_191788.1 ADP-ribosylation factor [Arabidopsis tha 10969.46 10971.83 5612.028 6173.195 16 13.4212 13.42152 12.45431 12.5918 0.0058059 13.06671 0.03002726 3208 1.863876 up 13.42136 12.52305 2.21E-04 0.097224 0.898306 1.071732
1621911_aVvi.8791 Transcr ibed locus, moderately similar to NP_200894.1 Ras-related GTP-binding protein, put 231.954 222.6297 696.8517 847.9356 16 7.857695 7.798502 9.444708 9.727811 0.0066975 12.15774 0.03067327 3622 3.382668 down 7.828098 9.58626 0.041856 0.200184 -1.7581617 0.816596
1621912_aVvi.9725 Transcr ibed locus, weakly similar to NP_176762.1 disease resistance-responsive family prote 168.4735 221.298 752.2752 858.3178 16 7.396378 7.789846 9.555117 9.745368 0.0110969 9.413702 0.0350667 5251 4.161576 down 7.593112 9.650242 0.278224 0.134528 -2.05713 0.786831
1621913_aVvi.185 Transcr ibed locus, moderately similar to NP_566842.1 pectinesterase family protein [Arabido 333.6454 289.1577 380.8072 358.3638 16 8.382172 8.175713 8.572917 8.485281 0.1554303 2.230669 0.20383042 12658 1.1893361 down 8.278942 8.529099 0.145989 0.061968 -0.2501565 0.97067
1621914_s_at 6.087234 6.130477 6.636766 5.906978 16 2.605787 2.615999 2.73048 2.56242 0.7138303 0.422369 0.74802816 15842 1.0249525 down 2.610893 2.64645 0.007221 0.118836 -0.035557 0.986564
1621915_aVvi.9613 Transcr ibed locus, moderately similar to NP_187923.1 DNA topoisomerase VIA (SPO11-1) [A  4.306349 4.344036 4.189711 4.18902 16 2.106465 2.119036 2.06685 2.066613 0.0181543 7.320379 0.04285332 7031 1.0324122 up 2.112751 2.066732 0.008889 1.68E-04 0.046019 1.022267
1621916_aVvi.5972 Transcr ibed locus, moderately similar to NP_201419.1 expressed protein [Arabidopsis thalian 12.79924 12.93919 10.69625 12.15822 16 3.677986 3.693676 3.419033 3.603861 0.2008255 1.880228 0.2525837 13199 1.1284829 up 3.685831 3.511447 0.011094 0.130693 0.1743845 1.049662
1621917_aVvi.8632 Transcr ibed locus, moderately similar to NP_566205.1 Ku70-binding family protein [Arabidop 757.5563 665.489 811.5384 801.295 16 9.565209 9.378271 9.664516 9.64619 0.189761 1.955045 0.2407835 13083 1.1357237 down 9.471741 9.655353 0.132185 0.012958 -0.183612 0.980983
1621918_aVvi.10693 Transcr ibed locus, moderately similar to NP_922209.1 putative hypersensitivity-related (hsr)p 5.866967 8.539746 24.46034 11.72128 16 2.552615 3.094193 4.612372 3.551058 0.169064 2.112129 0.21868335 12834 2.3921552 down 2.823404 4.081715 0.382954 0.750463 -1.258311 0.69172
1621919_aVvi.10889 Transcr ibed locus, weakly similar to NP_193014.2 auxilin-related [Arabidopsis thaliana] 117.703 115.6562 112.2553 114.0137 16 6.879007 6.853698 6.810639 6.833063 0.1190964 2.632152 0.16392288 12061 1.031327 up 6.866353 6.821851 0.017896 0.015856 0.0445017 1.006523
1621920_aVvi.7487 Transcr ibed locus, weakly similar to NP_568326.2 expressed protein [Arabidopsis thaliana] 2305.755 2485.17 1994.986 1851.882 16 11.17102 11.27913 10.96216 10.85478 0.0533189 4.155572 0.08666538 10213 1.2453977 up 11.22508 10.90847 0.076442 0.075934 0.316607 1.029024
1621921_aVvi.10013 Transcr ibed locus, moderately similar to XP_507035.1 PREDICTED OJ1116_E04.3 gene pro 1149.662 1012.868 61.49548 38.66674 16 10.16699 9.984231 5.942409 5.273021 0.0059759 12.87785 0.03011482 3293 22.129492 up 10.07561 5.607715 0.129233 0.473328 4.4678983 1.796741
1621922_aVvi.10455 Transcr ibed locus 4.445461 4.462733 4.315972 4.332371 16 2.152333 2.157928 2.109685 2.115157 0.0082885 10.91565 0.03179267 4327 1.0300465 up 2.15513 2.112421 0.003956 0.003869 0.0427094 1.020218
1621923_aVvi.184 Transcr ibed locus, moderately similar to NP_177217.1 60S ribosomal protein L27A (RPL27aC 6800.069 6461.852 9324.179 9493.364 16 12.73133 12.65773 13.18676 13.2127 0.0059126 12.94726 0.03008822 3258 1.4193205 down 12.69453 13.19973 0.052044 0.018344 -0.505201 0.961726
1621924_aVvi.2951 Transcr ibed locus 4.398049 4.451021 4.28064 4.259332 16 2.136864 2.154136 2.097827 2.090627 0.031724 5.479959 0.05950533 8850 1.0361791 up 2.1455 2.094227 0.012214 0.005091 0.0512734 1.024483
1621925_at 8.569506 8.722589 7.810843 7.644781 16 3.099212 3.124756 2.965478 2.934475 0.0150251 8.065932 0.03892679 6405 1.1188428 up 3.111984 2.949977 0.018062 0.021922 0.1620073 1.054918
1621926_aVvi.10725 Transcr ibed locus 147.6273 172.7613 205.2479 189.7829 16 7.205816 7.432636 7.681223 7.568207 0.1374416 2.410958 0.18403134 12398 1.2358371 down 7.319226 7.624715 0.160386 0.079915 -0.3054887 0.959934
1621927_aVvi.1744 Transcr ibed locus 349.4523 327.1068 231.1521 199.7458 16 8.448952 8.353618 7.852698 7.642021 0.0298689 5.655724 0.05718875 8670 1.573444 up 8.401285 7.747359 0.067411 0.148972 0.6539257 1.084406
1621928_at 323.3247 337.7459 382.4791 330.5529 16 8.33684 8.399795 8.579237 8.368737 0.4375984 0.961894 0.49220926 14759 1.0759946 down 8.368317 8.473988 0.044516 0.148846 -0.105671 0.98753
1621929_aVvi.5177 Transcr ibed locus 369.5364 351.3962 368.8615 361.6483 16 8.529573 8.456955 8.526936 8.498444 0.6678204 0.498054 0.7059184 15705 1.0135564 down 8.493263 8.51269 0.051348 0.020147 -0.019427 0.997718
1621930_aVvi.6262 Transcr ibed locus, weakly similar to NP_178620.1 glycine-rich protein (GRP) [Arabidopsis th 5.239186 5.258874 5.103752 4.922658 16 2.389343 2.394754 2.351558 2.299438 0.126293 2.540039 0.17179155 12204 1.0472096 up 2.392048 2.325498 0.003826 0.036855 0.0665504 1.028618
1621931_aVvi.10017 Transcr ibed locus, weakly similar to NP_201446.2 phosphatidic acid phosphatase-related / PA 488.5384 457.6275 394.3511 376.9057 16 8.932328 8.83803 8.623337 8.55806 0.0358903 5.135349 0.06482278 9191 1.2264439 up 8.88518 8.590698 0.066679 0.046158 0.2944815 1.034279
1621932_aVvi.5142 Transcr ibed locus, weakly similar to NP_195677.2 expressed protein [Arabidopsis thaliana] 11.82653 8.267489 4.772946 4.83392 16 3.563955 3.047449 2.25488 2.273194 0.056388 4.030978 0.0904758 10346 2.0586028 up 3.305702 2.264037 0.365225 0.01295 1.0416655 1.460092
1621933_aVvi.1496 Transcr ibed locus 1127.463 933.4811 1088.609 1135.583 16 10.13886 9.866477 10.08827 10.14922 0.4930663 0.831699 0.54463655 15029 1.0837812 down 10.00267 10.11874 0.192607 0.043096 -0.116074 0.988529
1621934_aVvi.9517 Transcr ibed locus 5.573969 5.64498 5.306002 5.31289 16 2.478705 2.496969 2.407625 2.409497 0.0131444 8.636065 0.03708114 5884 1.0564876 up 2.487837 2.408561 0.012914 0.001323 0.0792758 1.032914
1621935_aVvi.1191 Transcr ibed locus, strongly similar to XP_527011.1 PREDICTED: similar to protein phospha        1801.559 1758.116 2157.956 1904.041 16 10.81503 10.77982 11.07545 10.89485 0.178104 2.040484 0.22822502 12955 1.1389678 down 10.79742 10.98515 0.024901 0.127704 -0.187727 0.982911
1621936_aVvi.1753 Transcr ibed locus, weakly similar to XP_464088.1 putative cycloartenol synthase [Oryza sativa 224.1041 228.0204 207.9527 209.5379 16 7.808025 7.833019 7.700112 7.711068 0.0138035 8.423126 0.03764948 6085 1.082924 up 7.820522 7.70559 0.017673 0.007747 0.114932 1.014915
1621937_at 3894.541 3840.412 4043.265 4116.39 16 11.92724 11.90705 11.98131 12.00716 0.0424176 4.699568 0.07301374 9644 1.0548904 down 11.91714 11.99423 0.014278 0.018285 -0.077093 0.993572
1621938_x_at 6.832925 6.970131 6.585269 6.685073 16 2.772503 2.801186 2.719242 2.740943 0.087443 3.155771 0.1272664 11406 1.0401213 up 2.786845 2.730093 0.020282 0.015345 0.0567517 1.020787



1621939_aVvi.6419 Transcr ibed locus 225.7627 214.6348 280.6332 318.5842 16 7.818663 7.74574 8.132542 8.315531 0.0462699 4.485996 0.07793172 9856 1.3583308 down 7.782201 8.224036 0.051564 0.129393 -0.4418347 0.946275
1621940_aVvi.15224 Transcr ibed locus 3.65949 3.678051 3.555809 3.577712 16 1.871643 1.878941 1.830178 1.839037 0.0193259 7.088645 0.04427943 7245 1.0286016 up 1.875292 1.834608 0.005161 0.006265 0.0406843 1.022176
1621941_at 8.059005 8.961886 8.214612 8.014403 16 3.010602 3.163802 3.038193 3.002595 0.4850557 0.849535 0.53689545 14998 1.0473969 up 3.087202 3.020394 0.108329 0.025171 0.0668082 1.022119
1621942_aVvi.3215 Transcr ibed locus, moderately similar to NP_191888.2 expressed protein [Arabidopsis thalian 24.37689 24.68223 23.66583 25.24 16 4.607442 4.625401 4.564734 4.65764 0.9220006 0.110645 0.93381244 16391 1.003635 up 4.616422 4.611187 0.012699 0.065695 0.0052347 1.001135
1621943_aVvi.6828 Transcr ibed locus, moderately similar to NP_915868.1 P0034E02.34 [Oryza sativa (japonica c 573.1331 525.048 209.9205 228.6956 16 9.162726 9.036305 7.713699 7.837285 0.0044278 14.97826 0.02922683 2512 2.503634 up 9.099516 7.775492 0.089393 0.087388 1.324024 1.170282
1621944_aVvi.5062 Transcr ibed locus, moderately similar to NP_178224.1 fructose-bisphosphate aldolase, putati 9.272097 9.262615 7.91157 7.952552 16 3.212896 3.21142 2.983964 2.991418 2.86E-04 59.08245 0.01827131 256 1.1683453 up 3.212158 2.987691 0.001044 0.005271 0.2244667 1.07513
1621945_aVvi.2312 Transcr ibed locus, weakly similar to NP_910036.1 unknown protein [Oryza sativa (japonica cu 988.0783 911.3681 879.2226 919.3747 16 9.948482 9.83189 9.780085 9.844509 0.3627365 1.169443 0.41864106 14384 1.0554729 up 9.890186 9.812297 0.082443 0.045555 0.077889 1.007938
1621946_aVvi.5917 Transcr ibed locus, moderately similar to XP_506965.1 PREDICTED P0585G03.37 gene prod     6.005787 6.135563 5.770946 5.790682 16 2.586353 2.617196 2.528808 2.533733 0.0457238 4.514657 0.07723925 9827 1.0500836 up 2.601775 2.531271 0.021809 0.003483 0.0705042 1.027853
1621947_aVvi.8503 Transcr ibed locus, moderately similar to NP_912500.1 Putative non-symbiotic hemoglobin 2 ( 5744.378 5660.1 5074.962 4987.218 16 12.48794 12.46661 12.30918 12.28402 0.0082283 10.95596 0.03170272 4308 1.133413 up 12.47727 12.2966 0.015078 0.017792 0.180674 1.014693
1621948_aVvi.4079 Transcr ibed locus 8.446955 8.414567 7.870078 8.256583 16 3.078431 3.072889 2.976378 3.045545 0.2032101 1.864823 0.2551576 13221 1.0458666 up 3.07566 3.010961 0.003919 0.048909 0.0646989 1.021488
1621949_aVvi.5292 Transcr ibed locus 43.36059 46.83445 40.66567 33.07089 16 5.438313 5.549498 5.345739 5.04749 0.2027167 1.86799 0.25457665 13219 1.2288343 up 5.493905 5.196615 0.07862 0.210894 0.2972903 1.057208
1621950_sVvi.1869 Transcr ibed locus, weakly similar to NP_188119.1 RNA recognition motif (RRM)-containing 6.715527 6.740536 6.438944 6.476263 16 2.747501 2.752863 2.686824 2.695162 0.0069398 11.94141 0.03077344 3742 1.0418801 up 2.750182 2.690993 0.003792 0.005896 0.0591894 1.021995
1621951_aVvi.842 Transcr ibed locus, weakly similar to NP_177887.1 AP2 domain-containing transcr iption facto   105.0011 191.0623 138.155 219.52 16 6.714261 7.577899 7.110144 7.778208 0.6398144 0.546028 0.6805176 15608 1.2295204 down 7.14608 7.444176 0.610685 0.472393 -0.2980957 0.959956
1621952_aVvi.459 Transcr ibed locus, strongly similar to XP_531722.1 PREDICTED: similar to RBX1 protein [C 1238.012 1171.938 1419.047 1361.931 16 10.27381 10.19468 10.47071 10.41144 0.0526516 4.184052 0.08587505 10178 1.1541471 down 10.23425 10.44107 0.055953 0.041909 -0.206827 0.980191
1621953_sVvi.7019 Transcr ibed locus, moderately similar to NP_174118.1 nuclear transport factor 2 (NTF2), put 10462.26 10236.94 9644.647 10466.59 16 13.35291 13.3215 13.23551 13.3535 0.5567303 0.699338 0.60339254 15317 1.0300355 up 13.3372 13.29451 0.022211 0.083432 0.042694 1.003211
1621954_aVvi.7414 Transcr ibed locus, weakly similar to NP_187902.1 expressed protein [Arabidopsis thaliana] 6.860731 6.892478 6.592226 6.668419 16 2.778362 2.785023 2.720766 2.737345 0.0276166 5.892127 0.05420787 8457 1.0371592 up 2.781693 2.729055 0.00471 0.011723 0.0526373 1.019288
1621955_aVvi.10245 Transcr ibed locus, weakly similar to NP_566913.1 copper-binding family protein [Arabidopsis 4.144837 4.024969 64.38402 71.70823 16 2.051315 2.008978 6.008631 6.164067 3.94E-04 50.35669 0.01871624 343 16.6356 down 2.030147 6.086349 0.029937 0.10991 -4.0562019 0.333557
1621956_aVvi.15109 Transcr ibed locus 6.735998 6.671324 7.251484 6.603222 16 2.751892 2.737973 2.858276 2.72317 0.5696247 0.674284 0.6150835 15374 1.0322491 down 2.744932 2.790723 0.009842 0.095534 -0.0457911 0.983592
1621957_aVvi.12983 Transcr ibed locus, moderately similar to NP_181433.1 GCN5-related N-acetyltransferase (G 5.122673 5.150298 4.870973 4.877681 16 2.356897 2.364656 2.28421 2.286196 0.0027962 18.87134 0.0270467 1713 1.05378 up 2.360776 2.285203 0.005487 0.001404 0.0755737 1.033071
1621958_at 67.12785 68.33402 59.21309 59.42383 16 6.06884 6.094532 5.887844 5.89297 0.004657 14.60243 0.02929417 2637 1.1417758 up 6.081686 5.890407 0.018167 0.003624 0.1912794 1.032473
1621959_at 8.558879 8.656142 7.977252 7.675261 16 3.097422 3.113724 2.995892 2.940216 0.0417258 4.740951 0.07221039 9591 1.1000121 up 3.105573 2.968054 0.011528 0.039369 0.1375194 1.046333
1621960_aVvi.12402 Transcr ibed locus, weakly similar to XP_479298.1 unknown protein [Oryza sativa (japonica cu 205.476 227.0075 218.2333 224.8723 16 7.682826 7.826596 7.769727 7.812962 0.673795 0.488019 0.71146375 15722 1.0257175 down 7.754711 7.791345 0.101661 0.030572 -0.0366336 0.995298
1621961_aVvi.97 Transcr ibed locus 3.77053 3.776237 3.646303 3.683001 16 1.914767 1.916949 1.866434 1.880882 0.0286864 5.776422 0.05556539 8570 1.029683 up 1.915858 1.873658 0.001543 0.010216 0.0422003 1.022523
1621962_at 1750.715 1712.937 1662.625 1683.303 16 10.77373 10.74226 10.69925 10.71708 0.1103617 2.755052 0.15398148 11898 1.035142 up 10.75799 10.70816 0.022254 0.012609 0.049829 1.004653
1621963_x_at 9.453925 9.565669 8.482973 8.257147 9 3.240913 3.257866 3.08457 3.045644 0.013012 8.680742 0.03692745 5849 1.1362519 up 3.24939 3.065107 0.011987 0.027525 0.1842827 1.060123
1621964_aVvi.9653 Transcr ibed locus 60.73945 61.16695 73.82607 58.97365 16 5.924563 5.934681 6.206059 5.881999 0.5534775 0.705742 0.6005773 15299 1.0825297 down 5.929622 6.044028 0.007155 0.229145 -0.1144066 0.981071
1621965_sVvi.5065 Transcr ibed locus, strongly similar to NP_197745.1 26S proteasome regulatory subunit, puta 5258.924 4946.332 4553.959 4385.04 16 12.36055 12.27214 12.1529 12.09837 0.0668165 3.672007 0.10311521 10755 1.1413238 up 12.31635 12.12564 0.062513 0.038559 0.190708 1.015728
1621966_at 208.291 180.5306 51.86801 69.51097 16 7.702457 7.4961 5.696773 6.119169 0.0187726 7.195405 0.04355265 7155 3.2294927 up 7.599279 5.907971 0.145916 0.298679 1.6913075 1.286276
1621967_aVvi.5613 Transcr ibed locus, strongly similar to NP_194858.1 20S proteasome beta subunit A (PBA1) ( 1617.242 1723.142 1943.499 1732.024 16 10.65932 10.75083 10.92444 10.75824 0.2873851 1.436508 0.34297803 13910 1.0990596 down 10.70507 10.84134 0.064705 0.117519 -0.13627 0.987431
1621968_aVvi.10381 Transcr ibed locus, moderately similar to NP_563636.1 peroxisomal biogenesis factor 11 fami 7.30444 7.36834 6.89946 6.862991 16 2.868774 2.88134 2.786484 2.778837 0.0062764 12.56296 0.03032741 3434 1.0661396 up 2.875057 2.782661 0.008885 0.005407 0.0923962 1.033204
1621969_sVvi.7546 Transcr ibed locus, strongly similar to NP_851228.1 actin-depolymerizing factor 4 (ADF4) [A 5978.878 6048.996 6464.898 5999.846 16 12.54566 12.56248 12.65841 12.55071 0.4520562 0.926354 0.5054918 14846 1.0356169 down 12.55407 12.60456 0.011894 0.076157 -0.0504905 0.995994
1621970_aVvi.15131 Transcr ibed locus 864.3976 954.0945 233.4932 246.4102 16 9.755551 9.897988 7.867236 7.944918 0.0017791 23.67674 0.02507989 1176 3.7860472 up 9.82677 7.906077 0.100718 0.054929 1.9206926 1.242939
1621971_x_at 18386.87 18604.71 18902.52 20964.31 16 14.16639 14.18338 14.20629 14.35565 0.2935833 1.411457 0.34919548 13957 1.0763034 down 14.17489 14.28097 0.012015 0.105611 -0.106085 0.992572
1621972_s_at 447.791 387.2244 374.0298 391.5279 16 8.806682 8.597026 8.547009 8.612971 0.382952 1.10892 0.43855754 14496 1.0881394 up 8.701854 8.57999 0.148249 0.046642 0.121864 1.014203
1621973_aVvi.9753 Transcr ibed locus, weakly similar to NP_182121.1 cytochrome P450, putative [Arabidopsis tha 6.203582 6.213528 5.864112 5.846946 16 2.633102 2.635413 2.551913 2.547683 8.13E-04 35.04643 0.0221369 606 1.0602901 up 2.634257 2.549798 0.001634 0.002991 0.084459 1.033124
1621974_aVvi.1257 Transcr ibed locus 291.3299 314.2857 375.5306 339.9021 16 8.18651 8.295933 8.552787 8.408976 0.1175867 2.652469 0.16219465 12035 1.1807138 down 8.241221 8.480881 0.077374 0.10169 -0.23966 0.971741
1621975_aVvi.15467 Transcr ibed locus 422.0906 426.3243 439.2799 416.8745 16 8.721409 8.735807 8.778996 8.703469 0.7738076 0.328396 0.8023705 16010 1.0087892 down 8.728608 8.741233 0.010181 0.053406 -0.012625 0.998556
1621976_aVvi.2107 Transcr ibed locus, moderately similar to NP_199281.1 methyladenine glycosylase family prote  5.288108 5.353972 5.131217 5.120166 16 2.402752 2.42061 2.359301 2.356191 0.0270956 5.950901 0.05361637 8389 1.0380925 up 2.411681 2.357746 0.012627 0.002199 0.0539351 1.022876
1621977_aVvi.14796 Transcr ibed locus 92.76619 94.50981 102.9598 139.9292 16 6.535527 6.562392 6.685938 7.128553 0.2474776 1.615976 0.30183825 13611 1.281902 down 6.54896 6.907246 0.018996 0.312976 -0.3582859 0.948129
1621978_aVvi.15597 Transcr ibed locus 186.2685 169.9023 193.4832 186.3119 16 7.54124 7.408561 7.596065 7.541576 0.320551 1.309604 0.37649715 14134 1.0672656 down 7.474901 7.56882 0.093818 0.038529 -0.0939193 0.987591
1621979_aVvi.3555 Transcr ibed locus, moderately similar to NP_176473.1 expressed protein [Arabidopsis thalian 82.2447 77.63915 61.65472 69.75929 16 6.361851 6.278712 5.946139 6.124313 0.1012035 2.899608 0.14327458 11726 1.2184569 up 6.320282 6.035226 0.058788 0.125988 0.2850552 1.047232
1621980_aVvi.14751 Transcr ibed locus 6.877247 6.875501 6.595765 6.630095 16 2.781831 2.781465 2.72154 2.729029 0.0043956 15.03343 0.02920871 2495 1.0398414 up 2.781648 2.725285 2.59E-04 0.005296 0.0563636 1.020682
1621981_at 5.330468 5.359349 5.122039 5.272043 16 2.414262 2.422058 2.356718 2.398362 0.1952067 1.917513 0.24656278 13143 1.0285556 up 2.41816 2.37754 0.005512 0.029447 0.04062 1.017085
1621982_sVvi.2231 Transcr ibed locus, moderately similar to NP_197445.1 cinnamyl-alcohol dehydrogenase, puta 262.8982 235.4535 329.0884 350.0539 16 8.038361 7.879298 8.362331 8.451433 0.0389896 4.915062 0.06867955 9424 1.3641979 down 7.958829 8.406882 0.112474 0.063004 -0.4480526 0.946704
1621983_sVvi.11296 Transcr ibed locus, moderately similar to NP_566506.1 glycosyltransferase family 14 protein / 44.93987 42.79705 28.16732 27.81072 16 5.489924 5.419439 4.81595 4.797569 0.0031449 17.7898 0.02773125 1881 1.5669092 up 5.454681 4.80676 0.04984 0.012997 0.6479214 1.134794
1621984_at 132.2139 114.561 67.93261 68.31148 16 7.04673 6.839972 6.086032 6.094056 0.0143832 8.247967 0.03836554 6223 1.8066372 up 6.943351 6.090044 0.1462 0.005674 0.853307 1.140115
1621985_x_at 8.714405 8.828733 7.902446 7.728343 16 3.123402 3.142207 2.982299 2.950159 0.0122637 8.946771 0.03618296 5626 1.1223911 up 3.132804 2.966229 0.013297 0.022726 0.1665754 1.056157
1621986_aVvi.4609 Transcr ibed locus, strongly similar to NP_191473.2 ABC transporter family protein [Arabidop  3.719235 3.745675 3.60104 3.575217 16 1.895006 1.905226 1.848414 1.838031 0.0160011 7.810225 0.04010628 6622 1.0402235 up 1.900116 1.843222 0.007227 0.007342 0.0568936 1.030866
1621987_aVvi.2563 Transcr ibed locus, moderately similar to NP_188806.1 MATE efflux family protein [Arabidops 76.30792 86.73004 117.1757 79.96169 16 6.253761 6.43846 6.87253 6.321237 0.4792563 0.862635 0.53128904 14975 1.189844 down 6.346111 6.596883 0.130602 0.389823 -0.2507723 0.961986
1621988_aVvi.12683 Transcr ibed locus 1535.496 1424.962 1158.667 1170.287 16 10.58449 10.47671 10.17825 10.19265 0.0239267 6.348255 0.0498721 7964 1.2702831 up 10.5306 10.18545 0.076213 0.010179 0.34515 1.033887
1621989_at 8.426331 9.087683 10.00919 11.8677 16 3.074905 3.183913 3.323254 3.568968 0.1425728 2.35634 0.18958698 12484 1.2454802 down 3.129409 3.446111 0.07708 0.173746 -0.3167021 0.908099
1621990_aVvi.15572 Transcr ibed locus 4.155709 4.224469 3.957445 4.056271 16 2.055095 2.07877 1.984569 2.020154 0.0942989 3.021477 0.13513593 11584 1.0457735 up 2.066932 2.002362 0.016741 0.025162 0.0645704 1.032247
1621991_aVvi.6225 Transcr ibed locus, weakly similar to NP_850711.1 UBP1 interacting protein 2a (UBA2a) [Ara  1188.376 1282.646 1666.247 1704.453 16 10.21478 10.32491 10.70239 10.73509 0.0159833 7.814679 0.04009711 6616 1.3649985 down 10.26984 10.71874 0.077875 0.023127 -0.448899 0.95812
1621992_sVvi.8969 Transcr ibed locus, weakly similar to XP_469601.1 expressed protein [Oryza sativa (japonica c 90.78738 92.38625 88.1855 119.55 16 6.50442 6.529606 6.46247 6.90147 0.5313439 0.750277 0.58035344 15199 1.1211324 down 6.517013 6.68197 0.01781 0.31042 -0.1649566 0.975313
1621993_aVvi.12226 Transcr ibed locus 8.496534 8.488464 8.01418 7.657397 16 3.086875 3.085504 3.002555 2.936854 0.0711765 3.545142 0.10831714 10908 1.0840901 up 3.086189 2.969705 9.70E-04 0.046457 0.1164847 1.039224
1621994_aVvi.7872 Transcr ibed locus 2189.687 1922.019 2645.026 2246.373 16 11.09651 10.90841 11.36907 11.13338 0.2407382 1.649942 0.2948968 13552 1.1881903 down 11.00246 11.25122 0.133008 0.166654 -0.2487655 0.97789
1621995_aVvi.7859 Transcr ibed locus, weakly similar to NP_194581.1 12S seed storage protein, putative / crucife 9031.034 9208.952 9630.663 9348.698 16 13.14068 13.16882 13.23342 13.19055 0.155275 2.2321 0.20368978 12654 1.0404702 down 13.15475 13.21199 0.019902 0.030314 -0.057236 0.995668
1621996_aVvi.12344 Transcr ibed locus 24.05886 24.53622 28.40813 26.5715 16 4.588496 4.616841 4.828232 4.731808 0.0717521 3.529233 0.10895711 10932 1.1308056 down 4.602669 4.78002 0.020043 0.068182 -0.1773508 0.962897
1621997_sVvi.12614 Transcr ibed locus 200.0506 184.8636 233.2955 250.7952 16 7.644222 7.530317 7.866015 7.970366 0.0503958 4.284371 0.08298694 10079 1.2578154 down 7.58727 7.91819 0.080543 0.073788 -0.33092 0.958208
1621998_aVvi.11835 Transcr ibed locus, weakly similar to NP_182325.1 expressed protein [Arabidopsis thaliana] 19.57137 20.30941 20.84962 20.00245 16 4.290673 4.344076 4.381949 4.322105 0.478628 0.864064 0.5307008 14972 1.0243102 down 4.317374 4.352027 0.037762 0.042317 -0.034653 0.992038
1621999_aVvi.15536 Transcr ibed locus 5.596456 5.031865 5.424114 5.451649 16 2.484514 2.331093 2.439388 2.446693 0.6913942 0.45883 0.72736365 15780 1.0247251 down 2.407803 2.44304 0.108485 0.005166 -0.0352368 0.985577
1622000_sVvi.14379 Transcr ibed locus 347.8395 326.2768 419.3822 417.4875 16 8.442278 8.349953 8.712122 8.705589 0.0212029 6.757859 0.04633553 7596 1.2420647 down 8.396115 8.708856 0.065284 0.004619 -0.312741 0.964089
1622001_aVvi.258 Transcr ibed locus, weakly similar to NP_175357.1 BURP domain-containing protein [Arabido  13.37482 16.99487 19.38912 31.59229 16 3.741447 4.087027 4.277175 4.981501 0.2098786 1.822987 0.26228112 13284 1.6415981 down 3.914237 4.629338 0.244362 0.498033 -0.715101 0.845528
1622002_aVvi.248 Transcr ibed locus, weakly similar to NP_198037.2 expressed protein [Arabidopsis thaliana] 187.1908 185.5174 333.6787 355.7209 16 7.548365 7.535411 8.382316 8.474602 0.0027508 19.02699 0.02703933 1688 1.8487766 down 7.541888 8.428459 0.00916 0.065256 -0.886571 0.894812
1622003_aVvi.10494 Transcr ibed locus 11.90249 23.47821 316.6505 378.9477 16 3.573191 4.55325 8.306747 8.565855 0.0131694 8.627684 0.03711397 5890 20.721848 down 4.063221 8.436301 0.693007 0.183217 -4.3730805 0.481635
1622004_aVvi.623 Transcr ibed locus, moderately similar to NP_564572.1 ubiquitin-conjugating enzyme 20 (UB 712.1701 619.9551 384.5457 402.1565 16 9.476078 9.27602 8.587011 8.651613 0.0187537 7.199136 0.0435392 7150 1.6896645 up 9.376049 8.619312 0.141462 0.04568 0.756737 1.087796
1622005_aVvi.4473 Transcr ibed locus 35.44627 35.86229 34.49624 34.6491 16 5.147562 5.164396 5.108367 5.114746 0.0386889 4.935292 0.06828025 9406 1.0312704 up 5.155979 5.111557 0.011903 0.004511 0.0444225 1.008691
1622006_aVvi.12297 Transcr ibed locus, weakly similar to NP_174638.2 expressed protein [Arabidopsis thaliana] 67.21393 70.33156 63.98076 62.30492 16 6.070688 6.1361 5.999566 5.961274 0.0832812 3.244879 0.12225962 11308 1.0889777 up 6.103395 5.98042 0.046253 0.027076 0.1229745 1.020563
1622007_aVvi.15341 Transcr ibed locus 4.448612 4.732581 5.551116 5.58879 16 2.153355 2.242627 2.472778 2.482536 0.0248222 6.228389 0.05097697 8083 1.2139133 down 2.197991 2.477657 0.063125 0.0069 -0.2796654 0.887125
1622008_aVvi.7584 Transcr ibed locus, moderately similar to XP_478632.1 histone H2A [Oryza sativa (japonica cu 2581.365 2454.735 9292.355 9122.342 16 11.33392 11.26135 13.18183 13.15519 4.27E-04 48.40385 0.01871624 373 3.6575396 down 11.29764 13.16851 0.051313 0.018838 -1.870874 0.857928
1622009_aVvi.6762 Transcr ibed locus, weakly similar to NP_567338.1 pollen Ole e 1 allergen and extensin family 11386.81 11646.84 16836.05 17468.59 16 13.47508 13.50765 14.03927 14.09248 0.0029353 18.41683 0.02740838 1777 1.4891683 down 13.49136 14.06587 0.023034 0.037625 -0.574506 0.959156
1622010_aVvi.13144 Transcr ibed locus, moderately similar to NP_920979.1 putative RNA polymerase alpha subun 12615.02 13858.87 12583.14 13000.74 16 13.62285 13.75852 13.6192 13.66631 0.5731454 0.667533 0.61836237 15387 1.0337832 up 13.69069 13.64276 0.095932 0.033306 0.0479335 1.003513
1622011_aVvi.1640 Transcr ibed locus 3615.794 4165.913 3156.776 3593.577 16 11.8201 12.02442 11.62424 11.8112 0.2776973 1.477045 0.33330902 13831 1.1523168 up 11.92226 11.71772 0.144477 0.132206 0.204537 1.017455
1622012_at 5.474615 5.459414 5.194242 5.196469 16 2.452757 2.448746 2.376913 2.377532 7.61E-04 36.23179 0.02208456 571 1.0522877 up 2.450752 2.377223 0.002836 4.37E-04 0.0735293 1.030931
1622013_aVvi.7962 Transcr ibed locus, moderately similar to NP_179732.2 xylulose kinase, putative [Arabidopsis t 41.73428 45.60436 25.43755 26.83514 16 5.383161 5.5111 4.668888 4.746051 0.010047 9.901266 0.03395069 4912 1.6697831 up 5.44713 4.70747 0.090466 0.054563 0.7396605 1.157125
1622014_aVvi.10822 Transcr ibed locus, weakly similar to XP_463756.1 B1139B11.10 [Oryza sativa (japonica cultiv 6.51324 6.576341 6.121059 6.150681 16 2.703375 2.717285 2.613781 2.620746 0.0069125 11.96526 0.03077344 3724 1.0666349 up 2.71033 2.617264 0.009836 0.004925 0.0930664 1.035559
1622015_aVvi.13008 Transcr ibed locus 9525.001 9123.844 6264.989 6195.278 16 13.2175 13.15543 12.6131 12.59695 0.0030286 18.12974 0.02766159 1811 1.4963421 up 13.18646 12.60502 0.043895 0.011415 0.58144 1.046128
1622016_aVvi.9845 Transcr ibed locus 7.627034 7.647068 7.195623 7.415327 16 2.931122 2.934907 2.84712 2.89051 0.0983819 2.947938 0.13990033 11674 1.0455046 up 2.933014 2.868815 0.002676 0.030682 0.0641994 1.022378
1622017_aVvi.9614 Transcr ibed locus, moderately similar to NP_177629.1 ADP-glucose pyrophosphorylase fami 526.1563 536.6901 674.8264 565.2854 16 9.039348 9.067946 9.398373 9.142836 0.2335573 1.687517 0.2873324 13493 1.1622803 down 9.053646 9.270604 0.020222 0.180692 -0.216958 0.976597
1622018_aVvi.8073 Transcr ibed locus, weakly similar to NP_180016.1 auxin-responsive protein, putative / small a 5.565144 5.581366 5.335183 5.347932 16 2.476419 2.480618 2.415538 2.418981 0.0019588 22.56137 0.02540634 1279 1.043376 up 2.478519 2.41726 0.002969 0.002435 0.061259 1.025342
1622019_s_at 914.9985 826.3281 76.46462 85.76537 16 9.837626 9.690571 6.256721 6.422323 0.0010439 30.92576 0.02259248 763 10.737426 up 9.764098 6.339522 0.103983 0.117099 3.424576 1.540195
1622020_sVvi.7140 Transcr ibed locus, weakly similar to NP_193759.1 DREPP plasma membrane polypeptide fam 2394.777 2258.663 1717.624 1747.443 16 11.22568 11.14125 10.7462 10.77103 0.0105559 9.655903 0.03464103 5058 1.3424333 up 11.18346 10.75861 0.059695 0.017558 0.42485 1.039489
1622021_aVvi.2738 Transcr ibed locus, moderately similar to NP_187154.1 sodium proton exchanger, putative (NH  265.6542 241.5901 91.53733 97.48476 16 8.053406 7.916418 6.516288 6.607105 0.0033175 17.31853 0.02783547 1968 2.6818256 up 7.984912 6.561697 0.096865 0.064217 1.4232155 1.216897
1622022_aVvi.9785 Transcr ibed locus, strongly similar to NP_850374.1 expressed protein [Arabidopsis thaliana] 952.7961 932.0894 1836.933 1693.212 16 9.896024 9.864325 10.84308 10.72555 0.0045016 14.85412 0.02926091 2547 1.8714292 down 9.880175 10.78432 0.022415 0.083111 -0.90414 0.916162
1622023_aVvi.5362 Transcr ibed locus, moderately similar to NP_850122.1 vacuolar proton ATPase, putative [Ara 13.60081 13.13689 11.89457 12.52864 16 3.765621 3.715551 3.572231 3.647158 0.1008857 2.904956 0.14287335 11722 1.0949701 up 3.740586 3.609695 0.035404 0.052981 0.1308915 1.036261
1622024_aVvi.15260 Transcr ibed locus 4.792471 4.828807 4.6622 4.872412 16 2.26077 2.271667 2.221011 2.284636 0.7184174 0.415011 0.7523116 15853 1.0093278 up 2.266218 2.252823 0.007705 0.04499 0.0133948 1.005946
1622025_aVvi.6234 Transcr ibed locus 2799.376 3065.122 1620.828 1106.075 16 11.45089 11.58173 10.66252 10.11123 0.0575399 3.986734 0.09182658 10402 2.1877313 up 11.51631 10.38687 0.092517 0.389816 1.129436 1.108737
1622026_aVvi.15178 Transcr ibed locus 6.383682 6.62893 4.87313 4.589393 16 2.674389 2.728776 2.284849 2.198304 0.0121198 9.000706 0.0359694 5593 1.3755478 up 2.701582 2.241576 0.038457 0.061197 0.4600062 1.205216
1622027_aVvi.3227 Transcr ibed locus, moderately similar to NP_190300.1 expressed protein [Arabidopsis thalian 497.6127 473.6787 305.4164 225.1821 16 8.958879 8.887765 8.254634 7.814949 0.0574585 3.989818 0.09174134 10397 1.851291 up 8.923323 8.034791 0.050286 0.310905 0.888532 1.110586
1622028_aVvi.9305 Transcr ibed locus, moderately similar to NP_568391.1 NADH-cytochrome b5 reductase, puta 1090.555 1012.469 1569.832 1476.539 16 10.09085 9.983663 10.61639 10.528 0.0164472 7.700954 0.04070369 6707 1.4488864 down 10.03725 10.5722 0.075791 0.062501 -0.534945 0.949401
1622029_at 5.411145 5.457928 5.166219 5.186264 16 2.435934 2.448353 2.369109 2.374696 0.0092667 10.3158 0.03309353 4647 1.0498924 up 2.442143 2.371902 0.008782 0.003951 0.0702414 1.029614
1622030_at 10.41381 10.14529 9.065698 9.441283 16 3.380426 3.342738 3.180418 3.238983 0.0487523 4.36169 0.08089816 10004 1.1110176 up 3.361582 3.209701 0.026649 0.041412 0.1518817 1.04732
1622031_aVvi.15703 Transcr ibed locus 3.429438 3.445691 3.324744 3.351892 16 1.777972 1.784793 1.733243 1.744976 0.0248113 6.229804 0.05097238 8079 1.029735 up 1.781383 1.73911 0.004823 0.008296 0.0422731 1.024307
1622032_aVvi.4147 Transcr ibed locus, moderately similar to XP_467197.1 putative GAMM1 protein [Oryza sativa 1732.138 1755.289 2347.256 2127.938 16 10.75834 10.77749 11.19676 11.05524 0.0375384 5.014876 0.06684312 9321 1.2817223 down 10.76792 11.126 0.013544 0.100069 -0.358083 0.967816
1622033_aVvi.5152 Transcr ibed locus, moderately similar to NP_187724.2 clathrin heavy chain, putative [Arabidop 989.0971 1179.253 1314.674 1355.033 16 9.949968 10.20366 10.36049 10.40411 0.1409303 2.373523 0.18776378 12460 1.2358371 down 10.07681 10.3823 0.179386 0.030845 -0.305488 0.970576
1622034_aVvi.14708 Transcr ibed locus 5.601337 5.657347 5.368225 5.35997 16 2.485771 2.500126 2.424445 2.422225 0.0107097 9.585218 0.03476531 5113 1.0494355 up 2.492949 2.423335 0.01015 0.00157 0.0696135 1.028726
1622035_at 16.28179 16.63137 13.31625 12.08325 10 4.025187 4.055835 3.735116 3.594936 0.034624 5.233592 0.06324438 9088 1.2972758 up 4.040511 3.665026 0.021671 0.099122 0.375485 1.102451
1622036_at 2.425231 2.417902 2.370481 2.379041 16 1.278122 1.273756 1.24518 1.25038 0.0142257 8.294509 0.03821604 6179 1.0197101 up 1.275939 1.24778 0.003087 0.003677 0.0281591 1.022567
1622037_s_at 852.8245 769.4606 113.3274 115.3185 16 9.736105 9.587704 6.824353 6.849479 7.09E-04 37.53804 0.02180507 538 7.086083 up 9.661904 6.836916 0.104936 0.017767 2.824988 1.413196
1622038_aVvi.14432 Transcr ibed locus 173.535 187.0317 249.3662 259.4185 16 7.439084 7.54714 7.962122 8.019137 0.0147436 8.144313 0.03877961 6310 1.4117827 down 7.493112 7.99063 0.076407 0.040316 -0.4975181 0.937737
1622039_at 4.63696 4.657775 4.456492 4.421121 16 2.213179 2.219641 2.155908 2.144412 0.0097614 10.04721 0.03364966 4814 1.0469916 up 2.21641 2.15016 0.004569 0.008129 0.0662499 1.030812
1622040_aVvi.7338 Transcr ibed locus, weakly similar to NP_565029.1 expressed protein [Arabidopsis thaliana] 8767.623 8525.279 7669.601 7041.769 16 13.09797 13.05753 12.90494 12.78172 0.0687133 3.615386 0.10548109 10814 1.1764358 up 13.07775 12.84333 0.028594 0.087125 0.234423 1.018253
1622041_at 22.08683 24.43043 17.14487 15.43008 14 4.465115 4.610607 4.099705 3.947674 0.0394151 4.886824 0.06924409 9449 1.4281739 up 4.537861 4.023689 0.102879 0.107502 0.5141717 1.127786
1622042_aVvi.15192 Transcr ibed locus 4.949171 4.878035 4.636134 4.657128 16 2.307187 2.2863 2.212922 2.219441 0.0179466 7.363798 0.04259643 6993 1.0574299 up 2.296743 2.216181 0.014769 0.004609 0.0805621 1.036352
1622043_aVvi.10180 Transcr ibed locus 226.0014 218.3785 607.0748 906.5762 16 7.820188 7.770687 9.24573 9.824285 0.0267432 5.991617 0.05320437 8344 3.3393567 down 7.795437 9.535007 0.035003 0.4091 -1.7395697 0.81756
1622044_aVvi.15696 Transcr ibed locus 4.380768 4.351342 4.209966 4.227125 16 2.131184 2.12146 2.073809 2.079677 0.0128649 8.731211 0.03680567 5802 1.0349633 up 2.126322 2.076743 0.006876 0.004149 0.0495797 1.023874
1622045_aVvi.15069 Transcr ibed locus 5.090523 5.112101 4.876544 4.904176 16 2.347814 2.353916 2.285859 2.294011 0.0069104 11.96708 0.03077344 3722 1.043138 up 2.350865 2.289935 0.004315 0.005764 0.0609301 1.026608
1622046_aVvi.5208 Transcr ibed locus, weakly similar to NP_922889.1 unknown protein [Oryza sativa (japonica cu 328.5635 331.2629 403.5682 394.6518 16 8.360028 8.371833 8.656669 8.624436 0.0038831 16.00085 0.02841216 2268 1.2096771 down 8.365931 8.640553 0.008347 0.022792 -0.2746215 0.968217
1622047_at 387.2965 407.8832 290.2828 226.7043 16 8.597295 8.672012 8.181315 7.824668 0.0740711 3.466954 0.11174271 11004 1.5493482 up 8.634653 8.002992 0.052833 0.252188 0.631661 1.078928
1622048_aVvi.12266 Transcr ibed locus, weakly similar to XP_478750.1 unknown protein [Oryza sativa (japonica cu 10.15165 9.217875 8.631336 12.18728 16 3.343643 3.204434 3.109584 3.607304 0.7749598 0.326633 0.8031639 16018 1.0602509 down 3.274039 3.358444 0.098435 0.351942 -0.0844056 0.974868
1622049_aVvi.11525 Transcr ibed locus, weakly similar to NP_191512.1 strictosidine synthase family protein [Arabi 6.261474 6.223572 5.909915 5.782982 16 2.646502 2.637743 2.563137 2.531814 0.0282774 5.819887 0.0550559 8526 1.0678042 up 2.642123 2.547475 0.006194 0.022149 0.0946472 1.037153
1622050_aVvi.7241 Transcr ibed locus, weakly similar to NP_567210.1 expressed protein [Arabidopsis thaliana] 668.3705 673.6622 1215.25 1372.578 16 9.384504 9.395882 10.24704 10.42267 0.0085667 10.73464 0.03218032 4418 1.924738 down 9.390193 10.33486 0.008045 0.124192 -0.944662 0.908595
1622051_aVvi.3986 Transcr ibed locus, moderately similar to NP_567979.1 cyclase family protein [Arabidopsis tha 586.9404 599.8903 817.7501 686.342 16 9.19707 9.228555 9.675516 9.422784 0.118421 2.641196 0.16314672 12049 1.2625479 down 9.212812 9.54915 0.022263 0.178709 -0.336338 0.964778
1622052_sVvi.960 Transcr ibed locus, moderately similar to NP_195633.1 RER1A protein [Arabidopsis thaliana] 4673.194 4999.46 5439.035 5474.34 16 12.19019 12.28756 12.40913 12.41847 0.0700484 3.576868 0.10715518 10851 1.1289071 down 12.23887 12.4138 0.068846 0.006601 -0.174927 0.985909
1622053_aVvi.14885 Transcr ibed locus, moderately similar to NP_196667.2 homeobox protein knotted-1 like 4 (KNA5.670625 5.665228 5.439071 5.455097 16 2.503508 2.502134 2.44336 2.447605 0.0015101 25.70453 0.02465859 1015 1.0405442 up 2.502821 2.445483 9.71E-04 0.003001 0.0573383 1.023447
1622054_aVvi.10349 Transcr ibed locus, strongly similar to NP_564643.1 eukaryotic translation initiation factor 2B 743.2877 736.4908 786.66 830.6359 16 9.537777 9.524524 9.619597 9.698072 0.0849378 3.208659 0.12421931 11351 1.0925381 down 9.531151 9.658834 0.009371 0.055491 -0.127683 0.986781
1622055_x_at 5.399079 5.429781 5.165648 5.138043 16 2.432713 2.440894 2.368949 2.361219 0.0061009 12.74409 0.03013007 3358 1.0509686 up 2.436804 2.365084 0.005785 0.005466 0.0717196 1.030324
1622056_s_at 5475.553 5617.284 5088.566 4944.665 16 12.41879 12.45566 12.31305 12.27166 0.0347005 5.227509 0.0633353 9095 1.1056323 up 12.43722 12.29235 0.026069 0.029265 0.1448715 1.011785
1622057_aVvi.12564 Transcr ibed locus, weakly similar to NP_191254.1 small basic membrane integral family prote 14.13379 13.09927 12.00744 12.20083 16 3.821077 3.711415 3.585856 3.608907 0.0947107 3.013855 0.1356442 11591 1.1241729 up 3.766246 3.597382 0.077543 0.016299 0.168864 1.046941
1622058_at 27.32855 28.74853 26.74136 26.59476 16 4.772337 4.845416 4.741001 4.73307 0.1898189 1.954638 0.24083863 13084 1.0510569 up 4.808877 4.737036 0.051675 0.005608 0.0718407 1.015166
1622059_aVvi.82 GO:000609Malate dehydrogenase (MDH) mRNA, complete cds; nuclear gene for mitochondrial product 6269.359 6047.908 7741.334 7705.514 16 12.6141 12.56222 12.91837 12.91168 0.0063426 12.49667 0.03037211 3462 1.25428 down 12.58816 12.91502 0.036686 0.004731 -0.32686 0.974691
1622060_aVvi.14884 Transcr ibed locus 4.350056 4.370123 4.233255 4.233718 16 2.121034 2.127674 2.081768 2.081925 0.0060482 12.79995 0.03012973 3331 1.0299025 up 2.124354 2.081846 0.004695 1.11E-04 0.0425078 1.020418
1622061_aVvi.8445 Transcr ibed locus, moderately similar to NP_176191.1 haloacid dehalogenase-like hydrolase   571.1841 558.3584 679.5508 599.0331 16 9.157812 9.125048 9.408438 9.226492 0.1971594 1.904394 0.24861313 13165 1.1297746 down 9.14143 9.317465 0.023168 0.128655 -0.176035 0.981107
1622062_at 9.832898 9.694491 8.68777 8.233356 16 3.297617 3.277165 3.118986 3.041481 0.0354527 5.168719 0.0643192 9150 1.1544117 up 3.287391 3.080233 0.014461 0.054805 0.207158 1.067254
1622063_sVvi.7363 Transcr ibed locus, moderately similar to NP_193538.1 eukaryotic translation initiation factor 4 1713.594 1737.885 1765.515 1720.718 16 10.74281 10.76312 10.78587 10.7488 0.5667285 0.679866 0.6125937 15358 1.010011 down 10.75296 10.76733 0.01436 0.026219 -0.014371 0.998665
1622064_aVvi.13322 Transcr ibed locus 39.87232 41.6641 28.00362 24.75029 16 5.317316 5.380733 4.807541 4.629374 0.0217564 6.668509 0.04706183 7674 1.5481734 up 5.349024 4.718457 0.044843 0.125984 0.6305673 1.133638
1622065_aVvi.6923 Transcr ibed locus, strongly similar to NP_190973.1 fructose-1,6-bisphosphatase, putative / D 6.792458 7.441449 5.011807 4.930862 16 2.763934 2.895583 2.325331 2.30184 0.0163695 7.719685 0.04061058 6688 1.4301568 up 2.829759 2.313585 0.09309 0.01661 0.5161733 1.223105
1622066_aVvi.1028 Transcr ibed locus, weakly similar to NP_193291.1 1-deoxy-D-xylulose 5-phosphate synthase, 301.205 281.8813 327.9264 303.2765 16 8.234602 8.138944 8.357228 8.24449 0.2627457 1.543238 0.31793147 13719 1.0822892 down 8.186773 8.300859 0.067641 0.079718 -0.114086 0.986256
1622067_aVvi.138 GO:000557PR-1 protein 4.074798 4.017614 3.972811 4.068586 16 2.026728 2.006339 1.99016 2.024528 0.6907147 0.459947 0.7269252 15774 1.0063905 up 2.016534 2.007344 0.014417 0.024301 0.0091901 1.004578
1622068_aVvi.2867 Transcr ibed locus, moderately similar to NP_190647.1 expressed protein [Arabidopsis thalian 18.70085 17.32506 22.19435 17.96413 16 4.225032 4.114788 4.472121 4.167048 0.4535184 0.922828 0.50699025 14850 1.1093187 down 4.16991 4.319584 0.077954 0.215719 -0.149674 0.96535
1622069_aVvi.8361 Transcr ibed locus 3.955671 3.967664 3.840958 3.856612 16 1.983922 1.98829 1.941466 1.947334 0.0076026 11.4033 0.03135112 4020 1.0293303 up 1.986106 1.9444 0.003088 0.004149 0.0417059 1.021449
1622070_at 5.118544 5.133844 4.917059 4.932808 16 2.355733 2.36004 2.297796 2.302409 0.0029688 18.31235 0.02750406 1791 1.0408658 up 2.357886 2.300102 0.003045 0.003262 0.0577841 1.025122
1622071_aVvi.2753 Transcr ibed locus, moderately similar to NP_179997.1 cytosol aminopeptidase [Arabidopsis t 1985.186 1957.422 3320.976 2781.894 16 10.95506 10.93474 11.69739 11.44185 0.0396098 4.874052 0.06947721 9464 1.5419152 down 10.9449 11.56962 0.014368 0.180694 -0.624723 0.946003
1622072_aVvi.14719 Transcr ibed locus 5.167009 5.182646 5.003801 5.03311 16 2.36933 2.373689 2.323025 2.33145 0.0112848 9.333672 0.03518983 5323 1.0311626 up 2.371509 2.327237 0.003083 0.005958 0.0442719 1.019023
1622073_aVvi.11005 Transcr ibed locus, weakly similar to NP_188931.1 calcium-transporting ATPase, plasma mem 5.16148 5.197491 4.96107 4.978967 16 2.367785 2.377815 2.310651 2.315846 0.0088753 10.54393 0.03258197 4521 1.0421416 up 2.3728 2.313249 0.007092 0.003674 0.0595511 1.025743
1622074_aVvi.178 Transcr ibed locus, moderately similar to XP_468302.1 putative phosphoenolpyruvate carboxyla 104.9061 82.87323 27.49602 60.48717 16 6.712954 6.372834 4.781151 5.918557 0.1821645 2.009888 0.23270969 12995 2.2863407 up 6.542894 5.349854 0.240501 0.804268 1.1930404 1.223004
1622075_aVvi.8527 Transcr ibed locus, moderately similar to XP_474218.1 OSJNBa0015K02.22 [Oryza sativa (jap 263.4711 265.6497 225.012 252.3482 16 8.041501 8.053381 7.813858 7.979272 0.2104415 1.819536 0.26286584 13290 1.1102442 up 8.047442 7.896565 0.0084 0.116966 0.150877 1.019107
1622076_aVvi.4538 Transcr ibed locus, weakly similar to NP_563798.1 leucine zipper factor-related [Arabidopsis 86.8703 97.65739 162.8621 154.5561 16 6.440791 6.609657 7.347508 7.271987 0.0136163 8.48204 0.03753936 6017 1.7225233 down 6.525224 7.309747 0.119407 0.053401 -0.7845233 0.892674
1622077_sVvi.6659 Transcr ibed locus, moderately similar to NP_566818.1 20S proteasome beta subunit B (PBB1 1920.922 1811.739 1748.04 1823.61 16 10.90758 10.82316 10.77152 10.83258 0.3481983 1.215453 0.40436402 14295 1.0448676 up 10.86537 10.80205 0.059697 0.043175 0.06332 1.005862
1622078_at 3.978307 3.977508 3.858436 3.877823 16 1.992155 1.991865 1.948016 1.955247 0.0079345 11.1595 0.03158117 4170 1.0283834 up 1.99201 1.951631 2.05E-04 0.005113 0.0403782 1.020689
1622079_aVvi.8351 Transcr ibed locus, moderately similar to NP_568316.1 biotin carboxyl carrier protein 2 (BCC 224.3265 242.053 507.7284 504.0439 16 7.809456 7.919179 8.987913 8.977406 0.0024197 20.29205 0.02632542 1525 2.1709726 down 7.864318 8.982659 0.077586 0.00743 -1.118341 0.8755
1622080_aVvi.8222 Transcr ibed locus 5.674193 5.69835 5.326528 5.34431 16 2.504415 2.510544 2.413195 2.418004 0.0017922 23.58945 0.02511424 1181 1.0657581 up 2.50748 2.4156 0.004334 0.0034 0.0918801 1.038036
1622081_aVvi.5483 Transcr ibed locus, weakly similar to XP_479449.1 putative potassi um transporter [Oryza sativ   7.535894 7.600802 6.937276 6.798009 16 2.913779 2.926152 2.794369 2.765112 0.0125876 8.828738 0.03656673 5714 1.1020765 up 2.919965 2.779741 0.008749 0.020688 0.1402245 1.050445
1622082_aVvi.15293 Transcr ibed locus 6.033509 6.024962 5.781987 5.691872 16 2.592997 2.590952 2.531565 2.508903 0.0242393 6.305667 0.05027178 8003 1.0509838 up 2.591975 2.520234 0.001446 0.016025 0.0717404 1.028466
1622083_aVvi.1125 Transcr ibed locus, weakly similar to NP_195169.3 DNA-binding family protein [Arabidopsis th 13.37627 16.66639 17.90712 19.49286 16 3.741604 4.058869 4.162461 4.284874 0.1974904 1.902188 0.24895485 13169 1.2513028 down 3.900237 4.223668 0.22434 0.086559 -0.323431 0.923424
1622084_aVvi.11896 Transcr ibed locus, moderately similar to NP_176551.2 kinesin motor protein-related [Arabido 142.3537 135.371 275.1709 271.7192 16 7.153337 7.080775 8.104184 8.085973 0.0014596 26.14625 0.02440287 992 1.9697638 down 7.117056 8.095078 0.051309 0.012877 -0.978022 0.879183
1622085_aVvi.2600 Transcr ibed locus, weakly similar to NP_175980.1 SEC14 cytosolic factor (SEC14) / phospho 377.7862 353.9858 623.0166 502.1888 16 8.561426 8.467547 9.283127 8.972086 0.0635799 3.774211 0.09920608 10639 1.5295635 down 8.514486 9.127606 0.066382 0.219939 -0.61312 0.932828
1622086_aVvi.9254 Transcr ibed locus, moderately similar to NP_568833.1 expressed protein [Arabidopsis thalian 490.3214 537.2261 662.7474 605.577 16 8.937584 9.069386 9.372315 9.242167 0.0817292 3.279762 0.12052473 11257 1.2343544 down 9.003485 9.307241 0.093198 0.092029 -0.303756 0.967363
1622087_aVvi.15343 Transcr ibed locus 6.84533 6.911939 6.394085 6.403067 16 2.77512 2.78909 2.676738 2.678763 0.0045436 14.78487 0.02926091 2569 1.0750134 up 2.782105 2.677751 0.009879 0.001432 0.1043546 1.038971
1622088_aVvi.15249 Transcr ibed locus 5.40338 5.438148 5.1778 5.181798 16 2.433862 2.443116 2.372339 2.373453 0.0050094 14.07571 0.02943507 2819 1.046515 up 2.438489 2.372896 0.006543 7.87E-04 0.065593 1.027643
1622089_aVvi.7036 Transcr ibed locus, moderately similar to NP_564300.1 expressed protein [Arabidopsis thalian 289.5896 302.7595 732.5022 678.5656 16 8.177866 8.242028 9.516689 9.406344 0.0025902 19.61044 0.02666464 1611 2.3810036 down 8.209948 9.461517 0.04537 0.078026 -1.251569 0.86772
1622090_aVvi.8155 Transcr ibed locus, moderately similar to NP_568962.1 glutaredoxin, putative [Arabidopsis tha 33.63117 31.62501 45.11025 45.8285 16 5.071727 4.982994 5.495383 5.518173 0.0090059 10.46619 0.03276631 4561 1.3941809 down 5.02736 5.506778 0.062744 0.016115 -0.4794178 0.91294
1622091_aVvi.8685 Transcr ibed locus, weakly similar to NP_197009.1 glycosyltransferase family 14 protein / core     534.8153 513.1503 348.8312 319.9602 16 9.062897 9.003238 8.446385 8.321749 0.0111437 9.393601 0.03509245 5271 1.5680811 up 9.033068 8.384068 0.042185 0.088131 0.649 1.077409
1622092_aVvi.13725 Transcr ibed locus 6.321919 6.347069 6.075786 5.951507 16 2.660363 2.666091 2.603071 2.573255 0.0385501 4.944707 0.06812228 9393 1.0534075 up 2.663227 2.588163 0.00405 0.021083 0.0750636 1.029003
1622093_aVvi.15466 Transcr ibed locus 4.380857 4.408055 4.252196 4.278127 16 2.131213 2.140142 2.088208 2.096979 0.0204549 6.884266 0.04549135 7464 1.0303138 up 2.135678 2.092594 0.006314 0.006202 0.0430839 1.020589
1622094_aVvi.12306 Transcr ibed locus, weakly similar to NP_568958.1 expressed protein [Arabidopsis thaliana] 254.8725 244.3626 292.7994 243.6727 16 7.993632 7.93288 8.193769 7.928801 0.5456911 0.721214 0.5936805 15259 1.0703104 down 7.963256 8.061285 0.042958 0.187361 -0.098029 0.98784
1622095_sVvi.840 Transcr ibed locus, moderately similar to XP_479536.1 putative transcr iption activator RF2a [O 180.1525 180.8946 222.6805 221.8269 16 7.493075 7.499006 7.798831 7.793291 1.83E-04 73.93205 0.0168302 178 1.2311617 down 7.49604 7.796061 0.004194 0.003918 -0.3000203 0.961516
1622096_aVvi.2170 Transcr ibed locus, weakly similar to NP_196868.1 lecithin:cholesterol acyltransferase family p      5.556032 5.594331 8.793553 8.09721 16 2.474055 2.483966 3.136446 3.017425 0.0098278 10.0127 0.03374781 4833 1.5135386 down 2.47901 3.076936 0.007008 0.084161 -0.5979255 0.805675
1622097_aVvi.11083 Transcr ibed locus, moderately similar to NP_192153.1 F-box family protein [Arabidopsis thali 1554.636 1423.88 477.4833 401.2847 16 10.60236 10.47561 8.899306 8.648482 0.0062778 12.56158 0.03032741 3435 3.3989565 up 10.53899 8.773894 0.089625 0.177359 1.765092 1.201175
1622098_aVvi.2646 Transcr ibed locus, moderately similar to NP_568119.1 rhodanese-like domain-containing pro 3.649341 3.67109 3.52305 3.562918 16 1.867636 1.876209 1.816825 1.833059 0.0361211 5.117995 0.06509961 9210 1.0331001 up 1.871922 1.824942 0.006062 0.011479 0.0469802 1.025743
1622099_aVvi.7933 Transcr ibed locus, moderately similar to NP_173248.1 WD-40 repeat family protein / auxin-de 175.4743 143.7386 166.8616 338.6411 16 7.455116 7.167304 7.382508 8.403613 0.387117 1.096908 0.44271654 14516 1.4967679 down 7.31121 7.893061 0.203514 0.72203 -0.5818507 0.926283
1622100_aVvi.7257 Transcr ibed locus, weakly similar to XP_467009.1 auxin-responsive protein-like [Oryza sativa 2.466915 2.482197 2.405273 2.415505 16 1.302708 1.311618 1.266201 1.272325 0.0197422 7.011276 0.0447256 7325 1.0266185 up 1.307163 1.269263 0.0063 0.00433 0.0379001 1.02986
1622101_aVvi.14609 Transcr ibed locus 2.791659 2.805913 2.719122 2.72995 16 1.481123 1.48847 1.443141 1.448875 0.0141273 8.32397 0.03812385 6151 1.027251 up 1.484796 1.446008 0.005195 0.004055 0.0387888 1.026825
1622102_aVvi.15377 Transcr ibed locus 8.882468 8.952912 9.287002 8.076156 16 3.15096 3.162357 3.215213 3.013669 0.7163786 0.418277 0.750367 15849 1.0296955 up 3.156659 3.114441 0.008059 0.142513 0.0422176 1.013555
1622103_aVvi.15197 Transcr ibed locus 5.608288 5.695705 5.379072 5.406572 16 2.487561 2.509875 2.427357 2.434714 0.0288312 5.76125 0.05574404 8585 1.0480314 up 2.498718 2.431036 0.015778 0.005202 0.067682 1.027841
1622104_aVvi.464 Transcr ibed locus, weakly similar to NP_176762.1 disease resistance-responsive family prote 4.034608 4.069683 3.906532 3.922278 16 2.012429 2.024916 1.965888 1.971692 0.0185246 7.244779 0.04328537 7104 1.0351806 up 2.018673 1.96879 0.00883 0.004104 0.0498825 1.025337
1622105_x_at 84.32999 78.06771 72.51817 72.47341 16 6.397974 6.286654 6.180271 6.17938 0.1000452 2.919214 0.14182821 11710 1.119216 up 6.342314 6.179825 0.078715 6.30E-04 0.1624887 1.026293
1622106_sVvi.2382 Transcr ibed locus, moderately similar to XP_450742.1 hypoxia-responsive protein / zinc finge         685.4751 613.6578 553.4629 572.161 16 9.42096 9.261291 9.112343 9.160277 0.1333001 2.457147 0.17952856 12326 1.1525384 up 9.341126 9.136311 0.112904 0.033895 0.2048145 1.022418
1622107_aVvi.11318 Transcr ibed locus, moderately similar to NP_200367.2 protein kinase family protein [Arabidop 290.6488 267.5542 240.3085 239.7238 16 8.183133 8.063687 7.908744 7.905229 0.0684799 3.622231 0.10516171 10810 1.1618501 up 8.12341 7.906986 0.084461 0.002485 0.216424 1.027371
1622108_aVvi.11260 Transcr ibed locus, weakly similar to NP_922253.1 putative ascorbate oxidase [Oryza sativa (ja 551.5892 585.9073 2121.694 2218.157 16 9.107451 9.194529 11.051 11.11515 7.82E-04 35.72854 0.02212453 581 3.8160582 down 9.15099 11.08307 0.061574 0.045357 -1.932083 0.825673
1622109_aVvi.455 Transcr ibed locus, moderately similar to NP_563737.1 photosystem II 11 kDa protein-related 343.4397 371.7576 372.8311 430.7727 16 8.423913 8.538219 8.542378 8.750783 0.2983398 1.392675 0.3539906 13991 1.1215663 down 8.481066 8.646581 0.080826 0.147364 -0.165515 0.980858
1622110_aVvi.8619 Transcr ibed locus 72.26372 60.05439 63.97536 61.68853 16 6.1752 5.908198 5.999444 5.94693 0.6645687 0.503545 0.7027944 15698 1.0486338 up 6.041699 5.973187 0.188799 0.037133 0.0685111 1.01147
1622111_aVvi.1399 Transcr ibed locus, weakly similar to XP_468329.1 ankyrin repeat protein-like [Oryza sativa (ja  340.4078 331.0484 449.7715 442.2207 16 8.41112 8.370898 8.813048 8.788623 0.0032799 17.41803 0.02783547 1946 1.3285258 down 8.391009 8.800836 0.028441 0.017271 -0.409827 0.953433
1622112_aVvi.4213 Transcr ibed locus 5.372212 5.411881 5.094808 5.059337 16 2.425516 2.43613 2.349028 2.338948 0.0070286 11.86495 0.03087309 3777 1.0620378 up 2.430823 2.343988 0.007505 0.007127 0.086835 1.037046
1622113_aVvi.9478 Transcr ibed locus, moderately similar to NP_566506.1 glycosyltransferase family 14 protein / 401.0391 449.8131 862.5147 771.0823 16 8.647599 8.813182 9.752405 9.590741 0.0147796 8.134156 0.03877961 6322 1.9201022 down 8.730391 9.671574 0.117085 0.114314 -0.941183 0.902686
1622114_aVvi.8456 Transcr ibed locus, moderately similar to NP_182045.1 Golgi SNARE 12 protein / Golgi SNA 177.7756 178.0996 190.2341 211.8411 16 7.473913 7.47654 7.571632 7.726839 0.1542108 2.241965 0.20254804 12639 1.1281891 down 7.475226 7.649235 0.001857 0.109748 -0.1740088 0.977251
1622115_aVvi.1109 Transcr ibed locus, weakly similar to XP_475121.1 putative beta-glucosidase [Oryza sativa (ja 24.55816 40.69603 22.50337 23.65229 16 4.618131 5.346816 4.492069 4.563908 0.3403055 1.241393 0.3965851 14245 1.3702935 up 4.982473 4.527988 0.515258 0.050798 0.454485 1.100372
1622116_aVvi.1657 Transcr ibed locus, moderately similar to NP_564342.1 expressed protein [Arabidopsis thalian 1204.405 1208.359 1438.815 1418.988 16 10.23411 10.23883 10.49067 10.47065 0.0017692 23.74273 0.02502487 1172 1.1844246 down 10.23647 10.48066 0.003343 0.014155 -0.244187 0.976701
1622117_at 9383.668 9466.337 8268.279 9403.091 16 13.19594 13.20859 13.01337 13.19892 0.4099222 1.033628 0.4654307 14621 1.0688927 up 13.20226 13.10615 0.008949 0.131203 0.096117 1.007334
1622118_aVvi.15476 Transcr ibed locus 4.768618 4.792022 4.584484 4.586384 16 2.253571 2.260634 2.196759 2.197357 0.0034663 16.94094 0.02798978 2055 1.042498 up 2.257103 2.197058 0.004995 4.23E-04 0.0600445 1.027329
1622119_sVvi.10502 Transcr ibed locus, moderately similar to NP_566238.1 expressed protein [Arabidopsis thalian 829.7249 825.4267 690.1605 722.544 16 9.696489 9.688996 9.430788 9.496942 0.0205047 6.875637 0.04550574 7479 1.1719232 up 9.692743 9.463865 0.005298 0.046778 0.228878 1.024184
1622120_aVvi.12296 Transcr ibed locus, moderately similar to NP_189578.1 glucan phosphorylase, putative [Arabid 47.18259 52.21819 85.14464 53.17812 16 5.560183 5.706481 6.411843 5.732761 0.3336476 1.263838 0.38981122 14209 1.3556367 down 5.633331 6.072302 0.103448 0.480184 -0.4389707 0.927709
1622121_aVvi.195 Transcr ibed locus, moderately similar to NP_180858.1 glycosyl hydrolase family 9 protein [Ar  4.913815 4.957035 5.26459 4.832346 16 2.296844 2.309477 2.396321 2.272724 0.6637938 0.504856 0.7021091 15695 1.0219765 down 2.30316 2.334523 0.008933 0.087397 -0.0313621 0.986566
1622122_aVvi.2943 Transcr ibed locus, weakly similar to NP_198051.1 drought-responsive family protein [Arabido 10.53822 15.44347 11.33024 10.74371 16 3.397559 3.948925 3.502107 3.425421 0.5302088 0.752608 0.57934225 15193 1.15627 up 3.673242 3.463764 0.389875 0.054225 0.2094783 1.060477
1622123_at 1658.281 1624.211 1737.368 1362.469 16 10.69547 10.66552 10.76269 10.41201 0.6494574 0.52933 0.68941915 15638 1.0666975 up 10.6805 10.58735 0.021177 0.247968 0.093151 1.008798
1622124_at 5.275453 5.280944 5.05049 5.000337 16 2.399295 2.400796 2.336423 2.322025 0.0102844 9.784524 0.03425393 4981 1.0503143 up 2.400045 2.329224 0.001061 0.010181 0.0708211 1.030405
1622125_aVvi.11219 Transcr ibed locus 120.3047 104.206 58.42238 44.08888 16 6.910549 6.703293 5.868449 5.462343 0.0376444 5.007395 0.06696423 9331 2.2061415 up 6.806921 5.665396 0.146552 0.287161 1.1415253 1.201491
1622126_at 71.72084 71.7839 70.91661 69.82122 16 6.164321 6.165588 6.148052 6.125594 0.1295036 2.501283 0.17535661 12259 1.0196906 up 6.164954 6.136823 8.97E-04 0.01588 0.0281313 1.004584
1622127_at 209.7259 210.135 300.5966 305.095 16 7.712361 7.715172 8.231685 8.253115 4.18E-04 48.91677 0.01871624 364 1.4425617 down 7.713766 8.242399 0.001988 0.015153 -0.528633 0.935864
1622128_sVvi.6693 GO:000681Aquaporin (TIP1;1) 1249.667 1405.934 45.22308 75.51445 16 10.28733 10.45731 5.498987 6.238681 0.0070259 11.8673 0.03087309 3774 22.682161 up 10.37232 5.868834 0.120197 0.523042 4.503486 1.767356
1622129_s_at 1402.044 1324.413 464.2718 386.1554 16 10.45332 10.37114 8.858826 8.593038 0.0067358 12.1228 0.03068819 3643 3.2182927 up 10.41223 8.725931 0.058109 0.187941 1.686296 1.193251
1622130_aVvi.3057 Transcr ibed locus, moderately similar to NP_563789.1 sterol 4-alpha-methyl-oxidase 2 (SMO 966.8195 981.7039 599.1519 565.9135 16 9.917103 9.939144 9.226778 9.144438 0.0032785 17.42191 0.02783547 1944 1.6730906 up 9.928123 9.185608 0.015586 0.058223 0.742515 1.080835
1622131_at 1180.135 1406.488 866.5505 1040.082 16 10.20474 10.45788 9.75914 10.02248 0.1373625 2.411822 0.1839801 12394 1.3570731 up 10.33131 9.890811 0.179001 0.186211 0.440498 1.044536
1622132_at 6.622968 6.684584 6.138044 6.067825 16 2.727478 2.740838 2.617779 2.60118 0.007223 11.70251 0.03105226 3860 1.0902647 up 2.734158 2.609479 0.009447 0.011738 0.1246784 1.047779
1622133_aVvi.9350 Transcr ibed locus 4.573709 4.569778 4.437062 4.462654 16 2.193364 2.192124 2.149605 2.157902 0.0113768 9.295212 0.03533728 5344 1.027395 up 2.192744 2.153753 8.77E-04 0.005867 0.038991 1.018104
1622134_aVvi.15629 Transcr ibed locus 3.816757 3.82766 3.688201 3.714232 16 1.932347 1.936463 1.882917 1.893064 0.013629 8.478003 0.03753936 6024 1.032695 up 1.934405 1.887991 0.00291 0.007175 0.0464144 1.024584
1622135_aVvi.2102 Transcr ibed locus 8.640248 8.699077 8.235385 8.026775 16 3.111073 3.120862 3.041836 3.004821 0.0401508 4.839042 0.07021849 9492 1.0663192 up 3.115968 3.023328 0.006922 0.026174 0.0926395 1.030642
1622136_at 2.866238 2.871422 2.77932 2.791384 16 1.519159 1.521766 1.474732 1.480981 0.0062544 12.58526 0.03027281 3429 1.0299724 up 1.520462 1.477856 0.001843 0.004419 0.0426057 1.028829
1622137_aVvi.11617 Transcr ibed locus 6.302091 6.321978 6.054541 6.101486 16 2.655831 2.660376 2.598018 2.609161 0.0119656 9.059574 0.03583663 5541 1.0385095 up 2.658104 2.603589 0.003214 0.007879 0.0545145 1.020938
1622138_aVvi.15313 Transcr ibed locus 6.498389 6.533539 6.065731 6.054074 16 2.700082 2.707865 2.600682 2.597906 0.001554 25.33786 0.02480849 1038 1.0752554 up 2.703973 2.599294 0.005503 0.001962 0.1046793 1.040272
1622139_aVvi.4327 Transcr ibed locus, weakly similar to NP_197519.1 expressed protein [Arabidopsis thaliana] 7.213391 7.178251 6.717222 6.871212 16 2.850678 2.843633 2.747865 2.780564 0.0383395 4.959086 0.06785122 9380 1.0591747 up 2.847155 2.764215 0.004982 0.023122 0.0829405 1.030005
1622140_aVvi.15631 Transcr ibed locus 4.506032 4.532713 4.337666 4.349443 16 2.171858 2.180375 2.116919 2.120831 0.0066357 12.21477 0.03064144 3592 1.0404742 up 2.176116 2.118875 0.006022 0.002766 0.0572412 1.027015
1622141_aVvi.14784 Transcr ibed locus 4.325045 4.335068 4.124863 4.131573 16 2.112715 2.116055 2.044346 2.046691 8.77E-04 33.75343 0.02224117 650 1.0488918 up 2.114385 2.045519 0.002361 0.001658 0.0688658 1.033667
1622142_aVvi.7945 Transcr ibed locus, weakly similar to XP_472857.1 OSJNBa0022H21.7 [Oryza sativa (japonica 918.407 933.3978 286.5487 297.3271 16 9.84299 9.866348 8.162637 8.215907 3.05E-04 57.26311 0.01827131 270 3.1720107 up 9.85467 8.189272 0.016517 0.037668 1.665398 1.203363
1622143_at 12.94903 13.27919 24.12151 31.85648 16 3.694772 3.731095 4.592248 4.993515 0.0330802 5.360778 0.06128111 8960 2.1139605 down 3.712934 4.792882 0.025684 0.283738 -1.0799485 0.774677
1622144_at 6.863051 6.903694 6.397278 6.293396 13 2.77885 2.787369 2.677458 2.653839 0.0112316 9.356148 0.03516247 5299 1.0848238 up 2.783109 2.665649 0.006023 0.016702 0.1174607 1.044065
1622145_aVvi.5645 Transcr ibed locus, weakly similar to NP_186786.2 expressed protein [Arabidopsis thaliana] 81.35851 100.1499 76.68117 79.21861 16 6.346222 6.646017 6.260801 6.307767 0.2974467 1.396174 0.35311112 13983 1.158161 up 6.49612 6.284284 0.211987 0.03321 0.2118359 1.033709
1622146_at 161.2192 163.1177 143.1914 153.2577 16 7.332879 7.34977 7.1618 7.259816 0.1196721 2.624498 0.1645652 12072 1.0946856 up 7.341324 7.210808 0.011943 0.069307 0.1305163 1.0181
1622147_aVvi.4992 Transcr ibed locus, moderately similar to NP_171994.1 1-aminocyclopropane-1-carboxylate ox 5483.786 6045.986 4631.192 5487.282 16 12.42096 12.56176 12.17717 12.42188 0.307114 1.35898 0.36264783 14058 1.1422174 up 12.49136 12.29952 0.099563 0.173035 0.191838 1.015597
1622148_aVvi.6938 Transcr ibed locus, strongly similar to NP_198495.1 phosphoglycolate phosphatase, putative [ 81.17332 73.76773 50.51373 35.91499 16 6.342933 6.204918 5.658604 5.166514 0.0778698 3.370787 0.11624756 11120 1.8167586 up 6.273926 5.412559 0.097592 0.34796 0.861367 1.159142
1622149_sVvi.317 Transcr ibed locus, weakly similar to NP_850283.1 expressed protein [Arabidopsis thaliana] 566.0673 543.6001 380.552 394.8903 16 9.14483 9.086402 8.57195 8.625308 0.0058053 13.06747 0.03002726 3205 1.4309635 up 9.115616 8.598629 0.041315 0.03773 0.516987 1.060124
1622150_at 6.831777 6.899276 6.393033 6.368797 16 2.772261 2.786445 2.676501 2.671021 0.0051443 13.88855 0.02943507 2898 1.0759358 up 2.779353 2.673761 0.01003 0.003875 0.105592 1.039492
1622151_aVvi.9269 Transcr ibed locus, weakly similar to NP_188020.1 exopolygalacturonase / galacturan 1,4-alph    4.627804 4.612826 4.416039 4.445908 16 2.210328 2.205651 2.142753 2.152478 0.0078925 11.18949 0.03149788 4159 1.042736 up 2.20799 2.147615 0.003307 0.006877 0.0603741 1.028112
1622152_aVvi.2532 Transcr ibed locus, moderately similar to NP_175635.1 dynein light chain type 1 family protein 24.43992 25.05063 24.50241 23.74947 16 4.611167 4.646775 4.614852 4.569823 0.3300162 1.276308 0.38616636 14187 1.0257175 up 4.628971 4.592338 0.025178 0.03184 0.0366334 1.007977
1622153_at 5.353663 5.38152 5.065572 5.058084 16 2.420526 2.428014 2.340725 2.338591 0.0021101 21.73499 0.02580234 1353 1.0604026 up 2.42427 2.339658 0.005294 0.001509 0.0846122 1.036164
1622154_aVvi.15446 Transcr ibed locus 3.265972 3.277529 3.16936 3.180755 16 1.707513 1.712608 1.664192 1.669369 0.0069701 11.91518 0.03083708 3751 1.0304538 up 1.71006 1.666781 0.003603 0.003661 0.0432799 1.025966
1622155_aVvi.301 Transcr ibed locus, moderately similar to NP_197918.1 expressed protein [Arabidopsis thalian 957.2842 961.7831 1059.91 1042.083 16 9.902803 9.909568 10.04973 10.02525 0.0092186 10.34306 0.03304831 4630 1.0952846 down 9.906185 10.03749 0.004783 0.017304 -0.131306 0.986918
1622156_aVvi.15262 Transcr ibed locus 4.046619 4.058467 3.920556 3.937205 16 2.016717 2.020935 1.971058 1.977172 0.0068277 12.04008 0.03073394 3684 1.0314765 up 2.018826 1.974115 0.002982 0.004323 0.044711 1.022649
1622157_aVvi.1094 Transcr ibed locus, moderately similar to NP_851138.1 phosphate/triose-phosphate transloca 7.996497 8.85112 10.31437 8.598541 16 2.999368 3.14586 3.366583 3.104092 0.3921272 1.082651 0.4473678 14551 1.1193984 down 3.072614 3.235338 0.103585 0.185609 -0.1627235 0.949704
1622158_sVvi.7066 Transcr ibed locus, moderately similar to NP_187620.1 40S ribosomal protein S28 (RPS28A) 8124.089 8271.833 7411.329 8527.929 16 12.98799 13.01399 12.85552 13.05798 0.7069375 0.433486 0.74174154 15822 1.0311419 up 13.00099 12.95675 0.018385 0.143163 0.044243 1.003415
1622159_aVvi.6468 Transcr ibed locus 28.41981 34.55204 43.22049 34.96421 16 4.828825 5.110699 5.433643 5.127807 0.2734675 1.495305 0.3290409 13797 1.240536 down 4.969762 5.280726 0.199315 0.216259 -0.3109635 0.941113
1622160_at 4.811867 4.857565 4.607884 4.596025 16 2.266597 2.280233 2.204104 2.200387 0.0097171 10.07046 0.03358614 4801 1.0505681 up 2.273415 2.202246 0.009643 0.002629 0.0711695 1.032317
1622161_aVvi.6848 Transcr ibed locus, moderately similar to NP_568486.1 shaggy-related protein kinase alpha / A   793.9052 794.6356 1430.375 1293.567 16 9.632823 9.63415 10.48218 10.33714 0.0086176 10.70253 0.03220978 4440 1.7125815 down 9.633486 10.40966 9.38E-04 0.102558 -0.776172 0.925437
1622162_at 6.486798 6.534033 6.289681 6.322348 16 2.697506 2.707974 2.652987 2.660461 0.0189759 7.155641 0.04383667 7184 1.0324105 up 2.70274 2.656724 0.007401 0.005285 0.0460167 1.017321
1622163_aVvi.5238 Transcr ibed locus, weakly similar to NP_194111.1 high mobility group (HMG1/2) family prote 8.567958 9.196836 36.26814 38.1968 16 3.098951 3.201138 5.180631 5.25538 9.36E-04 32.6673 0.02246529 690 4.192936 down 3.150044 5.218005 0.072257 0.052856 -2.0679606 0.603688
1622164_aVvi.10806 Transcr ibed locus, moderately similar to NP_565469.1 expressed protein [Arabidopsis thalian 111.4656 82.80965 106.8439 105.9665 16 6.800454 6.371727 6.73936 6.727464 0.5630535 0.686986 0.6090575 15347 1.1075115 down 6.58609 6.733412 0.303156 0.008412 -0.147322 0.978121
1622165_aVvi.6156 Transcr ibed locus, weakly similar to NP_200780.1 18.1 kDa class I heat shock protein (HSP1 7.677344 7.869495 7.361723 7.366992 16 2.940608 2.976271 2.880044 2.881076 0.0486705 4.365638 0.08080434 9998 1.0554658 up 2.958439 2.880559 0.025218 7.30E-04 0.07788 1.027036
1622166_at 6.118386 6.140005 5.774535 5.873328 16 2.613151 2.61824 2.529705 2.554178 0.0275365 5.90105 0.05408273 8452 1.0524516 up 2.615696 2.541942 0.003598 0.017305 0.0737539 1.029015
1622167_aVvi.7687 Transcr ibed locus, strongly similar to NP_568855.1 F-box family protein / LOV kelch protein 1 504.1972 451.4912 378.5834 407.7441 16 8.977844 8.818554 8.564467 8.67152 0.0999989 2.920005 0.14177468 11709 1.2143673 up 8.898199 8.617994 0.112635 0.075698 0.280205 1.032514
1622168_aVvi.12499 Transcr ibed locus 6.689367 6.680344 6.484026 6.51571 16 2.74187 2.739922 2.69689 2.703923 0.0080227 11.09723 0.03158401 4214 1.028463 up 2.740896 2.700406 0.001377 0.004973 0.04049 1.014994
1622169_aVvi.6464 Transcr ibed locus 6.974441 6.993406 6.568358 6.621794 16 2.802078 2.805995 2.715533 2.727222 0.0055154 13.40944 0.02965942 3083 1.0589681 up 2.804036 2.721377 0.00277 0.008266 0.082659 1.030374
1622170_aVvi.1813 Transcr ibed locus 6.195838 6.028616 5.738267 5.653075 16 2.631299 2.591827 2.520615 2.499036 0.045565 4.52309 0.07703356 9819 1.0730652 up 2.611563 2.509826 0.027911 0.015259 0.1017377 1.040536
1622171_aVvi.1323 Transcr ibed locus, moderately similar to NP_181256.1 60S ribosomal protein L12 (RPL12A) 3682.97 3716.379 5075.344 5425.766 16 11.84665 11.85968 12.30929 12.40561 0.0091603 10.3764 0.03293699 4615 1.4184191 down 11.85317 12.35745 0.009212 0.068109 -0.5042835 0.959192
1622172_at 5.409788 5.457969 5.170032 5.18435 16 2.435572 2.448364 2.370173 2.374163 0.0090883 10.41798 0.03284026 4592 1.0495713 up 2.441968 2.372168 0.009045 0.002821 0.0698002 1.029425
1622173_aVvi.1560 Transcr ibed locus, moderately similar to NP_196763.1 17.6 kDa  class II heat shock protein (H 4.269991 4.30621 4.123156 4.153235 16 2.094233 2.106419 2.043749 2.054236 0.0236537 6.386135 0.04946445 7938 1.0362223 up 2.100326 2.048992 0.008617 0.007415 0.0513336 1.025053
1622174_at 222.3665 233.2034 342.5541 315.0805 16 7.796796 7.865445 8.420188 8.299577 0.016789 7.620165 0.04113871 6772 1.4426905 down 7.831121 8.359882 0.048542 0.085285 -0.5287615 0.93675
1622175_aVvi.15566 Transcr ibed locus 5.380292 5.413961 5.158615 5.170254 16 2.427685 2.436684 2.366984 2.370235 0.0056163 13.28744 0.02979867 3128 1.0450522 up 2.432185 2.368609 0.006364 0.002299 0.0635751 1.026841
1622176_sVvi.11400 Transcr ibed locus, weakly similar to NP_566461.1 prenylated rab acceptor (PRA1) family pro  414.4598 385.2161 435.4692 451.1648 16 8.695088 8.589524 8.766427 8.817511 0.1252969 2.552345 0.1707724 12180 1.1093103 down 8.642306 8.791969 0.074645 0.036122 -0.149663 0.982977
1622177_s_at 6626.659 7135.941 8639.903 8562.476 16 12.69407 12.80089 13.0768 13.06381 0.026671 6.000061 0.05311795 8335 1.250781 down 12.74748 13.07031 0.075535 0.009185 -0.322829 0.975301
1622178_aVvi.14375 Transcr ibed locus 3.653606 3.67246 3.53096 3.544044 16 1.869321 1.876747 1.820061 1.825397 0.0081598 11.00247 0.03164294 4275 1.035484 up 1.873034 1.822729 0.005251 0.003773 0.0503053 1.027599
1622179_at 3.887924 3.895317 3.754748 3.768919 16 1.959 1.961741 1.908716 1.914151 0.0038452 16.07993 0.02832705 2251 1.0345024 up 1.96037 1.911433 0.001938 0.003843 0.048937 1.025602
1622180_at 8.434361 8.431091 7.692766 7.495183 10 3.076279 3.07572 2.943502 2.905964 0.0150529 8.0583 0.03895741 6413 1.1105436 up 3.075999 2.924733 3.95E-04 0.026544 0.1512661 1.05172
1622181_aVvi.2264 Transcr ibed locus, moderately similar to NP_172893.1 DNA-binding protein-related [Arabido  239.0689 210.8803 290.1482 307.3256 16 7.901283 7.720281 8.180646 8.263624 0.0538854 4.131797 0.08738942 10236 1.3299334 down 7.810782 8.222136 0.127988 0.058674 -0.4113545 0.94997
1622182_aVvi.6869 Transcr ibed locus, moderately similar to XP_476826.1 putative ribose-5-phosphate isomerase 680.8863 783.8041 301.5535 346.8439 16 9.41127 9.614349 8.23627 8.438143 0.01451 8.211081 0.03845695 6263 2.2588742 up 9.51281 8.337206 0.143599 0.142746 1.175604 1.141007
1622183_aVvi.8590 Transcr ibed locus 347.0756 328.6791 456.5832 403.2735 16 8.439106 8.360536 8.834734 8.655615 0.0716757 3.531334 0.10887097 10929 1.2704628 down 8.39982 8.745174 0.055558 0.126656 -0.345354 0.960509
1622184_aVvi.11240 Transcr ibed locus, moderately similar to NP_568462.2 zinc finger (C3HC4-type RING finger 371.3718 383.7945 321.3902 369.4116 16 8.53672 8.58419 8.328182 8.529085 0.32978 1.277125 0.38597164 14184 1.0956763 up 8.560455 8.428634 0.033566 0.14206 0.131821 1.01564
1622185_aVvi.10134 Transcr ibed locus 27.56473 28.62372 86.38496 95.8885 16 4.784751 4.83914 6.432708 6.583286 0.0022202 21.18755 0.02589414 1422 3.2401297 down 4.811945 6.507997 0.038458 0.106474 -1.6960516 0.73939
1622186_aVvi.9429 Transcr ibed locus, weakly similar to NP_188371.1 hAT dimerisation domain-containing prote  180.2427 152.4283 200.9367 194.497 16 7.493796 7.251986 7.650597 7.603604 0.175074 2.063937 0.22501968 12916 1.1926817 down 7.372891 7.627101 0.170986 0.033229 -0.2542091 0.96667
1622187_aVvi.10395 Transcr ibed locus, strongly similar to NP_188447.1 chaperonin, putative [Arabidopsis thalian 2210.832 2122.377 3396.234 3454.71 16 11.11037 11.05147 11.72972 11.75435 0.0023237 20.70861 0.02616672 1472 1.581304 down 11.08092 11.74203 0.041655 0.017414 -0.661115 0.943697
1622188_aVvi.10757 Transcr ibed locus 4.005195 4.032301 3.868228 3.887617 16 2.001872 2.011603 1.951673 1.958886 0.0135707 8.496548 0.03749396 6007 1.0363117 up 2.006738 1.95528 0.006881 0.0051 0.0514581 1.026318
1622189_at 4.790468 4.808877 4.624529 4.671022 16 2.260167 2.2657 2.209307 2.223738 0.0266244 6.005517 0.05307921 8326 1.0326927 up 2.262933 2.216522 0.003913 0.010205 0.0464111 1.020939
1622190_aVvi.8458 Transcr ibed locus, weakly similar to NP_566411.2 senescence-associated family protein [Ara 5.045238 5.037643 4.830585 4.846181 16 2.334922 2.332749 2.272198 2.276848 0.0018674 23.1085 0.02525701 1225 1.0419692 up 2.333836 2.274523 0.001537 0.003288 0.0593126 1.026077
1622191_aVvi.8278 Transcr ibed locus, moderately similar to NP_564159.1 sulfate transporter (Sultr1;3) [Arabido  974.1934 1024.628 2186.226 1783.236 16 9.928064 10.00089 11.09423 10.80028 0.0229241 6.490611 0.04853173 7841 1.9762692 down 9.964475 10.94725 0.051492 0.207851 -0.982779 0.910226
1622192_at 30.54847 30.88594 35.63932 29.37872 16 4.933028 4.948878 5.155398 4.876699 0.6444182 0.538031 0.6846686 15625 1.0534306 down 4.940953 5.016048 0.011208 0.19707 -0.0750951 0.985029
1622193_aVvi.10072 Transcr ibed locus, moderately similar to NP_850903.1 30S ribosomal protein S1, putative [Ar 369.2639 387.3864 320.0467 286.17 16 8.528508 8.59763 8.322139 8.160728 0.0670957 3.663527 0.10346679 10765 1.2497455 up 8.563068 8.241434 0.048876 0.114134 0.321634 1.039026
1622194_aVvi.10376 Transcr ibed locus 5.276403 5.267382 4.999436 5.09086 16 2.399555 2.397086 2.321765 2.34791 0.0402156 4.8349 0.07030946 9495 1.0449855 up 2.39832 2.334837 0.001746 0.018487 0.063483 1.027189
1622195_aVvi.5227 Transcr ibed locus, weakly similar to NP_567329.1 DNAJ heat shock N-terminal domain-conta 764.4026 735.7507 484.9076 464.8755 16 9.578189 9.523073 8.921566 8.860701 0.0038531 16.06342 0.02832987 2257 1.5795321 up 9.550631 8.891133 0.038973 0.043038 0.659498 1.074175
1622196_aVvi.12597 Transcr ibed locus, weakly similar to NP_191884.1 homocysteine S-methyltransferase 2 (HMT  10.7902 11.34056 15.43618 14.49539 16 3.43165 3.50342 3.948244 3.857522 0.017197 7.526887 0.04163794 6854 1.3522367 down 3.467535 3.902883 0.050749 0.06415 -0.4353478 0.888455
1622197_aVvi.10785 Transcr ibed locus 10.66418 10.83268 16.63419 20.08311 16 3.414702 3.437318 4.056079 4.327911 0.0302705 5.616332 0.05770266 8708 1.7005312 down 3.42601 4.191995 0.015992 0.192214 -0.7659853 0.817274
1622198_at 6.063951 6.097307 5.768549 5.746942 16 2.600258 2.608172 2.528209 2.522795 0.0036894 16.41793 0.02823081 2166 1.056076 up 2.604215 2.525502 0.005596 0.003828 0.0787136 1.031168
1622199_aVvi.12486 Transcr ibed locus, weakly similar to XP_470692.1 putative retrotransposon protein [Oryza sat 5.975018 6.024576 5.699244 5.697538 16 2.578943 2.59086 2.510771 2.510339 0.0063699 12.46961 0.03038486 3479 1.052884 up 2.584901 2.510555 0.008426 3.05E-04 0.0743465 1.029614
1622200_aVvi.10648 Transcr ibed locus, weakly similar to XP_476497.1 PR-1 type pathogenesis-related protein PR 4.522931 4.499607 4.346656 4.355771 16 2.177258 2.169799 2.119906 2.122928 0.00591 12.95017 0.03008822 3256 1.0367813 up 2.173529 2.121417 0.005274 0.002137 0.0521117 1.024565
1622201_aVvi.15635 Transcr ibed locus 3.624481 3.643472 3.497844 3.514944 16 1.857775 1.865314 1.806466 1.813502 0.0098532 9.999616 0.03376016 4843 1.0363853 up 1.861544 1.809984 0.005331 0.004975 0.0515606 1.028487
1622202_aVvi.15741 Transcr ibed locus 6.676421 7.052207 6.811755 6.560682 16 2.739075 2.818075 2.768027 2.713846 0.5142865 0.785824 0.5643215 15129 1.0264324 up 2.778575 2.740936 0.055861 0.038312 0.0376387 1.013732
1622203_aVvi.7683 Transcr ibed locus, weakly similar to NP_173228.1 trypsin and protease inhibitor family protein 14042.18 14228.74 8396.016 8417.794 16 13.77748 13.79652 13.03549 13.03923 1.67E-04 77.26585 0.0168302 161 1.6813749 up 13.787 13.03736 0.013464 0.002642 0.749642 1.0575
1622204_aVvi.15250 Transcr ibed locus 6.490562 6.528587 6.292752 6.352262 16 2.698344 2.706771 2.653691 2.66727 0.0342266 5.265527 0.06270465 9061 1.0295945 up 2.702557 2.660481 0.005959 0.009602 0.0420763 1.015815
1622205_aVvi.342 Transcr ibed locus, moderately similar to XP_507363.1 PREDICTED OJ1047_A06.117 gene 5.550687 5.615899 5.333357 5.271711 16 2.472666 2.489517 2.415044 2.398271 0.0245702 6.261468 0.05068514 8047 1.0529478 up 2.481092 2.406658 0.011915 0.01186 0.0744338 1.030928
1622206_aVvi.11751 Transcr ibed locus 4.256647 4.24484 4.056531 4.067127 16 2.089717 2.08571 2.020247 2.02401 0.001752 23.85947 0.02497189 1161 1.0465095 up 2.087714 2.022128 0.002834 0.002661 0.0655854 1.032434
1622207_aVvi.11595 Transcr ibed locus 8.32287 8.36291 8.101596 8.088432 16 3.057081 3.064005 3.018206 3.01586 0.0069842 11.90302 0.03085466 3757 1.0306182 up 3.060543 3.017033 0.004896 0.001659 0.04351 1.014421
1622208_x_at 280.6539 254.5273 213.4015 385.0624 16 8.132648 7.991677 7.737427 8.588948 0.8366924 0.234095 0.8586739 16176 1.0725349 down 8.062162 8.163187 0.099682 0.602117 -0.101025 0.987624
1622209_aVvi.14226 Transcr ibed locus 4.656201 4.683499 4.468789 4.545675 16 2.219153 2.227587 2.159884 2.184495 0.0589407 3.934638 0.09354115 10460 1.0361127 up 2.22337 2.172189 0.005963 0.017402 0.0511808 1.023562
1622210_aVvi.7482 Transcr ibed locus 5792.343 6098.004 4580.633 3928.34 16 12.49993 12.57412 12.16133 11.9397 0.0531375 4.163261 0.08648915 10199 1.4010508 up 12.53703 12.05052 0.052461 0.156714 0.486509 1.040372
1622211_aVvi.15701 Transcr ibed locus 4.731014 4.75724 4.569143 4.539517 16 2.242149 2.250125 2.191924 2.182539 0.0107524 9.565826 0.03483154 5124 1.0416754 up 2.246137 2.187231 0.00564 0.006636 0.0589058 1.026932
1622212_aVvi.282 Transcr ibed locus, moderately similar to NP_182151.1 eukaryotic translation initiation factor 3 4444.477 4495.979 5869.632 5761.423 16 12.1178 12.13442 12.51905 12.49221 0.0017259 24.0395 0.02496726 1146 1.3009119 down 12.12611 12.50563 0.011753 0.018983 -0.379523 0.969652
1622213_at 10.70821 10.63284 10.28294 10.26835 16 3.420646 3.410455 3.362181 3.360133 0.0090077 10.46512 0.03276631 4563 1.0384223 up 3.41555 3.361157 0.007206 0.001449 0.0543932 1.016183
1622214_aVvi.2150 Transcr ibed locus, moderately similar to NP_182291.1 NADH-ubiquinone oxidoreductase-re 2681.973 2622.82 3165.241 2990 16 11.38908 11.3569 11.6281 11.54593 0.0399697 4.850684 0.06999022 9480 1.1599187 down 11.37299 11.58702 0.022752 0.058103 -0.214023 0.981529
1622215_at 5.179459 5.221491 4.948834 5.023161 16 2.372801 2.384462 2.307089 2.328596 0.0381871 4.969567 0.0676536 9370 1.0430365 up 2.378632 2.317842 0.008245 0.015208 0.0607896 1.026227
1622216_aVvi.15667 Transcr ibed locus 3.441043 3.455569 3.349782 3.362568 16 1.782846 1.788923 1.744067 1.749564 0.0108183 9.536189 0.03488153 5148 1.0274507 up 1.785885 1.746815 0.004297 0.003886 0.0390692 1.022366
1622217_aVvi.3047 Transcr ibed locus, moderately similar to NP_567623.2 (2R)-phospho-3-sulfolactate synthase 1771.94 1731.487 1999.445 1927.981 16 10.79111 10.7578 10.96538 10.91288 0.0338524 5.296096 0.062232 9030 1.1209134 down 10.77445 10.93913 0.02356 0.037129 -0.164675 0.984946
1622218_aVvi.7059 Transcr ibed locus, moderately similar to NP_563729.1 membrane-associated zinc metallopro 994.2818 992.6925 105.1666 100.7673 16 9.957511 9.955203 6.716533 6.654884 8.89E-05 106.0323 0.01554185 94 9.6508 up 9.956357 6.685709 0.001632 0.043592 3.2706485 1.4892
1622219_aVvi.3056 Transcr ibed locus, weakly similar to NP_849277.1 F-box family protein [Arabidopsis thaliana] 2208.841 2305.988 1933.429 1808.463 16 11.10907 11.17117 10.91695 10.82055 0.0418532 4.733259 0.07236475 9601 1.2069565 up 11.14012 10.86875 0.043908 0.068164 0.271373 1.024968
1622220_aVvi.2101 Transcr ibed locus, moderately similar to NP_173390.1 pfkB-type carbohydrate kinase family p 624.5369 643.6495 811.4719 742.0849 16 9.286643 9.330132 9.664397 9.53544 0.0503969 4.284322 0.08298694 10080 1.2239381 down 9.308388 9.599918 0.030751 0.091186 -0.29153 0.969632
1622221_aVvi.89 GO:001577Putative sucrose transporter (VvSUC12) 258.3721 264.223 211.2357 210.1574 16 8.013307 8.045612 7.72271 7.715326 0.0028366 18.73585 0.0270467 1733 1.2400867 up 8.029459 7.719018 0.022844 0.005221 0.310441 1.040218
1622222_aVvi.10410 Transcr ibed locus, weakly similar to NP_197067.2 phytochelatin synthetase family protein / CO 3120.097 3036.285 2862.059 2933.806 16 11.60737 11.56809 11.48284 11.51856 0.0817851 3.278488 0.12057573 11259 1.0621843 up 11.58773 11.5007 0.027777 0.025258 0.087034 1.007568
1622223_aVvi.7535 Transcr ibed locus, moderately similar to NP_683478.1 zinc finger (Ran-binding) family prote 2018.895 1897.096 2090.709 2081.654 16 10.97935 10.88958 11.02978 11.02352 0.1770358 2.048691 0.22710153 12941 1.0659813 down 10.93446 11.02665 0.063479 0.004428 -0.0921825 0.99164
1622224_aVvi.6804 Transcr ibed locus, moderately similar to NP_564277.1 expressed protein [Arabidopsis thalian 12714.69 12850.47 9529.92 9475.665 16 13.63421 13.64953 13.21825 13.21001 4.13E-04 49.1654 0.01871624 358 1.3451258 up 13.64187 13.21413 0.010837 0.005825 0.4277415 1.03237
1622225_aVvi.1891 Transcr ibed locus, weakly similar to NP_194244.1 glycine-rich protein / oleosin [Arabidopsis 6.613185 6.878639 6.231605 6.233987 16 2.725345 2.782123 2.639604 2.640155 0.0569207 4.010355 0.09111045 10371 1.0821157 up 2.753734 2.63988 0.040148 3.90E-04 0.1138545 1.043129
1622226_aVvi.2577 Transcr ibed locus, moderately similar to NP_188925.1 expressed protein [Arabidopsis thalian 3309.683 3093.98 2919.763 2589.215 16 11.69248 11.59525 11.51164 11.3383 0.1584977 2.202788 0.20719762 12698 1.1638426 up 11.64386 11.42497 0.068751 0.122568 0.218896 1.019159
1622227_aVvi.15718 Transcr ibed locus 5.592665 5.609013 5.369373 5.387674 16 2.483536 2.487747 2.424754 2.429663 0.0030486 18.06989 0.02768036 1826 1.0413345 up 2.485642 2.427208 0.002978 0.003471 0.0584335 1.024074
1622228_at 9.097349 9.126537 8.835648 9.073687 16 3.185446 3.190068 3.143336 3.181689 0.321281 1.306994 0.37714112 14142 1.0176523 up 3.187757 3.162512 0.003268 0.027119 0.0252447 1.007982
1622229_aVvi.14834 Transcr ibed locus 3.656789 3.675563 3.559772 3.559197 16 1.870577 1.877965 1.831785 1.831552 0.0074415 11.52749 0.03120639 3957 1.0299705 up 1.874271 1.831668 0.005224 1.65E-04 0.0426032 1.023259
1622230_aVvi.2565 Transcr ibed locus, moderately similar to XP_479122.1 unknown protein [Oryza sativa (japonic 146.7809 142.4391 178.2249 169.067 16 7.197521 7.154201 7.477554 7.401452 0.0264897 6.021398 0.05295417 8303 1.2005054 down 7.175861 7.439503 0.030632 0.053813 -0.2636417 0.964562
1622231_aVvi.7391 GO:000681Lipid transfer protein isoform 1 2.157692 2.164857 2.215158 2.162056 16 1.109489 1.114272 1.14741 1.112404 0.4148576 1.020453 0.47016633 14648 1.0125736 down 1.11188 1.129907 0.003382 0.024753 -0.0180268 0.984046
1622232_at 4.678522 4.718695 4.427847 4.420558 16 2.226053 2.238388 2.146606 2.144229 0.0051951 13.81998 0.029498 2922 1.0620143 up 2.23222 2.145417 0.008722 0.001681 0.0868032 1.04046
1622233_aVvi.1131 Transcr ibed locus, weakly similar to XP_516470.1 PREDICTED: similar to RIKEN cDNA 492 163.6131 165.3928 166.1309 167.7359 16 7.354145 7.369752 7.376176 7.390048 0.1798705 2.027059 0.23013334 12975 1.0147775 down 7.361949 7.383112 0.011036 0.009808 -0.0211635 0.997134
1622234_sVvi.5073 Transcr ibed locus, strongly similar to XP_479089.1 putative reversibly glycosylated polypeptid 3957.262 4062.292 5136.736 5428.977 16 11.95029 11.98808 12.32664 12.40647 0.0121266 8.998145 0.03597664 5595 1.3171023 down 11.96918 12.36655 0.026722 0.056448 -0.397367 0.967868
1622235_s_at 463.6915 428.2116 558.2226 639.1248 16 8.857021 8.74218 9.124697 9.319954 0.0648808 3.732244 0.10079473 10685 1.3404568 down 8.799601 9.222325 0.081205 0.138068 -0.422724 0.954163
1622236_aVvi.5077 Transcr ibed locus, strongly similar to NP_566129.1 expressed protein [Arabidopsis thaliana] 209.3589 171.3215 70.9202 63.24501 16 7.709834 7.420563 6.148125 5.98288 0.0121128 9.003335 0.03596554 5589 2.8278317 up 7.565198 6.065502 0.204546 0.116846 1.4996964 1.24725
1622237_aVvi.15263 Transcr ibed locus 7.27331 7.426526 6.824792 6.78386 16 2.862612 2.892688 2.770785 2.762106 0.0192392 7.105079 0.04413551 7236 1.0801294 up 2.87765 2.766446 0.021267 0.006137 0.1112042 1.040198
1622238_aVvi.14918 Transcr ibed locus 188.003 179.0749 179.7251 207.5098 16 7.554613 7.484419 7.489648 7.697035 0.5695761 0.674378 0.6150711 15373 1.0525041 down 7.519516 7.593342 0.049634 0.146645 -0.073826 0.990278
1622239_aVvi.15009 Transcr ibed locus 3.613882 3.637506 3.51083 3.524265 16 1.853549 1.86295 1.811812 1.817322 0.0152015 8.017907 0.0391887 6439 1.0307412 up 1.85825 1.814567 0.006647 0.003896 0.0436822 1.024073
1622240_x_at 154.7488 151.7199 175.6698 180.2943 16 7.273785 7.245266 7.456722 7.49421 0.011687 9.168859 0.03558587 5450 1.1614608 down 7.259525 7.475466 0.020166 0.026508 -0.2159407 0.971113
1622241_x_at 10.44637 10.82821 8.612679 10.77813 16 3.38493 3.436723 3.106462 3.430035 0.4759429 0.870193 0.5282173 14958 1.1038756 up 3.410826 3.268249 0.036623 0.228801 0.1425776 1.043625
1622242_s_at 1548.54 1586.917 2235.187 2161.731 16 10.59669 10.63201 11.12618 11.07797 0.0037324 16.32253 0.02823139 2188 1.4022312 down 10.61435 11.10208 0.024973 0.034088 -0.487725 0.956069
1622243_aVvi.10653 Transcr ibed locus, weakly similar to NP_200764.1 sensitivity to red light reduced protein (SR 52.05746 50.3171 40.2986 36.10228 16 5.702033 5.652977 5.332658 5.174018 0.0362434 5.108861 0.0652725 9216 1.3417977 up 5.677505 5.253338 0.034688 0.112175 0.424167 1.080742
1622244_aVvi.10918 Transcr ibed locus, weakly similar to NP_188788.1 two-component phosphorelay mediator 3 (H 5.356304 5.368247 5.3625 5.307722 16 2.421238 2.424451 2.422906 2.408093 0.4346996 0.969172 0.48941287 14745 1.0051043 up 2.422844 2.415499 0.002272 0.010474 0.0073452 1.003041
1622245_aVvi.8301 Transcr ibed locus, weakly similar to NP_200279.1 basic helix-loop-helix (bHLH) family protei 13.05115 13.19085 26.85711 19.84429 16 3.706105 3.721466 4.747232 4.310652 0.0648894 3.73197 0.10079473 10687 1.7594889 down 3.713786 4.528942 0.010862 0.308709 -0.8151564 0.820012
1622246_at 7.05684 8.238097 6.990993 6.963899 16 2.819022 3.042311 2.805497 2.799895 0.3704591 1.145872 0.42625004 14428 1.0927556 up 2.930667 2.802696 0.157889 0.003961 0.1279708 1.04566
1622247_aVvi.13489 Transcr ibed locus, moderately similar to NP_680215.1 expressed protein [Arabidopsis thalian 2170.956 1991.568 2128.216 2244.626 16 11.08412 10.95969 11.05543 11.13226 0.4288894 0.983919 0.48379007 14717 1.0511302 down 11.0219 11.09384 0.087982 0.054328 -0.071941 0.993515
1622248_aVvi.3840 Transcr ibed locus, weakly similar to NP_567561.1 dual specificity protein phosphatase-relate 1083.626 1128.053 864.2011 843.5955 16 10.08165 10.13962 9.755223 9.720408 0.0081241 11.02692 0.03164294 4261 1.2948805 up 10.11064 9.737816 0.04099 0.024618 0.372819 1.038286
1622249_aVvi.7060 GO:000611Putative glycolate oxidase (Gox) 2038.384 1936.188 749.6308 677.7053 16 10.99321 10.919 9.550036 9.404514 0.0030364 18.10628 0.02766159 1820 2.7872267 up 10.95611 9.477276 0.052472 0.1029 1.47883 1.15604
1622250_aVvi.14706 Transcr ibed locus 4.43549 4.451727 4.304868 4.329151 16 2.149093 2.154365 2.105969 2.114084 0.0131961 8.618774 0.03712028 5900 1.029328 up 2.151729 2.110026 0.003728 0.005738 0.0417026 1.019764
1622251_s_at 4171.192 4223.593 3351.804 3374.977 16 12.02624 12.04425 11.71072 11.72066 0.0010344 31.0685 0.02259248 758 1.2479475 up 12.03525 11.71569 0.012735 0.007029 0.3195575 1.027276
1622252_aVvi.207 Transcr ibed locus, moderately similar to NP_200010.1 sorbitol dehydrogenase, putative / L-id 687.2491 794.4497 574.8284 496.8193 16 9.424689 9.633812 9.166987 8.956577 0.0876457 3.151586 0.12750553 11411 1.3826809 up 9.529251 9.061783 0.147872 0.148782 0.467468 1.051587
1622253_aVvi.11597 Transcr ibed locus, moderately similar to NP_563656.1 expressed protein [Arabidopsis thalian 110.166 97.60676 99.15701 99.9874 16 6.783535 6.60891 6.631643 6.643675 0.5723028 0.669145 0.61761385 15383 1.0414281 up 6.696222 6.637659 0.123478 0.008508 0.0585633 1.008823
1622254_at 4.314563 4.426974 4.142433 4.117371 16 2.109215 2.146321 2.050478 2.041723 0.050401 4.284134 0.08298694 10082 1.0582403 up 2.127768 2.046101 0.026238 0.006191 0.0816672 1.039914
1622255_aVvi.1126 Transcr ibed locus, moderately similar to NP_564277.1 expressed protein [Arabidopsis thalian 1785.939 1820.554 2127.778 1955.365 16 10.80247 10.83016 11.05513 10.93322 0.1045055 2.845424 0.14713675 11790 1.1312064 down 10.81632 10.99418 0.019583 0.086203 -0.177862 0.983822
1622256_at 6.419393 6.472708 6.203917 6.207731 16 2.682437 2.694369 2.633179 2.634066 0.0117179 9.15656 0.03559749 5464 1.038701 up 2.688403 2.633623 0.008437 6.27E-04 0.0547805 1.0208
1622257_aVvi.1427 Transcr ibed locus, weakly similar to XP_463324.1 putative casein kinase [Oryza sativa (japoni 485.5722 452.159 599.0727 576.3225 16 8.923542 8.820686 9.226587 9.170733 0.0306487 5.57993 0.0581652 8747 1.2540072 down 8.872114 9.19866 0.07273 0.039495 -0.326546 0.964501
1622258_aVvi.11012 Transcr ibed locus, weakly similar to NP_564748.1 expressed protein [Arabidopsis thaliana] 338.35 307.7174 441.7723 455.8127 16 8.402372 8.265462 8.787159 8.832297 0.0221877 6.601178 0.04759184 7739 1.3906997 down 8.333918 8.809729 0.09681 0.031918 -0.475811 0.94599
1622259_aVvi.14668 Transcr ibed locus 4.014015 4.035505 3.851789 3.903214 16 2.005046 2.012749 1.945529 1.964663 0.0348358 5.216796 0.06350552 9105 1.0379966 up 2.008897 1.955096 0.005447 0.01353 0.0538018 1.027519
1622260_aVvi.14582 Transcr ibed locus 7.638462 7.725692 9.545535 9.827025 16 2.933282 2.949664 3.254826 3.296755 0.004502 14.85352 0.02926091 2548 1.2607806 down 2.941473 3.27579 0.011584 0.029648 -0.3343172 0.897943
1622261_aVvi.66 Transcr ibed locus, moderately similar to NP_849728.1 double-stranded DNA-binding family p  1199.542 1175.566 956.7338 1057.731 16 10.22827 10.19914 9.901974 10.04676 0.0834475 3.241196 0.12248216 11310 1.1804508 up 10.2137 9.974365 0.020597 0.102378 0.239338 1.023995
1622262_aVvi.9968 Transcr ibed locus, strongly similar to NP_179552.1 Ndr family protein [Arabidopsis thaliana] 88.30465 91.7704 89.73426 85.06383 16 6.464417 6.519957 6.487588 6.410474 0.459619 0.908243 0.512671 14883 1.0303655 up 6.492187 6.449031 0.039273 0.054528 0.043156 1.006692
1622263_aVvi.3631 Transcr ibed locus, moderately similar to XP_481483.1 putative TGF-beta receptor-interacting 9.196938 9.312024 8.6845 8.614311 16 3.201154 3.219095 3.118443 3.106736 0.011847 9.105618 0.03572042 5505 1.069944 up 3.210125 3.112589 0.012686 0.008278 0.0975354 1.031336
1622264_aVvi.7634 Transcr ibed locus, weakly similar to NP_200428.1 expressed protein [Arabidopsis thaliana] 2967.321 2944.077 2679.882 2684.327 16 11.53495 11.5236 11.38795 11.39035 0.0017075 24.16955 0.02493529 1132 1.1019994 up 11.52927 11.38915 0.008023 0.001691 0.140123 1.012303
1622265_aVvi.7667 Transcr ibed locus, weakly similar to NP_197102.2 pentatricopeptide (PPR) repeat-containing 383.1408 447.3702 680.1643 692.813 16 8.581731 8.805326 9.40974 9.436322 0.0229994 6.479593 0.04862306 7852 1.6580675 down 8.693528 9.423031 0.158105 0.018797 -0.729503 0.922583
1622266_x_at 20778.79 19009.57 90.57658 248.4758 16 14.34282 14.21444 6.501066 7.956962 0.0105755 9.646799 0.03466397 5063 132.4788 up 14.27863 7.229013 0.090781 1.029474 7.0496176 1.975184
1622267_aVvi.10884 Transcr ibed locus, moderately similar to NP_197445.1 cinnamyl-alcohol dehydrogenase, puta 329.4341 312.889 315.2007 307.0409 16 8.363846 8.289507 8.300127 8.262287 0.3894689 1.090189 0.44476375 14536 1.0320188 up 8.326676 8.281207 0.052566 0.026757 0.045469 1.005491
1622268_aVvi.10378 Transcr ibed locus, weakly similar to NP_916724.1 P0042A10.6 [Oryza sativa (japonica cultiva 383.0304 347.5862 312.3066 302.5092 16 8.581315 8.441227 8.286819 8.240835 0.0784587 3.356482 0.11692745 11139 1.1871014 up 8.511271 8.263827 0.099057 0.032516 0.2474435 1.029943
1622269_at 605.9606 666.7246 1317.848 1338.25 16 9.24308 9.380947 10.36397 10.38613 0.004286 15.22569 0.02904219 2449 2.0893235 down 9.312014 10.37505 0.097487 0.015673 -1.063036 0.897539
1622270_sVvi.249 Transcr ibed locus, moderately similar to NP_849974.1 RER1 protein, putative [Arabidopsis th 540.6368 508.0537 470.7949 466.607 16 9.078516 8.988837 8.878955 8.866064 0.070725 3.557753 0.10790074 10881 1.1181914 up 9.033676 8.872509 0.063412 0.009115 0.161167 1.018165
1622271_aVvi.15372 Transcr ibed locus 5.112069 5.147997 4.945442 4.982247 16 2.353907 2.364011 2.306099 2.316797 0.02315 6.457734 0.04880962 7873 1.0334804 up 2.358959 2.311448 0.007145 0.007564 0.0475112 1.020555
1622272_aVvi.11911 Transcr ibed locus 4.466962 4.382944 4.206428 4.210684 16 2.159294 2.1319 2.072596 2.074055 0.0341831 5.269054 0.06265955 9056 1.0513711 up 2.145597 2.073325 0.01937 0.001032 0.072272 1.034858
1622273_aVvi.10182 Transcr ibed locus, moderately similar to NP_191591.2 expressed protein [Arabidopsis thalian 631.1958 623.9039 659.231 663.8849 16 9.301944 9.28518 9.36464 9.374789 0.0161548 7.772076 0.04029566 6654 1.054203 down 9.293562 9.369715 0.011854 0.007176 -0.076153 0.991872
1622274_aVvi.14241 Transcr ibed locus 3.509827 3.532242 3.41427 3.428871 16 1.8114 1.820584 1.771577 1.777733 0.0174205 7.47717 0.04192128 6898 1.0290667 up 1.815992 1.774655 0.006494 0.004353 0.0413366 1.023293
1622275_sVvi.7086 Transcr ibed locus 4.142047 4.17062 4.024017 4.03165 16 2.050344 2.060262 2.008637 2.01137 0.0126505 8.806333 0.03659347 5737 1.0318971 up 2.055303 2.010004 0.007013 0.001933 0.045299 1.022537
1622276_aVvi.9309 Transcr ibed locus 7.10617 7.060171 6.739354 6.717959 16 2.829072 2.819703 2.75261 2.748023 0.0049221 14.20098 0.02943507 2771 1.0526829 up 2.824388 2.750317 0.006625 0.003244 0.074071 1.026932
1622277_aVvi.835 Transcr ibed locus, weakly similar to NP_179660.2 glycosyl hydrolase family 5 protein / cellula 973.345 1044.543 724.4115 689.2272 16 9.926807 10.02866 9.500666 9.428836 0.0144377 8.232057 0.0384003 6241 1.4269961 up 9.977732 9.46475 0.072018 0.050791 0.512982 1.054199
1622278_aVvi.15062 Transcr ibed locus 69.47075 70.75243 70.03605 68.37604 16 6.118334 6.144708 6.130026 6.095419 0.4786252 0.864071 0.5307008 14971 1.0131153 up 6.131521 6.112722 0.018649 0.024471 0.0187983 1.003075
1622279_at 1.975636 1.981943 4.634248 1.939774 13 0.982317 0.986915 2.212335 0.955888 0.4406597 0.954265 0.4948134 14784 1.5151868 down 0.984616 1.584112 0.003251 0.888442 -0.5994957 0.621557
1622280_aVvi.2520 Transcr ibed locus 6.475536 6.531745 6.032851 6.061215 16 2.695 2.707469 2.59284 2.599607 0.0045319 14.80404 0.02926091 2564 1.0755024 up 2.701234 2.596223 0.008817 0.004785 0.1050106 1.040447
1622281_aVvi.15294 Transcr ibed locus 126.4768 160.8006 97.61666 56.55596 16 6.982729 7.329129 6.609055 5.821607 0.1603003 2.186746 0.20915632 12723 1.9193237 up 7.155929 6.215331 0.244942 0.55681 0.940598 1.151335
1622282_aVvi.11272 Transcr ibed locus, moderately similar to NP_180697.1 pfkB-type carbohydrate kinase family p 2802.149 3002.462 4092.663 3914.735 16 11.45232 11.55193 11.99882 11.9347 0.0158663 7.844137 0.03993306 6595 1.379969 down 11.50213 11.96676 0.070436 0.045343 -0.464636 0.961173
1622283_aVvi.15068 Transcr ibed locus 3.896975 3.91233 3.783781 3.802661 16 1.962355 1.968028 1.919829 1.927009 0.0117875 9.128984 0.0356634 5485 1.0293778 up 1.965192 1.923419 0.004012 0.005078 0.0417726 1.021718
1622284_aVvi.4094 Transcr ibed locus 5.74717 5.777913 5.455784 5.449278 16 2.522852 2.530548 2.447787 2.446065 0.0024346 20.22985 0.02636745 1530 1.0568526 up 2.5267 2.446926 0.005442 0.001217 0.0797741 1.032602
1622285_aVvi.8846 Transcr ibed locus, moderately similar to NP_921913.1 putative peroxin [Oryza sativa (japonic 193.5691 187.061 129.461 134.6696 16 7.596705 7.547364 7.016374 7.07328 0.0050637 13.99941 0.02943507 2851 1.4411373 up 7.572035 7.044827 0.034889 0.040239 0.527208 1.074836
1622286_at 46.94218 42.21651 15.74259 15.96782 16 5.552813 5.399736 3.976601 3.997095 0.0026773 19.28767 0.0268407 1655 2.8077726 up 5.476275 3.986848 0.108242 0.014491 1.4894261 1.373585
1622287_aVvi.6518 Transcr ibed locus 34.64629 24.42184 20.8049 18.76197 16 5.114629 4.6101 4.378851 4.229739 0.1679251 2.121524 0.21737956 12824 1.4722975 up 4.862365 4.304296 0.356756 0.105438 0.5580695 1.129654
1622288_aVvi.5644 Transcr ibed locus 3.899022 3.915784 3.776978 3.78544 16 1.963112 1.969301 1.917232 1.920461 0.0053872 13.56936 0.02956287 3020 1.0333723 up 1.966207 1.918847 0.004376 0.002283 0.0473601 1.024682
1622289_at 4.814828 4.849497 4.585752 4.607008 16 2.267484 2.277835 2.197158 2.20383 0.007201 11.72052 0.03103162 3850 1.0512936 up 2.27266 2.200494 0.007319 0.004717 0.0721658 1.032795
1622290_aVvi.4829 Transcr ibed locus, moderately similar to NP_565139.1 5-formyltetrahydrofolate cyclo-ligase f 160.1278 152.098 98.1219 93.35358 16 7.32308 7.248857 6.616503 6.544633 0.0053202 13.65515 0.02950386 2991 1.6305966 up 7.285968 6.580568 0.052483 0.05082 0.7054 1.107194
1622291_aVvi.12346 Transcr ibed locus 31.71779 42.6892 521.6408 534.0776 16 4.98722 5.415799 9.026913 9.060905 0.0031152 17.87475 0.02771931 1864 14.344239 down 5.20151 9.043909 0.303051 0.024037 -3.8423995 0.57514
1622292_aVvi.10810 Transcr ibed locus, moderately similar to NP_175244.1 glycoside hydrolase family 28 protein / 4.142254 4.167193 4.018188 3.995328 16 2.050416 2.059076 2.006545 1.998314 0.0127894 8.757447 0.03674486 5776 1.0369287 up 2.054746 2.00243 0.006124 0.00582 0.0523167 1.026127
1622293_aVvi.2219 Transcr ibed locus, weakly similar to NP_174174.1 expressed protein [Arabidopsis thaliana] 209.5287 209.6704 214.1196 190.4482 16 7.711004 7.711979 7.742273 7.573255 0.58998 0.635753 0.63384765 15452 1.0379436 up 7.711492 7.657764 6.90E-04 0.119514 0.0537281 1.007016
1622294_aVvi.2831 Transcr ibed locus, weakly similar to NP_909038.1 unknown protein [Oryza sativa (japonica cu 471.9918 550.9988 226.0262 357.4298 16 8.882618 9.105906 7.820345 8.481516 0.1368971 2.416918 0.18345766 12387 1.7941884 up 8.994262 8.15093 0.157888 0.467518 0.843332 1.103465
1622295_aVvi.10241 Transcr ibed locus, weakly similar to NP_187988.1 beta-galactosidase, putative / lactase, puta 19.41043 23.73102 213.1381 271.1393 16 4.27876 4.568702 7.735645 8.082891 0.0041848 15.40983 0.0288901 2400 11.200852 down 4.423731 7.909267 0.20502 0.24554 -3.4855364 0.55931
1622296_aVvi.9920 Transcr ibed locus, weakly similar to NP_567003.2 bZIP transcr iption factor family protein [Ara  2222.98 2032.007 2651.614 2887.199 16 11.11828 10.98869 11.37266 11.49546 0.0508567 4.263349 0.08356321 10103 1.3018574 down 11.05348 11.43406 0.091634 0.086833 -0.380571 0.966716
1622297_aVvi.13530 Transcr ibed locus 6.945167 7.023258 6.522265 6.488167 16 2.796009 2.812141 2.705373 2.697811 0.0074706 11.50476 0.03124114 3969 1.0736195 up 2.804075 2.701592 0.011406 0.005347 0.1024828 1.037934
1622298_aVvi.4686 Transcr ibed locus, weakly similar to NP_922074.1 putative cell cycle regulatory protein [Oryza 135.7536 149.8015 174.2266 158.5033 16 7.084848 7.226908 7.444821 7.308369 0.1543108 2.241034 0.20264728 12641 1.1653125 down 7.155878 7.376595 0.100452 0.096486 -0.220717 0.970079
1622299_s_at 1753.068 1619.011 21.39072 26.33082 16 10.77567 10.6609 4.418913 4.71868 6.80E-04 38.31614 0.02179512 515 70.98711 up 10.71828 4.568797 0.081154 0.211968 6.1494854 2.345975
1622300_at 3.776038 3.792183 5.862086 3.687764 16 1.916873 1.923029 2.551414 1.882746 0.4679364 0.888683 0.5204797 14925 1.2286973 down 1.919951 2.21708 0.004352 0.47282 -0.2971296 0.865982
1622301_aVvi.600 Transcr ibed locus, weakly similar to XP_470580.1 Putative membrane protein [Oryza sativa (ja  4.418543 4.438509 4.23704 4.252398 16 2.143571 2.150075 2.083057 2.088277 0.004617 14.66595 0.02926091 2614 1.0433016 up 2.146823 2.085667 0.004599 0.003691 0.0611563 1.029322
1622302_sVvi.72 Transcr ibed locus, strongly similar to NP_918587.1 putative 33kDa oxygen evolvingprotein of 2401.351 2587.591 28.91166 16.74703 16 11.22963 11.33739 4.85358 4.065833 0.0033768 17.16501 0.02783547 2006 113.28443 up 11.28351 4.459706 0.0762 0.557021 6.8238057 2.530102
1622303_aVvi.2668 Transcr ibed locus, strongly similar to XP_464900.1 ubiquitin-conjugating enzyme OsUBC5b 155.0188 121.1432 80.76648 68.42614 16 7.276299 6.920569 6.335685 6.096476 0.0542514 4.116632 0.0878285 10254 1.8433809 up 7.098434 6.21608 0.251539 0.169146 0.8823544 1.141947
1622304_aVvi.12638 Transcr ibed locus, weakly similar to NP_563692.1 fasci cl in-like arabinogalactan-protein (FLA 4.711183 4.75379 4.572778 4.605431 16 2.236089 2.249078 2.193071 2.203336 0.0330733 5.361366 0.06128111 8959 1.03124 up 2.242584 2.198204 0.009185 0.007259 0.0443802 1.020189
1622305_aVvi.5563 Transcr ibed locus, weakly similar to NP_567160.1 phospholipase D beta 2 / PLD beta 2 (PLD 7.701638 7.754783 7.51368 7.525012 16 2.945165 2.955087 2.90952 2.911694 0.0161144 7.782045 0.0402569 6643 1.0277711 up 2.950126 2.910607 0.007015 0.001537 0.0395191 1.013578
1622306_aVvi.11435 Transcr ibed locus 5.503442 5.536521 5.234854 5.22499 16 2.460334 2.46898 2.388149 2.385428 0.0033699 17.18269 0.02783547 2003 1.0554574 up 2.464657 2.386789 0.006113 0.001924 0.0778682 1.032625
1622307_aVvi.11538 Transcr ibed locus, weakly similar to NP_921098.1 putative Glucan 1,3-beta-glucosidase prec 12.55974 11.81164 48.78132 67.41225 16 3.650734 3.562137 5.608257 6.074939 0.0111035 9.410856 0.0350667 5253 4.708157 down 3.606436 5.841598 0.062648 0.329994 -2.2351625 0.617371
1622308_aVvi.8465 Transcr ibed locus, weakly similar to NP_195491.1 1-aminocyclopropane-1-carboxylate syntha 6.501984 6.563974 6.29192 6.325876 16 2.70088 2.71457 2.6535 2.661265 0.0235739 6.397319 0.04933421 7932 1.0355103 up 2.707725 2.657383 0.00968 0.005491 0.0503418 1.018944
1622309_aVvi.5784 Transcr ibed locus, moderately similar to NP_181401.1 ethanolamine-phosphate cytidylyltrans 575.8495 565.3247 535.8787 431.9335 16 9.169548 9.142936 9.065763 8.754665 0.2557397 1.575924 0.31043288 13676 1.1859382 up 9.156242 8.910213 0.018818 0.219979 0.246029 1.027612
1622310_at 6.044252 6.090975 5.805797 5.735965 16 2.595564 2.606673 2.537494 2.520036 0.0198422 6.993045 0.04481296 7350 1.0514305 up 2.601119 2.528765 0.007855 0.012345 0.0723534 1.028612
1622311_at 9.192679 9.201377 8.887479 8.528369 16 3.200485 3.20185 3.151774 3.09227 0.1170748 2.659443 0.16167475 12021 1.0563921 up 3.201168 3.122022 9.65E-04 0.042076 0.0791454 1.025351
1622312_aVvi.5048 Transcr ibed locus, weakly similar to NP_921985.1 putative esterase [Oryza sativa (japonica c 3.986087 4.010176 3.833129 3.854619 16 1.994973 2.003666 1.938522 1.946588 0.0107349 9.573752 0.03481558 5118 1.0401301 up 1.99932 1.942555 0.006146 0.005704 0.0567642 1.029221
1622313_aVvi.11130 Transcr ibed locus, weakly similar to NP_175081.1 aldehyde dehydrogenase, putative (ALDH) 277.8792 304.6414 336.5336 342.3291 16 8.118314 8.250968 8.394607 8.41924 0.0810652 3.294977 0.11984365 11229 1.1665777 down 8.184641 8.406923 0.093801 0.017418 -0.222282 0.97356
1622314_aVvi.721 Transcr ibed locus, moderately similar to NP_568713.1 expressed protein [Arabidopsis thalian 330.5756 306.0379 350.915 365.0394 16 8.368836 8.257566 8.454978 8.511909 0.1124726 2.724123 0.1563485 11942 1.1252468 down 8.313202 8.483443 0.07868 0.040256 -0.170241 0.979933
1622315_at 114.4793 114.9322 102.6513 102.3794 16 6.838943 6.84464 6.681608 6.677782 4.48E-04 47.24197 0.01871624 396 1.118912 up 6.841791 6.679695 0.004028 0.002705 0.1620963 1.024267
1622316_aVvi.8151 Transcr ibed locus, weakly similar to NP_176675.1 cytochrome P450, putative [Arabidopsis tha 122.3916 147.3392 125.9335 124.0948 16 6.93536 7.202997 6.976519 6.955298 0.5221458 0.769305 0.5718116 15159 1.0742055 up 7.069179 6.965909 0.189248 0.015005 0.1032701 1.014825
1622317_aVvi.3718 Transcr ibed locus 15.06634 14.43632 14.56844 14.63988 16 3.913257 3.851631 3.864775 3.871832 0.6931583 0.455934 0.72903484 15784 1.0098497 up 3.882444 3.868303 0.043576 0.00499 0.0141407 1.003656
1622318_aVvi.12696 Transcr ibed locus, weakly similar to NP_190390.1 expressed protein [Arabidopsis thaliana] 213.8235 192.8092 77.44549 91.17255 16 7.740277 7.59103 6.275109 6.510528 0.011778 9.132743 0.0356634 5481 2.416359 up 7.665653 6.392819 0.105533 0.166466 1.2728345 1.199104
1622319_aVvi.4075 Transcr ibed locus, moderately similar to NP_189940.1 expressed protein [Arabidopsis thalian 747.6226 705.3756 76.0845 85.13006 16 9.546166 9.462248 6.249531 6.411596 8.26E-04 34.77897 0.0221369 614 9.023231 up 9.504208 6.330564 0.059339 0.114598 3.1736445 1.501321
1622320_aVvi.12051 Transcr ibed locus 30.02768 18.41174 28.79511 29.9811 16 4.908221 4.202554 4.847752 4.905982 0.4597006 0.908049 0.51272756 14884 1.2496113 down 4.555388 4.876867 0.498982 0.041174 -0.3214795 0.934081
1622321_at 147.1693 130.5405 111.5796 116.6938 16 7.201333 7.028354 6.801929 6.866584 0.0933705 3.038833 0.13410652 11558 1.2146888 up 7.114843 6.834257 0.122315 0.045718 0.2805868 1.041056
1622322_aVvi.8060 Transcr ibed locus, moderately similar to NP_567558.1 RNA helicase, putative [Arabidopsis th 5.130201 5.155931 4.944911 4.887929 16 2.359016 2.366233 2.305944 2.289223 0.0190438 7.142502 0.0438843 7202 1.046114 up 2.362624 2.297584 0.005103 0.011824 0.0650402 1.028308
1622323_aVvi.5201 Transcr ibed locus, moderately similar to XP_507604.1 PREDICTED P0544G09.31 gene prod 908.8023 867.9935 960.5252 971.0693 16 9.827823 9.76154 9.90768 9.92343 0.0710587 3.54842 0.10821109 10901 1.087393 down 9.794682 9.915555 0.046869 0.011138 -0.120873 0.98781
1622324_at 4.78529 4.812203 6.048555 4.679128 16 2.258606 2.266697 2.596591 2.22624 0.506157 0.803173 0.5569471 15087 1.1086186 down 2.262652 2.411415 0.005721 0.261878 -0.148763 0.938309
1622325_aVvi.2200 Transcr ibed locus, weakly similar to NP_565411.2 calcium-dependent protein kinase isoform 1053.522 1101.368 1203.678 1382.702 16 10.041 10.10508 10.23323 10.43327 0.1315232 2.477583 0.17752421 12299 1.1976546 down 10.07304 10.33325 0.045309 0.14145 -0.260212 0.974818
1622326_at 6.30065 6.333479 6.162527 6.217404 16 2.655501 2.662998 2.623522 2.636312 0.0583351 3.95694 0.09281949 10433 1.0205396 up 2.659249 2.629917 0.005302 0.009044 0.0293322 1.011153
1622327_at 5.805241 5.795268 5.437716 5.447092 16 2.537356 2.534875 2.443001 2.445486 3.65E-04 52.32887 0.01871624 316 1.0657524 up 2.536116 2.444243 0.001754 0.001757 0.0918722 1.037587
1622328_aVvi.1793 Transcr ibed locus, moderately similar to NP_193086.1 expressed protein [Arabidopsis thalian 4.890982 4.915769 4.706702 4.718597 16 2.290124 2.297417 2.234716 2.238358 0.005033 14.04244 0.02943507 2833 1.0404689 up 2.293771 2.236537 0.005157 0.002575 0.0572338 1.02559
1622329_aVvi.3402 Transcr ibed locus, moderately similar to NP_196462.2 expressed protein [Arabidopsis thalian 320.3833 291.4064 349.7853 313.0418 16 8.323655 8.186889 8.450326 8.290212 0.3887561 1.09222 0.44425443 14527 1.0829728 down 8.255272 8.370269 0.096708 0.113218 -0.114997 0.986261
1622330_aVvi.11187 Transcr ibed locus, weakly similar to NP_172731.1 F-box family protein / SKP1 interacting par 8.415534 6.006943 5.519589 5.561822 16 3.073055 2.586631 2.464561 2.475558 0.2772582 1.478924 0.3328783 13827 1.2832336 up 2.829843 2.470059 0.343954 0.007776 0.3597838 1.145658
1622331_aVvi.2476 Transcr ibed locus, weakly similar to NP_174357.1 FAD-binding domain-containing protein [A  426.6268 424.701 450.0079 415.6888 16 8.736831 8.730304 8.813807 8.69936 0.7268516 0.401561 0.76009005 15875 1.0160815 down 8.733567 8.756583 0.004615 0.080926 -0.023016 0.997372
1622332_at 87.24592 92.20622 102.9673 108.0631 16 6.447016 6.526792 6.686042 6.75573 0.0476083 4.417799 0.07953236 9937 1.176077 down 6.486904 6.720886 0.05641 0.049277 -0.2339823 0.965186
1622333_aVvi.9012 Transcr ibed locus, weakly similar to NP_849450.1 WRKY family transcr iption factor [Arabidop 1525.086 1594.875 1771.494 1665.623 16 10.57468 10.63923 10.79075 10.70185 0.1265723 2.536613 0.17211507 12208 1.1014066 down 10.60695 10.7463 0.045646 0.062865 -0.139347 0.987033
1622334_aVvi.15306 Transcr ibed locus 3.194781 3.20772 3.101104 3.117227 16 1.675717 1.681548 1.632782 1.640263 0.0124484 8.87888 0.03640461 5676 1.0296186 up 1.678633 1.636522 0.004123 0.00529 0.0421101 1.025731
1622335_sVvi.12911 Transcr ibed locus 172.7205 165.7506 251.6749 225.3234 16 7.432296 7.37287 7.975418 7.815854 0.0285445 5.791399 0.05542115 8549 1.4074196 down 7.402583 7.895636 0.04202 0.112829 -0.4930526 0.937554
1622336_aVvi.15348 Transcr ibed locus 278.7989 245.9812 345.4422 311.6212 16 8.123081 7.942404 8.432301 8.283649 0.1086907 2.780136 0.15213569 11860 1.2528664 down 8.032743 8.357975 0.127758 0.105112 -0.3252325 0.961087
1622337_aVvi.2003 Transcr ibed locus, moderately similar to NP_180930.1 copper-binding protein (CUTA) [Arab 9.816594 9.207268 8.475787 8.545977 16 3.295223 3.202773 3.083347 3.095245 0.0756309 3.426626 0.11365167 11047 1.117056 up 3.248998 3.089296 0.065372 0.008413 0.1597017 1.051695
1622338_aVvi.931 Transcr ibed locus, moderately similar to NP_912502.1 Unknown protein [Oryza sativa (japoni 3.825356 3.838224 3.709417 3.72004 16 1.935594 1.940439 1.891192 1.895318 0.0050153 14.06741 0.02943507 2823 1.0315124 up 1.938016 1.893255 0.003426 0.002917 0.044761 1.023642
1622339_x_at 5.722098 5.717774 5.409114 5.494906 16 2.516544 2.515454 2.435392 2.458095 0.025885 6.09417 0.0522548 8223 1.049175 up 2.515999 2.446744 7.71E-04 0.016053 0.0692553 1.028305
1622340_aVvi.15123 Transcr ibed locus 6.373236 6.450402 6.155629 6.110961 16 2.672026 2.689389 2.621906 2.611399 0.0241885 6.312529 0.05020981 7997 1.0453998 up 2.680708 2.616653 0.012277 0.00743 0.0640548 1.02448
1622341_aVvi.6189 Transcr ibed locus, moderately similar to NP_200034.1 ADP-ribosylation factor, putative [Arab  400.8128 363.3763 438.0793 449.1051 16 8.646785 8.505321 8.775048 8.810909 0.0969718 2.972836 0.13824965 11644 1.1622542 down 8.576053 8.792978 0.10003 0.025358 -0.216925 0.97533
1622342_aVvi.15393 Transcr ibed locus 3.399348 3.413428 3.30065 3.299192 16 1.765258 1.771221 1.72275 1.722113 0.0042578 15.27624 0.02896383 2438 1.0322611 up 1.76824 1.722432 0.004217 4.51E-04 0.045808 1.026595
1622343_aVvi.2167 Transcr ibed locus 10.05406 9.985514 9.319823 10.54123 16 3.329706 3.319836 3.220303 3.397971 0.8766933 0.175723 0.89359415 16287 1.010896 up 3.324771 3.309137 0.006979 0.125631 0.0156345 1.004725
1622344_aVvi.15737 Transcr ibed locus 4.510174 4.512451 4.323423 4.324328 16 2.173183 2.173911 2.112174 2.112476 4.14E-05 155.3446 0.01326001 47 1.0433494 up 2.173547 2.112325 5.15E-04 2.13E-04 0.0612223 1.028983
1622345_aVvi.5382 Transcr ibed locus, moderately similar to XP_473573.1 OSJNBa0019K04.7 [Oryza sativa (japo 5.436008 5.469026 5.26118 5.227296 16 2.442548 2.451284 2.395387 2.386065 0.0126782 8.79652 0.0366302 5744 1.0397164 up 2.446916 2.390726 0.006178 0.006591 0.05619 1.023503
1622346_aVvi.3905 Transcr ibed locus, weakly similar to NP_173390.1 pfkB-type carbohydrate kinase family protei  4.679779 4.652188 4.472542 4.478914 16 2.22644 2.217909 2.161095 2.163149 0.0052953 13.68755 0.02950386 2973 1.042504 up 2.222175 2.162122 0.006032 0.001452 0.060053 1.027775
1622347_aVvi.14663 Transcr ibed locus 5.113378 5.137641 4.978687 4.914535 16 2.354277 2.361106 2.315765 2.297055 0.0357072 5.149239 0.06463265 9171 1.0361847 up 2.357691 2.30641 0.004829 0.01323 0.0512813 1.022234
1622348_sVvi.3890 Transcr ibed locus, strongly similar to NP_177984.1 ribosomal protein L13 family protein [Ara 211.1851 210.6078 88.44663 87.76638 16 7.722364 7.718415 6.466735 6.455596 2.20E-05 213.1007 0.01288013 27 2.3936687 up 7.720389 6.461166 0.002792 0.007876 1.2592234 1.194891
1622349_aVvi.9407 Transcr ibed locus, moderately similar to NP_197640.1 zinc finger (ZPR1-type) family protein 96.16795 102.161 112.7415 155.8162 16 6.587484 6.674701 6.816875 7.283701 0.2195413 1.765391 0.27234742 13382 1.3371813 down 6.631093 7.050288 0.061672 0.330096 -0.419195 0.940542
1622350_aVvi.10010 Transcr ibed locus, moderately similar to NP_568662.1 O-acetyltransferase-related [Arabidop 9.542612 9.563474 9.114627 9.108401 16 3.254384 3.257535 3.188184 3.187198 5.84E-04 41.36101 0.02049918 472 1.0484577 up 3.25596 3.187691 0.002228 6.97E-04 0.0682688 1.021416
1622351_aVvi.7810 GO:000550Calmodulin 4649.013 4641.014 4792.173 4791.486 16 12.18271 12.18022 12.22646 12.22626 7.70E-04 36.01729 0.02212453 575 1.0316069 down 12.18147 12.22636 0.001757 1.46E-04 -0.044893 0.996328
1622352_at 430.648 441.6426 634.4008 579.2749 16 8.750365 8.786736 9.309251 9.178104 0.0199019 6.982225 0.04486848 7363 1.3900399 down 8.768551 9.243677 0.025718 0.092735 -0.475126 0.9486
1622353_aVvi.5697 GO:001602Beta-6-xylosyltransferase (x34.1 gene) 70.7618 72.87676 130.9237 141.1351 16 6.144899 6.187387 7.032582 7.140932 0.0039717 15.82041 0.02853196 2310 1.8929204 down 6.166143 7.086757 0.030044 0.076615 -0.9206137 0.870094
1622354_aVvi.11451 Transcr ibed locus, weakly similar to XP_550350.1 unknown protein [Oryza sativa (japonica cu 176.9971 145.7942 134.9993 139.8975 16 7.467582 7.18779 7.076808 7.128226 0.2542472 1.583035 0.30896 13661 1.168914 up 7.327686 7.102517 0.197843 0.036358 0.225169 1.031703
1622355_aVvi.4830 Transcr ibed locus, weakly similar to XP_468520.1 putative DNA-binding protein PD3, chlorop 10.72209 11.06429 11.36981 13.44379 16 3.422515 3.46784 3.507136 3.748868 0.2754458 1.486721 0.3309416 13817 1.1351044 down 3.445177 3.628002 0.032049 0.17093 -0.1828252 0.949607
1622356_sVvi.7211 Transcr ibed locus, weakly similar to XP_467062.1 putative cytochrome b5 [Oryza sativa (japon  9041.565 8792.376 9264.105 8997.647 16 13.14236 13.10204 13.17744 13.13533 0.361627 1.172878 0.41756377 14377 1.0239792 down 13.1222 13.15638 0.02851 0.029772 -0.0341865 0.997402
1622357_s_at 9.764907 9.938124 8.89695 8.61871 16 3.287606 3.312973 3.153311 3.107472 0.022956 6.485942 0.04855588 7848 1.1249791 up 3.30029 3.130391 0.017937 0.032413 0.1698982 1.054274
1622358_sVvi.9759 Transcr ibed locus, weakly similar to NP_196756.2 expressed protein [Arabidopsis thaliana] 424.9613 485.716 1014.334 1002.198 16 8.731188 8.923969 9.986318 9.968952 0.0070074 11.88308 0.03087309 3762 2.219225 down 8.827579 9.977634 0.136317 0.012279 -1.150055 0.884737
1622359_at 5.755992 5.821629 5.442058 5.445934 16 2.525065 2.541423 2.444152 2.44518 0.0084515 10.80851 0.03206133 4375 1.0633214 up 2.533244 2.444666 0.011567 7.26E-04 0.0885777 1.036233
1622360_aVvi.1276 Transcr ibed locus, moderately similar to XP_466925.1 putative nitrilase 2 [Oryza sativa (japon 6679.315 6498.245 4022.628 4020.225 16 12.70548 12.66583 11.97392 11.97306 7.74E-04 35.91505 0.02212453 577 1.6382638 up 12.68566 11.97349 0.028036 6.10E-04 0.712167 1.059479
1622361_sVvi.8024 Transcr ibed locus, moderately similar to NP_567979.1 cyclase family protein [Arabidopsis tha 47.65641 59.84284 112.8654 82.63052 16 5.574598 5.903106 6.818459 6.368603 0.0918047 3.068671 0.13230403 11519 1.8083553 down 5.738853 6.593531 0.23229 0.318096 -0.8546782 0.870376
1622362_aVvi.8625 Transcr ibed locus, moderately similar to NP_916323.1 putative casein kinase [Oryza sativa (ja 388.8758 370.2655 329.9235 340.3736 16 8.603166 8.532416 8.365988 8.410975 0.050549 4.277355 0.08318223 10087 1.1323421 up 8.567791 8.388481 0.050027 0.031811 0.17931 1.021376
1622363_aVvi.9235 Transcr ibed locus, weakly similar to NP_200879.1 zinc finger (C3HC4-type RING finger) fam 27.76279 20.64168 19.64557 20.12497 16 4.795081 4.367488 4.296132 4.330915 0.3382431 1.24829 0.39448622 14234 1.2039381 up 4.581285 4.313523 0.302353 0.024595 0.2677612 1.062075
1622364_at 50.2984 38.19715 48.11986 51.662 16 5.652441 5.255393 5.588561 5.691032 0.4603111 0.906601 0.5132705 14888 1.1375104 down 5.453917 5.639796 0.280755 0.072458 -0.1858798 0.967041
1622365_aVvi.4430 Transcr ibed locus, weakly similar to NP_565505.1 expressed protein [Arabidopsis thaliana] 19.0046 16.70857 10.03214 7.824521 16 4.248277 4.062516 3.326557 2.968002 0.0378505 4.992933 0.06724387 9344 2.0112839 up 4.155397 3.14728 0.131353 0.253537 1.0081168 1.320314
1622366_at 63.59914 58.10437 117.6885 119.5449 16 5.990935 5.860574 6.87883 6.901409 0.0046724 14.57822 0.02929417 2647 1.9512038 down 5.925755 6.890119 0.092179 0.015966 -0.9643645 0.860037
1622367_aVvi.12586 Transcr ibed locus, moderately similar to NP_568013.1 expressed protein [Arabidopsis thalian 8.265151 7.865446 7.484872 7.446104 16 3.047041 2.975529 2.903978 2.896486 0.0907628 3.088932 0.13101853 11500 1.0800163 up 3.011285 2.900232 0.050567 0.005298 0.111053 1.038291
1622368_aVvi.7638 Transcr ibed locus, moderately similar to NP_567456.1 catalytic LigB subunit of aromatic ring 1299.056 1368.397 1252.341 1165.821 16 10.34325 10.41827 10.29041 10.18713 0.1560944 2.224569 0.20456895 12667 1.1034244 up 10.38076 10.23877 0.05305 0.073031 0.141988 1.013868
1622369_aVvi.7017 Transcr ibed locus, weakly similar to NP_173332.1 germin-like protein, putative [Arabidopsis t 60.46818 72.39015 122.6269 112.5519 16 5.918104 6.177722 6.938131 6.814447 0.0288323 5.76113 0.05574404 8586 1.7756864 down 6.047913 6.876289 0.183578 0.087457 -0.8283768 0.879531
1622370_s_at 129.3246 140.6513 148.9028 163.9815 16 7.014853 7.135979 7.218227 7.357389 0.1479006 2.302439 0.19545056 12562 1.1586075 down 7.075416 7.287808 0.085649 0.098402 -0.212392 0.970857
1622371_aVvi.2840 Transcr ibed locus, moderately similar to NP_030605.2 appr-1-p processi ng enzyme family pr  2068.125 1883.612 1840.973 1745.223 16 11.01411 10.87929 10.84625 10.7692 0.2153662 1.789859 0.2680292 13339 1.1011212 up 10.9467 10.80772 0.095333 0.054487 0.138973 1.012859
1622372_sVvi.7281 Transcr ibed locus, weakly similar to NP_850063.1 expressed protein [Arabidopsis thaliana] 209.3699 175.1429 143.1715 138.7874 16 7.70991 7.452389 7.161601 7.116733 0.0774268 3.38165 0.11568817 11110 1.3584696 up 7.581149 7.139167 0.182095 0.031726 0.441982 1.061909
1622373_at 9.444957 9.661222 10.05705 9.414283 16 3.239544 3.272206 3.330136 3.234851 0.6499223 0.52853 0.68975306 15642 1.0186218 down 3.255875 3.282494 0.023095 0.067376 -0.0266186 0.991891
1622374_aVvi.11659 Transcr ibed locus, moderately similar to NP_180445.1 osmotin-like protein, putative [Arabidop 3.632216 3.71332 3.656251 3.936698 16 1.86085 1.89271 1.870365 1.976986 0.4880424 0.84285 0.5397335 15011 1.0330397 down 1.87678 1.923676 0.022528 0.075392 -0.0468957 0.975622
1622375_aVvi.15657 Transcr ibed locus 5.049637 5.106292 4.806847 4.804226 16 2.33618 2.352276 2.265091 2.264304 0.0101098 9.870002 0.03399048 4932 1.0566739 up 2.344228 2.264698 0.011382 5.56E-04 0.0795302 1.035117
1622376_aVvi.15235 Transcr ibed locus 5.218152 5.260712 5.084788 5.091852 16 2.383539 2.395258 2.346188 2.348191 0.0192626 7.100624 0.04416492 7240 1.0296897 up 2.389399 2.347189 0.008287 0.001416 0.0422096 1.017983
1622377_at 4.551542 4.581094 4.370502 4.362486 16 2.186355 2.195692 2.127799 2.12515 0.0056039 13.30217 0.02977105 3123 1.0457581 up 2.191024 2.126475 0.006602 0.001873 0.0645492 1.030355
1622378_sVvi.773 Transcr ibed locus, moderately similar to XP_465260.1 pollen Ole e 1 allergen and extensin fa 1487.931 1440.758 1603.426 1370.807 16 10.53909 10.49261 10.64694 10.42081 0.8902548 0.156146 0.90619314 16309 1.0125719 down 10.51585 10.53388 0.032866 0.1599 -0.018024 0.998289
1622379_aVvi.15761 Transcr ibed locus 10.18037 11.70724 11.68958 11.08199 16 3.347717 3.549328 3.547151 3.470145 0.6334347 0.557186 0.6745531 15589 1.0425562 down 3.448523 3.508648 0.142561 0.054452 -0.0601252 0.982864
1622380_aVvi.2100 Transcr ibed locus, weakly similar to XP_483309.1 putative aminoacylase [Oryza sativa (japoni 751.5286 767.6267 781.4631 768.9613 16 9.553684 9.584261 9.610034 9.586767 0.2652514 1.531816 0.32045582 13741 1.0206071 down 9.568973 9.5984 0.021621 0.016452 -0.029427 0.996934
1622381_s_at 9.320364 9.352466 15.71295 7.972443 16 3.220386 3.225347 3.973882 2.995022 0.6464813 0.534463 0.68655294 15632 1.1987952 down 3.222867 3.484452 0.003508 0.692158 -0.2615853 0.924928
1622382_aVvi.14579 Transcr ibed locus 4.561009 4.586372 4.362741 4.384749 16 2.189353 2.197353 2.125235 2.132494 0.006943 11.93869 0.03077344 3743 1.0457143 up 2.193353 2.128865 0.005657 0.005133 0.0644887 1.030293
1622383_x_at 5.312281 5.373032 5.052809 5.084585 16 2.409331 2.425736 2.337086 2.34613 0.0148797 8.106139 0.03885992 6353 1.0540375 up 2.417534 2.341608 0.0116 0.006395 0.0759261 1.032425
1622384_at 4.496069 4.509504 4.327443 4.361013 16 2.168664 2.172969 2.113515 2.124663 0.0130828 8.656756 0.03699555 5868 1.0365051 up 2.170816 2.119089 0.003044 0.007883 0.0517273 1.02441
1622385_aVvi.11150 Transcr ibed locus 2104.022 2063.478 1151.728 1193.442 16 11.03893 11.01086 10.16958 10.22091 0.0012408 28.36249 0.02331889 882 1.7772541 up 11.0249 10.19525 0.019849 0.036295 0.82965 1.081376
1622386_aVvi.2178 Transcr ibed locus, moderately similar to NP_175479.1 ethylene-responsive element-binding f    508.5756 515.2435 559.3466 632.5909 16 8.990318 9.00911 9.127599 9.305129 0.13597 2.427145 0.18248785 12369 1.1620321 down 8.999714 9.216364 0.013288 0.125533 -0.21665 0.976493
1622387_sVvi.9050 Transcr ibed locus, moderately similar to NP_568684.1 expressed protein [Arabidopsis thalian 2601.585 2548.217 2779.188 2603.752 16 11.34518 11.31527 11.44045 11.34638 0.328866 1.280292 0.38509196 14177 1.0447723 down 11.33022 11.39341 0.021144 0.066519 -0.063189 0.994454
1622388_at 251.2717 242.5654 253.3743 261.1164 16 7.973105 7.922229 7.985126 8.028549 0.2188711 1.769277 0.2716377 13376 1.0418667 down 7.947667 8.006838 0.035974 0.030705 -0.059171 0.99261
1622389_aVvi.2596 Transcr ibed locus 4.060632 4.077796 3.93904 3.936499 16 2.021704 2.02779 1.977844 1.976913 0.0041958 15.38943 0.0288901 2406 1.0333781 up 2.024747 1.977379 0.004303 6.58E-04 0.0473684 1.023955
1622390_aVvi.11758 Transcr ibed locus, weakly similar to XP_473065.1 OSJNBa0029H02.21 [Oryza sativa (japonic 105.6728 91.0713 182.9143 211.4533 16 6.723461 6.508924 7.515024 7.724195 0.0215732 6.697699 0.04686105 7642 2.0047433 down 6.616192 7.61961 0.1517 0.147906 -1.0034177 0.868311
1622391_aVvi.9564 Transcr ibed locus, weakly similar to NP_566720.1 pyruvate kinase, putative [Arabidopsis thalia 580.796 617.3673 803.0231 805.523 16 9.181888 9.269985 9.649298 9.653782 0.0105695 9.649599 0.03466397 5060 1.3431337 down 9.225937 9.65154 0.062294 0.003171 -0.425603 0.955903
1622392_at 750.5714 682.9843 427.8426 433.997 16 9.551846 9.415709 8.740936 8.761541 0.0087169 10.64059 0.03235135 4471 1.6615598 up 9.483777 8.751239 0.096263 0.01457 0.732538 1.083707
1622393_aVvi.10581 Transcr ibed locus, weakly similar to NP_201547.1 glycosyl hydrolase family protein 17 [Arabid 4.159386 4.163364 4.011185 4.047764 16 2.056371 2.05775 2.004028 2.017125 0.0194825 7.059247 0.04449292 7268 1.0327446 up 2.05706 2.010577 9.75E-04 0.009261 0.0464835 1.023119
1622394_aVvi.12545 Transcr ibed locus, moderately similar to NP_191462.1 transparent testa 12 protein (TT12) / m 5.122962 5.126706 5.06956 4.976707 16 2.356978 2.358032 2.341861 2.315192 0.1620337 2.171551 0.21108033 12742 1.02029 up 2.357505 2.328526 7.45E-04 0.018858 0.0289793 1.012445
1622395_sVvi.12355 Transcr ibed locus, weakly similar to NP_179503.1 S-locus lectin protein kinase family protein 178.3322 241.8011 154.095 137.9475 16 7.478424 7.917677 7.267676 7.107976 0.1606891 2.183319 0.20953186 12731 1.4242717 up 7.698051 7.187826 0.310599 0.112925 0.5102245 1.070985
1622396_at 72.33595 70.50055 59.57712 56.69963 16 6.176641 6.139563 5.896687 5.825267 0.017848 7.384665 0.04246984 6976 1.2286934 up 6.158102 5.860977 0.026218 0.050501 0.2971249 1.050695
1622397_aVvi.12363 Transcr ibed locus, moderately similar to NP_181526.1 peroxisomal membrane protein (PMP3 233.4944 226.6196 244.387 265.2215 16 7.867245 7.824129 7.933024 8.051054 0.1452056 2.329363 0.19249499 12522 1.1067672 down 7.845687 7.992039 0.030488 0.08346 -0.1463517 0.981688
1622398_aVvi.1161 Transcr ibed locus, moderately similar to XP_480477.1 putative microtubial binding protein [O 2925.836 2596.053 1267.61 1309.831 16 11.51463 11.3421 10.3079 10.35517 0.0065843 12.26286 0.03057452 3572 2.1388555 up 11.42837 10.33153 0.121997 0.033425 1.096839 1.106164
1622399_at 562.4002 615.6475 479.4302 464.8958 16 9.135453 9.265961 8.905177 8.860764 0.0439803 4.60963 0.07511175 9720 1.2463728 up 9.200707 8.882971 0.092283 0.031405 0.3177355 1.035769
1622400_aVvi.592 Transcr ibed locus, moderately similar to NP_179920.1 expressed protein [Arabidopsis thalian 19.69898 15.12627 9.187211 9.550245 16 4.300049 3.918984 3.199627 3.255538 0.0445181 4.579753 0.0757808 9752 1.8428446 up 4.109517 3.227582 0.269454 0.039535 0.8819344 1.273249
1622401_aVvi.10797 Transcr ibed locus 586.8752 532.9261 71.37692 65.95405 16 9.19691 9.057792 6.157385 6.043389 8.81E-04 33.65945 0.02224117 655 8.150922 up 9.127351 6.100388 0.098371 0.080607 3.0269634 1.496192
1622402_aVvi.8478 Transcr ibed locus, weakly similar to NP_176808.3 ethylene receptor 1 (ETR1) [Arabidopsis th 724.0089 698.4289 1034.38 1148.301 16 9.499864 9.447969 10.01455 10.16529 0.0163345 7.728138 0.04057206 6682 1.5326211 down 9.473917 10.08992 0.036695 0.106586 -0.616001 0.938949
1622403_sVvi.6914 Transcr ibed locus, weakly similar to NP_565045.1 myb family transcr iption factor [Arabidopsis 4.7306 4.752093 4.587563 4.650504 16 2.242023 2.248563 2.197728 2.217387 0.0677872 3.642744 0.10431992 10787 1.0265014 up 2.245293 2.207557 0.004624 0.013901 0.0377357 1.017094
1622404_aVvi.9430 Transcr ibed locus 6.247264 6.380516 6.006495 5.976424 16 2.643225 2.673673 2.586523 2.579283 0.0403307 4.827558 0.07045136 9503 1.0537596 up 2.658449 2.582903 0.02153 0.00512 0.0755457 1.029248
1622405_aVvi.15179 Transcr ibed locus 4.982207 5.022175 4.76418 4.801679 16 2.316785 2.328312 2.252228 2.263539 0.0152374 8.008232 0.03921917 6449 1.0458423 up 2.322549 2.257884 0.008151 0.007998 0.0646654 1.02864
1622406_aVvi.2467 Transcr ibed locus, strongly similar to NP_189215.1 dihydrolipoamide S-acetyltransferase (LT  438.1601 463.3158 850.41 793.0036 16 8.775314 8.855852 9.732015 9.631184 0.0055054 13.42167 0.02965942 3077 1.8226221 down 8.815583 9.681599 0.056949 0.071298 -0.866016 0.91055
1622407_aVvi.12167 Transcr ibed locus, weakly similar to NP_566365.1 expressed protein [Arabidopsis thaliana] 4.633791 4.658737 4.444083 4.45347 16 2.212193 2.219939 2.151886 2.15493 0.0043819 15.05704 0.02920871 2484 1.0443884 up 2.216066 2.153408 0.005477 0.002153 0.0626584 1.029097
1622408_aVvi.14699 Transcr ibed locus 8.246188 8.331148 7.747208 7.78933 16 3.043727 3.058515 2.953677 2.961499 0.0079034 11.18168 0.03151864 4162 1.0669802 up 3.051121 2.957588 0.010457 0.005532 0.0935335 1.031625
1622409_aVvi.3061 Transcr ibed locus, moderately similar to NP_187616.1 threonine ammonia-lyase / threonine d 7.398685 6.794293 6.512687 12.84367 16 2.887269 2.764324 2.703253 3.682985 0.5344079 0.744008 0.5832012 15212 1.2899569 down 2.825796 3.193119 0.086935 0.692775 -0.3673229 0.884964
1622410_s_at 2347.996 2594.217 2227.985 2301.508 16 11.19721 11.34108 11.12152 11.16836 0.242329 1.641815 0.29636437 13574 1.0899074 up 11.26915 11.14494 0.101731 0.033121 0.124206 1.011145
1622411_aVvi.15274 Transcr ibed locus 5.145574 5.178523 4.9691 4.993147 16 2.363332 2.372541 2.312984 2.319949 0.0123484 8.915463 0.03629738 5647 1.03632 up 2.367936 2.316467 0.006512 0.004925 0.0514696 1.022219
1622412_aVvi.7582 Transcr ibed locus 1192.834 1035.5 932.5683 839.6482 16 10.22018 10.01611 9.865066 9.713641 0.1224886 2.587787 0.1676883 12126 1.255961 up 10.11815 9.789353 0.144296 0.107073 0.328792 1.033587
1622413_aVvi.14682 Transcr ibed locus 7.459897 7.686492 7.122769 7.134099 16 2.899156 2.942325 2.832438 2.834731 0.0563583 4.032137 0.09043686 10345 1.0622739 up 2.920741 2.833585 0.030526 0.001621 0.0871558 1.030758
1622414_aVvi.606 Transcr ibed locus, weakly similar to XP_480999.1 putative Isopenici llin N synthase and relate 6.791448 6.825041 6.604089 6.297086 16 2.763719 2.770838 2.72336 2.654684 0.1515666 2.266883 0.19975457 12596 1.0557413 up 2.767278 2.689022 0.005034 0.048561 0.0782564 1.029102
1622415_aVvi.12258 Transcr ibed locus 9.969529 10.03597 9.569783 10.02099 16 3.317525 3.327109 3.258486 3.324953 0.4583454 0.911271 0.51142216 14878 1.0214353 up 3.322317 3.291719 0.006776 0.046999 0.0305977 1.009295
1622416_aVvi.7621 Transcr ibed locus, weakly similar to NP_181388.1 nonspecific lipid transfer protein 1 (LTP1) 3.666951 3.688942 3.538194 3.555507 16 1.874581 1.883207 1.823013 1.830055 0.011119 9.404178 0.0350667 5261 1.0369596 up 1.878894 1.826534 0.006099 0.00498 0.0523598 1.028666
1622417_aVvi.4286 Transcr ibed locus, moderately similar to NP_171921.1 auxin-responsive protein / indoleacetic 3.80769 3.821821 3.665845 3.700752 16 1.928916 1.93426 1.874146 1.887819 0.0203961 6.894495 0.04541978 7454 1.0357 up 1.931588 1.880982 0.003779 0.009668 0.0506062 1.026904
1622418_aVvi.11517 Transcr ibed locus, weakly similar to NP_180217.1 transducin family protein / WD-40 repeat fa 7.791833 7.835275 7.417996 7.417502 16 2.961963 2.969984 2.891029 2.890934 0.0028483 18.69727 0.0270467 1744 1.0533551 up 2.965973 2.890981 0.005672 6.78E-05 0.074992 1.02594
1622419_aVvi.3378 Transcr ibed locus, moderately similar to NP_565279.1 expressed protein [Arabidopsis thalian 280.5465 302.8285 357.8846 353.3543 16 8.132096 8.242357 8.483351 8.464972 0.0359107 5.133809 0.06483612 9193 1.2200446 down 8.187227 8.474161 0.077966 0.012996 -0.286934 0.96614
1622420_aVvi.3168 Transcr ibed locus, moderately similar to XP_479786.1 putative acidic ribosomal protein P1a [ 10444.89 10016.89 12156.14 12182.51 16 13.35051 13.29015 13.5694 13.57252 0.0142305 8.293074 0.03821838 6180 1.1897292 down 13.32033 13.57096 0.042683 0.002211 -0.250633 0.981532
1622421_at 8.070759 9.182881 13.63443 10.77416 16 3.012704 3.198947 3.769183 3.429503 0.1256529 2.547931 0.1711874 12185 1.4078732 down 3.105825 3.599343 0.131693 0.24019 -0.4935174 0.862887
1622422_aVvi.9073 Transcr ibed locus, moderately similar to NP_565051.1 glycosyl hydrolase family 35 protein [A 274.2531 287.9897 420.7924 404.7881 16 8.099364 8.169873 8.716965 8.661023 0.0065253 12.31871 0.03048215 3553 1.468532 down 8.134619 8.688993 0.049857 0.039557 -0.554374 0.936198
1622423_aVvi.4011 Transcr ibed locus, moderately similar to XP_466925.1 putative nitrilase 2 [Oryza sativa (japon 2297.578 2184.669 1779.446 1967.448 16 11.1659 11.0932 10.79721 10.94211 0.0850494 3.206255 0.12429496 11359 1.1973855 up 11.12955 10.86966 0.051406 0.102458 0.259888 1.023909
1622424_aVvi.1040 Transcr ibed locus, moderately similar to NP_199233.1 nuclear cap-binding protein, putative [A1129.395 1052.822 1065.373 1027.038 16 10.14134 10.04005 10.05714 10.00427 0.4039014 1.049943 0.45934865 14597 1.0424529 up 10.09069 10.03071 0.071622 0.037384 0.059983 1.00598
1622425_aVvi.3028 Transcr ibed locus, weakly similar to NP_197535.1 zinc finger (DHHC type) family protein / an 514.2227 544.5975 712.2261 635.0684 16 9.006249 9.089047 9.476192 9.310768 0.0646693 3.738982 0.10053751 10678 1.2708844 down 9.047647 9.39348 0.058546 0.116972 -0.345833 0.963184
1622426_at 17.2118 17.98612 14.71236 12.50691 11 4.105326 4.168812 3.878956 3.644654 0.0906188 3.091757 0.13084485 11497 1.2970771 up 4.137069 3.761805 0.044891 0.165677 0.375264 1.099756
1622427_aVvi.3219 Transcr ibed locus, strongly similar to NP_194437.1 tryptophan synthase, beta subunit 2 (TSB 2414.918 2420.845 2804.9 2583.46 16 11.23776 11.2413 11.45373 11.33509 0.1207938 2.609734 0.16572332 12100 1.1133324 down 11.23953 11.39441 0.0025 0.083894 -0.154884 0.986407
1622428_aVvi.4318 Transcr ibed locus 4.682913 4.745822 4.515703 4.550519 16 2.227406 2.246658 2.174951 2.186031 0.0364854 5.090921 0.06559084 9234 1.0399693 up 2.237032 2.180491 0.013613 0.007835 0.056541 1.02593
1622429_at 46.55792 62.87277 103.0809 126.3989 16 5.540955 5.974364 6.687634 6.98184 0.0543567 4.112293 0.0879819 10256 2.1097586 down 5.757659 6.834737 0.306467 0.208036 -1.077078 0.842411
1622430_x_at 2.107058 2.115024 2.049829 2.061688 16 1.07523 1.080674 1.035504 1.043826 0.0164511 7.700015 0.04070369 6709 1.026894 up 1.077952 1.039665 0.003849 0.005885 0.0382872 1.036826
1622431_aVvi.5041 Transcr ibed locus 423.3536 451.171 476.1418 561.1558 16 8.725719 8.817531 8.895247 9.132257 0.1970342 1.90523 0.24849299 13163 1.1827347 down 8.771626 9.013752 0.06492 0.167591 -0.2421265 0.973138
1622432_aVvi.14366 Transcr ibed locus 3.684986 3.675426 3.55762 3.560216 16 1.881659 1.877911 1.830912 1.831965 0.0016168 24.83928 0.02492374 1072 1.0340792 up 1.879785 1.831439 0.00265 7.44E-04 0.0483468 1.026398
1622433_aVvi.5169 GO:000681Plastid hexose transporter mRNA, complete cds; nuclear gene for plastid product 2262.971 2265.91 1806.482 1662.513 16 11.144 11.14588 10.81897 10.69915 0.0232706 6.440381 0.04894085 7893 1.306657 up 11.14494 10.75906 0.001324 0.084723 0.38588 1.035866
1622434_aVvi.3112 Transcr ibed locus, moderately similar to NP_188147.1 3-hydroxybutyryl-CoA dehydrogenase, 546.2683 517.2357 516.2601 463.0733 16 9.093466 9.014678 9.011954 8.855097 0.3032971 1.37349 0.35871902 14036 1.0871465 up 9.054071 8.933525 0.055711 0.110915 0.120546 1.013494
1622435_at 619.3231 619.0457 623.4958 611.8294 16 9.274549 9.273902 9.284236 9.256986 0.8156871 0.265201 0.84028524 16115 1.0025085 up 9.274225 9.270611 4.57E-04 0.019269 0.003614 1.00039
1622436_aVvi.1281 Transcr ibed locus, moderately similar to XP_477173.1 putative 40S ribosomal protein S12 [Or    4826.473 5280.581 6175.962 6108.215 16 12.23675 12.36648 12.59245 12.57654 0.049445 4.328643 0.08177677 10037 1.2166162 down 12.30162 12.58449 0.09173 0.011252 -0.282874 0.977522
1622437_aVvi.5495 Transcr ibed locus, moderately similar to NP_917447.1 P0415C01.2 [Oryza sativa (japonica c 10.55209 15.70569 39.69099 58.91557 16 3.399457 3.973216 5.31074 5.880577 0.0420364 4.722248 0.07258333 9614 3.7563248 down 3.686337 5.595658 0.405709 0.402936 -1.9093218 0.658785
1622438_at 8.119598 7.744046 7.320915 7.531785 16 3.021408 2.953088 2.872024 2.912992 0.1404549 2.378548 0.18725756 12451 1.0678732 up 2.987248 2.892508 0.04831 0.028969 0.0947404 1.032754
1622439_aVvi.4920 Transcr ibed locus 7.014432 7.000949 6.617214 6.611338 16 2.810326 2.807551 2.726224 2.724942 3.36E-04 54.52847 0.01827131 303 1.0594794 up 2.808939 2.725583 0.001963 9.06E-04 0.0833555 1.030583
1622440_aVvi.10522 Transcr ibed locus, strongly similar to XP_425464.1 PREDICTED: similar to histone protein H 152.3833 210.304 2054.42 2767.775 16 7.251561 7.716332 11.00452 11.43451 0.007106 11.79951 0.03092787 3813 13.320406 down 7.483947 11.21951 0.328643 0.304053 -3.735566 0.667047
1622441_aVvi.3449 Transcr ibed locus, moderately similar to NP_181647.1 calcium-dependent protein kinase, put     2491.268 2424.735 1821.16 1714.326 16 11.28266 11.24361 10.83064 10.74343 0.0099218 9.964446 0.03387957 4861 1.390983 up 11.26314 10.78703 0.027615 0.061671 0.476105 1.044137
1622442_aVvi.15140 Transcr ibed locus 4.575354 4.60036 4.390104 4.396916 16 2.193883 2.201747 2.134255 2.136492 0.0042586 15.27488 0.02896383 2440 1.0442313 up 2.197815 2.135374 0.005561 0.001582 0.0624414 1.029241
1622443_aVvi.243 Transcr ibed locus, weakly similar to NP_849588.1 cryptochrome 2 apoprotein (CRY2) / blue l 3.877867 3.891681 3.761689 3.780412 16 1.955263 1.960393 1.91138 1.918543 0.0103966 9.730778 0.03441097 5014 1.0301586 up 1.957828 1.914962 0.003627 0.005065 0.0428666 1.022385
1622444_aVvi.5356 Transcr ibed locus, weakly similar to NP_188563.1 leucine-rich repeat family protein [Arabidop 4.054849 4.076924 4.012645 4.609355 16 2.019648 2.027481 2.004554 2.204565 0.5033246 0.809282 0.5543986 15071 1.0577474 down 2.023564 2.104559 0.005539 0.141429 -0.0809951 0.961514
1622445_aVvi.15278 Transcr ibed locus 5.095019 5.068214 4.848764 4.850389 16 2.349088 2.341477 2.277617 2.278101 0.0031825 17.68392 0.02774722 1902 1.0478439 up 2.345283 2.277859 0.005381 3.42E-04 0.0674239 1.0296
1622446_aVvi.15491 Transcr ibed locus 4.313708 4.257272 4.106943 4.134289 16 2.108929 2.089929 2.038065 2.047639 0.0335813 5.318551 0.06189179 9006 1.0399954 up 2.099429 2.042852 0.013435 0.00677 0.0565771 1.027695
1622447_at 9.500093 9.412085 11.68082 13.44221 16 3.247942 3.234514 3.546069 3.748698 0.0571885 4.000093 0.09140229 10386 1.3251501 down 3.241228 3.647384 0.009495 0.14328 -0.4061558 0.888645
1622448_aVvi.10425 Transcr ibed locus, moderately similar to NP_565724.1 expressed protein [Arabidopsis thalian 606.3821 575.3872 695.5925 695.427 16 9.244083 9.168389 9.442099 9.441755 0.0248299 6.227387 0.05098647 8084 1.1774707 down 9.206236 9.441927 0.053524 2.43E-04 -0.235691 0.975038
1622449_aVvi.15047 Transcr ibed locus 6.046074 6.100139 5.715842 5.706029 16 2.595999 2.608842 2.514966 2.512487 0.0053935 13.56131 0.02956287 3025 1.063407 up 2.60242 2.513727 0.009082 0.001753 0.0886938 1.035284
1622450_aVvi.5361 Transcr ibed locus, weakly similar to NP_567227.1 pectinesterase family protein [Arabidopsis 3.523178 3.53526 3.410161 3.422707 16 1.816877 1.821816 1.76984 1.775138 0.0059205 12.93853 0.03008822 3263 1.0330127 up 1.819347 1.772489 0.003492 0.003746 0.0468581 1.026436
1622451_sVvi.6629 GO:000659S-adenosyl-L-methionine decarboxylase (samdc gene) 2362.764 2370.171 2052.055 2203.452 16 11.20626 11.21078 11.00285 11.10555 0.0953355 3.002383 0.13642125 11601 1.1128938 up 11.20852 11.0542 0.003193 0.072617 0.154316 1.01396
1622452_at 155.3808 156.566 167.2743 147.7543 16 7.279665 7.290627 7.386072 7.207056 0.9103269 0.12733 0.924075 16354 1.007946 down 7.285146 7.296564 0.007751 0.126583 -0.0114182 0.998435
1622453_aVvi.14955 Transcr ibed locus 4.023816 4.021567 3.891268 3.908254 16 2.008564 2.007758 1.96024 1.966525 0.0049675 14.13538 0.02943507 2796 1.0315249 up 2.008161 1.963383 5.70E-04 0.004444 0.0447785 1.022807
1622454_aVvi.11429 Transcr ibed locus 12.96818 13.03854 12.59869 13.10299 16 3.696904 3.70471 3.655202 3.711824 0.606599 0.605148 0.6496424 15501 1.0120597 up 3.700807 3.683513 0.00552 0.040038 0.0172943 1.004695
1622455_at 548.7424 471.2221 840.6868 638.9305 11 9.099985 8.880263 9.715425 9.319515 0.1452119 2.329299 0.19249499 12523 1.441275 down 8.990124 9.517469 0.155367 0.27995 -0.527345 0.944592
1622456_aVvi.13105 Transcr ibed locus, weakly similar to NP_566926.1 phytosulfokines 3 (PSK3) [Arabidopsis thal 2191.186 2181.08 3342.003 3559.135 16 11.0975 11.09083 11.7065 11.79731 0.0047573 14.44664 0.02932456 2689 1.5776111 down 11.09416 11.7519 0.004716 0.064215 -0.657742 0.944031
1622457_aVvi.5990 Transcr ibed locus, weakly similar to XP_467573.1 unknown protein [Oryza sativa (japonica cu 221.6362 236 282.5422 262.3148 16 7.792049 7.882643 8.142323 8.035155 0.0698362 3.582919 0.10691821 10843 1.1903561 down 7.837346 8.088739 0.06406 0.075779 -0.251393 0.968921
1622458_aVvi.15685 Transcr ibed locus 5.114114 5.134129 4.969877 4.994459 16 2.354484 2.36012 2.31321 2.320329 0.0123116 8.929026 0.03624697 5638 1.0284934 up 2.357302 2.316769 0.003985 0.005033 0.0405326 1.017495
1622459_aVvi.3858 Transcr ibed locus 3.275183 3.302396 3.170875 3.186815 16 1.711576 1.723513 1.664881 1.672115 0.0196545 7.027373 0.04465172 7306 1.0345808 up 1.717544 1.668498 0.008441 0.005116 0.0490463 1.029395
1622460_at 5.326474 5.352722 5.138651 5.033113 16 2.413181 2.420273 2.36139 2.331451 0.0446917 4.570223 0.07599834 9762 1.0499398 up 2.416727 2.34642 0.005015 0.02117 0.0703065 1.029963
1622461_aVvi.7442 Transcr ibed locus, moderately similar to NP_190504.1 RabGAP/TBC domain-containing pro  343.4617 316.6072 392.24 342.8402 16 8.424006 8.30655 8.615593 8.421392 0.3094616 1.350165 0.36499587 14075 1.1120445 down 8.365278 8.518493 0.083054 0.137321 -0.153215 0.982014
1622462_aVvi.3351 Transcr ibed locus, moderately similar to NP_179081.1 vacuolar sorting receptor, putative [Ar 1125.466 1220.572 1544.452 1390.687 16 10.13631 10.25334 10.59288 10.44158 0.0778596 3.371036 0.11624326 11119 1.2504148 down 10.19482 10.51723 0.082756 0.106984 -0.322407 0.969345
1622463_aVvi.2275 Transcr ibed locus, strongly similar to XP_464385.1 unknown protein [Oryza sativa (japonica c 1724.895 1646.388 1468.11 1533.56 16 10.75229 10.68509 10.51974 10.58267 0.0679342 3.638366 0.10451708 10790 1.1230984 up 10.71869 10.55121 0.047521 0.044495 0.167484 1.015873
1622464_aVvi.7545 Transcr ibed locus, moderately similar to XP_478512.1 putative thiamine biosynthesis protein [ 50.00942 53.22787 8.12506 12.10865 16 5.644128 5.73411 3.022378 3.597966 0.0146637 8.166952 0.03871548 6285 5.2015676 up 5.689119 3.310172 0.063627 0.407002 2.3789467 1.718678
1622465_sVvi.7615 Transcr ibed locus, weakly similar to NP_567476.1 rapid alkalinization factor (RALF) family pr 4102.365 4117.857 3823.233 4158.635 16 12.00224 12.00768 11.90058 12.02189 0.5462598 0.720078 0.5941069 15263 1.0307704 up 12.00496 11.96124 0.003844 0.085784 0.043723 1.003655
1622466_aVvi.5732 Transcr ibed locus, strongly similar to NP_912523.1 Putative beta tubulin [Oryza sativa (japon  294.9065 351.7837 1445.908 1873.011 16 8.204114 8.458545 10.49776 10.87114 0.0090917 10.41597 0.03284026 4595 5.1092896 down 8.331329 10.68445 0.17991 0.264022 -2.353123 0.779762
1622467_aVvi.11864 Transcr ibed locus 5.741356 5.773627 5.435386 5.467793 16 2.521392 2.529478 2.442383 2.450959 0.0055521 13.3646 0.02968837 3103 1.056113 up 2.525435 2.446671 0.005718 0.006064 0.0787642 1.032192
1622468_aVvi.8046 Transcr ibed locus, weakly similar to NP_051117.1 ycf1 [Arabidopsis thaliana] 627.4207 653.309 601.4078 674.0761 16 9.293289 9.351622 9.2322 9.396768 0.9355654 0.091314 0.94495684 16436 1.0055408 up 9.322455 9.314484 0.041247 0.116367 0.007971 1.000856
1622469_at 7.63793 7.9079 7.130677 7.171311 16 2.933182 2.983295 2.834039 2.842237 0.0419021 4.730311 0.07240963 9606 1.0868104 up 2.958238 2.838138 0.035435 0.005797 0.1201002 1.042317
1622470_aVvi.15548 Transcr ibed locus 8.781076 8.894439 8.288625 8.773687 16 3.134398 3.152904 3.051133 3.133184 0.3454554 1.224388 0.4015439 14282 1.0363364 up 3.143651 3.092158 0.013085 0.058019 0.0514925 1.016653
1622471_aVvi.3535 Transcr ibed locus, weakly similar to NP_187108.1 ethylene receptor, putative (EIN4) [Arabido  637.502 594.6798 644.5607 682.8561 16 9.316286 9.215969 9.332172 9.415438 0.2403646 1.651861 0.29450426 13549 1.0774922 down 9.266128 9.373805 0.070935 0.058877 -0.107677 0.988513
1622472_aVvi.7560 Transcr ibed locus, weakly similar to NP_189344.1 mitochondrial import receptor subunit TOM 1267.74 1173.319 1308.976 1543.741 16 10.30804 10.19638 10.35422 10.59222 0.2347094 1.681388 0.2885335 13504 1.1655471 down 10.25221 10.47322 0.078958 0.168286 -0.221007 0.978898
1622473_x_at 5.825501 5.84302 5.496733 5.505598 16 2.542382 2.546714 2.458574 2.460899 8.39E-04 34.50098 0.0221369 626 1.0605489 up 2.544548 2.459737 0.003063 0.001644 0.0848112 1.03448
1622474_at 9.230248 9.266925 8.783013 8.955284 16 3.206369 3.212091 3.134716 3.162739 0.0515841 4.230726 0.08454094 10129 1.0428288 up 3.20923 3.148728 0.004046 0.019815 0.0605023 1.019215
1622475_aVvi.6451 Transcr ibed locus, weakly similar to XP_463948.1 vacA protein-like [Oryza sativa (japonica cu 156.9818 153.3049 144.0526 141.5437 16 7.294453 7.26026 7.170452 7.145104 0.030245 5.618806 0.05768267 8704 1.0864173 up 7.277356 7.157778 0.024178 0.017924 0.119578 1.016706
1622476_x_at 9.067149 9.191336 8.212167 8.050187 16 3.180649 3.200275 3.037763 3.009022 0.0106749 9.601071 0.03473971 5100 1.1227751 up 3.190462 3.023393 0.013877 0.020323 0.1670689 1.055259
1622477_aVvi.7448 Transcr ibed locus, weakly similar to NP_188894.2 senescence-associated protein-related [Ar 1051.002 958.9049 887.0294 721.9219 16 10.03755 9.905244 9.792838 9.495699 0.1819522 2.011465 0.23252787 12990 1.2545147 up 9.971397 9.644268 0.093555 0.210109 0.327129 1.03392
1622478_aVvi.15736 Transcr ibed locus 10.45864 9.256546 8.182068 7.850461 16 3.386624 3.210474 3.032466 2.972777 0.0861768 3.182226 0.12572123 11379 1.2276742 up 3.298549 3.002621 0.124557 0.042206 0.2959278 1.098556
1622479_aVvi.1454 Transcr ibed locus, moderately similar to NP_565592.1 exonuclease-related [Arabidopsis thal 817.2259 808.3159 805.9459 748.8374 16 9.674591 9.658775 9.654539 9.548509 0.3481471 1.215619 0.40433288 14294 1.0462002 up 9.666683 9.601524 0.011183 0.074975 0.065159 1.006786
1622480_at 3.077408 3.906817 4.742026 5.579008 16 1.621716 1.965994 2.245504 2.480009 0.1119678 2.731445 0.1558033 11930 1.4833937 down 1.793855 2.362756 0.243441 0.16582 -0.5689016 0.759221
1622481_x_at 41.42135 41.96431 407.6358 411.0729 16 5.372303 5.391091 8.671137 8.68325 1.15E-05 294.8348 0.01061018 17 9.818461 down 5.381697 8.677194 0.013285 0.008566 -3.2954973 0.620212
1622482_aVvi.6049 Transcr ibed locus, weakly similar to NP_177820.2 RNA recognition motif (RRM)-containing 1250.439 1294.382 1251.057 1488.828 16 10.28822 10.33805 10.28893 10.53996 0.5115022 0.791735 0.5617489 15116 1.072749 down 10.31313 10.41445 0.035235 0.177504 -0.101313 0.990272
1622483_aVvi.8090 Transcr ibed locus, strongly similar to NP_051109.1 NADH dehydrogenase subunit 4 [Arabid 4.611213 4.650338 4.497535 4.523624 16 2.205146 2.217336 2.169134 2.177479 0.0358809 5.136061 0.06481705 9189 1.0266428 up 2.211241 2.173307 0.008619 0.0059 0.0379343 1.017455
1622484_at 148.6036 184.116 170.3395 156.8251 16 7.215325 7.524471 7.412269 7.293012 0.9265445 0.104163 0.93778527 16402 1.0120336 up 7.369898 7.352641 0.218599 0.084327 0.0172574 1.002347
1622485_at 4.748663 4.76998 4.565108 4.525268 16 2.247521 2.253983 2.190649 2.178003 0.0112342 9.355035 0.03516247 5301 1.0471195 up 2.250752 2.184326 0.004569 0.008942 0.066426 1.03041
1622486_aVvi.7893 Transcr ibed locus, weakly similar to NP_567406.1 expressed protein [Arabidopsis thaliana] 3909.866 3772.18 3976.536 4016.671 16 11.9329 11.88118 11.9573 11.97179 0.1656019 2.140962 0.21485792 12795 1.0406594 down 11.90704 11.96454 0.036573 0.010245 -0.057498 0.995194
1622487_aVvi.10185 Transcr ibed locus, moderately similar to NP_172432.1 expressed protein [Arabidopsis thalian 3.924271 3.940135 3.802694 3.829162 16 1.972425 1.978245 1.927022 1.937029 0.0173971 7.482321 0.04192128 6888 1.030475 up 1.975335 1.932025 0.004116 0.007076 0.0433096 1.022417
1622488_aVvi.6722 Transcr ibed locus, weakly similar to NP_200364.2 C2 domain-containing protein [Arabidopsis 1140.493 1157.521 2183.338 2102.124 16 10.15544 10.17682 11.09232 11.03763 0.0010652 30.61525 0.02259248 776 1.8645711 down 10.16613 11.06498 0.015119 0.03867 -0.898844 0.918767
1622489_aVvi.14903 Transcr ibed locus 483.4526 408.838 201.8628 205.4907 16 8.917231 8.675385 7.657231 7.682929 0.0114584 9.261496 0.03541189 5369 2.182874 up 8.796309 7.67008 0.17101 0.018171 1.1262288 1.146834
1622490_aVvi.3563 Transcr ibed locus, moderately similar to NP_564806.1 expressed protein [Arabidopsis thalian 2098.707 1869.567 1338.787 1122.863 16 11.03529 10.86849 10.38671 10.13297 0.0449142 4.558088 0.0762829 9774 1.6155765 up 10.95189 10.25984 0.117943 0.179425 0.692049 1.067452
1622491_aVvi.7556 Transcr ibed locus, weakly similar to NP_563952.1 expressed protein [Arabidopsis thaliana] 2994.534 2873.519 2731.04 2947.576 16 11.54812 11.4886 11.41524 11.52531 0.5225181 0.768529 0.57218164 15160 1.0338925 up 11.51836 11.47027 0.042083 0.077837 0.048086 1.004192
1622492_aVvi.15082 Transcr ibed locus 6.146646 6.067694 5.694125 5.619132 16 2.619799 2.601148 2.509474 2.490347 0.014284 8.277204 0.03828334 6193 1.0796497 up 2.610474 2.499911 0.013188 0.013525 0.1105633 1.044227
1622493_aVvi.9382 Transcr ibed locus, moderately similar to NP_188427.2 phosphoethanolamine N-methyltransfe 3.685074 3.706238 3.556173 3.583349 16 1.881694 1.889956 1.830325 1.841308 0.0183642 7.277257 0.04313794 7066 1.0352705 up 1.885825 1.835817 0.005842 0.007766 0.0500077 1.02724
1622494_aVvi.6118 Transcr ibed locus, moderately similar to NP_175498.2 polI-like DNA polymerase, putative [Ar 37.69877 42.85296 71.95431 75.96957 16 5.236445 5.421323 6.169009 6.24735 0.0127869 8.758329 0.03674486 5774 1.8394766 down 5.328884 6.20818 0.130728 0.055395 -0.8792955 0.858365
1622495_aVvi.10367 Transcr ibed locus, weakly similar to NP_190477.2 ribosomal protein S9 family protein [Arabid 382.3039 377.3789 289.6216 293.1551 16 8.578576 8.55987 8.178025 8.19552 0.0011194 29.86418 0.0230302 802 1.3035538 up 8.569223 8.186773 0.013227 0.012371 0.38245 1.046716
1622496_aVvi.4038 Transcr ibed locus 4.027619 4.017159 3.865439 3.887159 16 2.009927 2.006176 1.950632 1.958716 0.0068976 11.97829 0.03077344 3719 1.0376911 up 2.008051 1.954674 0.002653 0.005716 0.0533772 1.027307
1622497_aVvi.15075 Transcr ibed locus 5.372424 5.4105 5.121012 5.216622 16 2.425573 2.435762 2.356429 2.383116 0.0508541 4.263468 0.08356321 10102 1.0431126 up 2.430667 2.369772 0.007205 0.018871 0.060895 1.025697
1622498_aVvi.5574 Transcr ibed locus, strongly similar to XP_480477.1 putative microtubial binding protein [Oryz 3087.026 2644.718 2060.718 2217.596 16 11.592 11.3689 11.00893 11.11478 0.0770785 3.390255 0.11532601 11095 1.3366246 up 11.48045 11.06186 0.157758 0.074847 0.418595 1.037841
1622499_aVvi.3774 Transcr ibed locus 4.530968 4.547954 4.339742 4.348741 16 2.179819 2.185218 2.117609 2.120598 0.0023585 20.55457 0.02616672 1492 1.0449363 up 2.182519 2.119103 0.003817 0.002113 0.0634151 1.029925
1622500_aVvi.12023 Transcr ibed locus 74.27865 78.94027 70.5085 67.80592 16 6.214876 6.30269 6.139726 6.083339 0.1059801 2.822005 0.14891928 11814 1.1074566 up 6.258782 6.111532 0.062094 0.039871 0.1472504 1.024094
1622501_aVvi.14597 Transcr ibed locus 4.312315 4.329245 4.193182 4.147642 16 2.108463 2.114116 2.068045 2.052291 0.0257682 6.108522 0.05214657 8201 1.0360695 up 2.111289 2.060168 0.003997 0.01114 0.0511207 1.024814
1622502_at 4.921868 4.924336 4.776944 5.779501 16 2.299206 2.299929 2.256088 2.530945 0.5647897 0.683617 0.6108162 15350 1.0672874 down 2.299568 2.393517 5.11E-04 0.194353 -0.0939488 0.960749
1622503_at 818.7329 748.9265 278.2206 342.2309 16 9.677249 9.54868 8.120086 8.418826 0.014336 8.261853 0.03832005 6210 2.5376775 up 9.612965 8.269456 0.090912 0.211241 1.343509 1.162466
1622504_at 4.111505 4.121783 3.970368 3.962432 16 2.039666 2.043268 1.989273 1.986386 0.0018465 23.2393 0.02522599 1214 1.0378788 up 2.041467 1.987829 0.002547 0.002041 0.053638 1.026983
1622505_at 12.02303 12.04729 11.12579 11.31255 16 3.587729 3.590637 3.475837 3.499853 0.0139498 8.377884 0.03789808 6110 1.072768 up 3.589183 3.487845 0.002057 0.016982 0.1013382 1.029055
1622506_aVvi.1502 Transcr ibed locus, weakly similar to NP_565737.1 lactoylglutathione lyase family protein / glyo     749.4559 687.7813 631.4908 566.4098 16 9.5497 9.425806 9.302618 9.145702 0.1187453 2.636844 0.163521 12055 1.2004645 up 9.487753 9.22416 0.087606 0.110956 0.263593 1.028576
1622507_aVvi.5880 Transcr ibed locus, moderately similar to XP_482628.1 putative cinnamoyl-CoA reductase [Or 23.92757 23.58942 22.90688 22.94334 16 4.580602 4.560068 4.517709 4.520004 0.0379955 4.982829 0.06743143 9353 1.0363263 up 4.570335 4.518857 0.01452 0.001622 0.0514785 1.011392
1622508_aVvi.3937 Transcr ibed locus, weakly similar to NP_199183.1 auxin-responsive protein / indoleacetic acid 4.088675 4.103341 3.929599 3.940676 16 2.031633 2.036799 1.974382 1.978443 0.003215 17.59383 0.02783547 1916 1.04088 up 2.034216 1.976413 0.003653 0.002872 0.0578037 1.029247
1622509_at 18.82163 22.88243 22.65542 21.30496 16 4.234319 4.516168 4.501784 4.413117 0.6338503 0.556456 0.67495245 15590 1.0586364 down 4.375244 4.457451 0.199297 0.062697 -0.0822073 0.981557
1622510_aVvi.5403 Transcr ibed locus, weakly similar to NP_909614.1 putative reverse transcr iptase [Oryza sativa 6.613275 6.635807 6.38654 6.416408 16 2.725365 2.730272 2.675035 2.681766 0.0070283 11.86523 0.03087309 3775 1.0348477 up 2.727819 2.6784 0.00347 0.00476 0.0494185 1.018451
1622511_at 5.455736 5.472156 5.249367 5.264117 16 2.447774 2.452109 2.392144 2.396192 0.0028156 18.80601 0.0270467 1721 1.0394168 up 2.449942 2.394167 0.003066 0.002862 0.0557742 1.023296
1622512_aVvi.10235 Transcr ibed locus, moderately similar to NP_195556.1 expressed protein [Arabidopsis thalian 113.4802 121.0042 317.0914 299.786 16 6.826296 6.918914 8.308755 8.227789 0.0019367 22.6904 0.02532748 1266 2.6311018 down 6.872605 8.268272 0.06549 0.057252 -1.3956667 0.831202
1622513_aVvi.14683 Transcr ibed locus 4.098643 4.111598 3.982789 3.990786 16 2.035146 2.039699 1.993779 1.996673 0.0040614 15.64364 0.02864669 2348 1.0296804 up 2.037423 1.995226 0.003219 0.002046 0.0421967 1.021149
1622514_aVvi.3121 Transcr ibed locus, weakly similar to NP_197654.1 phosphoglycerate/bisphosphoglycerate mu 6.681535 6.66364 5.389109 6.022132 16 2.74018 2.736311 2.430047 2.590274 0.1044586 2.846177 0.1470926 11789 1.1712788 up 2.738245 2.51016 0.002736 0.113298 0.2280846 1.090865
1622515_aVvi.15054 Transcr ibed locus 2.799551 2.81233 2.71852 2.731572 16 1.485195 1.491766 1.442821 1.449732 0.0125224 8.852126 0.0364859 5697 1.0296857 up 1.488481 1.446276 0.004646 0.004886 0.0422042 1.029181
1622516_aVvi.15614 Transcr ibed locus 3.623117 3.639704 3.515084 3.537396 16 1.857232 1.863821 1.813559 1.822688 0.0171723 7.532449 0.04160372 6851 1.0298275 up 1.860526 1.818124 0.004659 0.006455 0.0424026 1.023322
1622517_aVvi.1372 Transcr ibed locus, weakly similar to NP_564017.1 integral membrane family protein [Arabidop 3.946278 3.96686 3.82039 3.818581 16 1.980493 1.987997 1.93372 1.933036 0.0054423 13.49992 0.02963291 3048 1.0358871 up 1.984245 1.933378 0.005307 4.83E-04 0.0508667 1.02631
1622518_aVvi.14263 Transcr ibed locus, weakly similar to NP_850933.1 pre-mRNA splicing factor SF2 (SF2) / SR 1612.904 1529.247 1873.702 1713.564 16 10.65545 10.57861 10.87168 10.74278 0.1266964 2.535094 0.17224154 12211 1.1409255 down 10.61703 10.80723 0.054334 0.09114 -0.190205 0.9824
1622519_aVvi.8774 Transcr ibed locus, moderately similar to NP_199550.1 myb family transcr iption factor [Arabid 114.3919 109.4924 85.00668 81.48032 16 6.83784 6.774686 6.409504 6.34838 0.0104108 9.72401 0.03443042 5019 1.3447341 up 6.806263 6.378942 0.044656 0.043222 0.427321 1.066989
1622520_aVvi.12719 Transcr ibed locus 192.6294 234.1183 90.93317 139.9178 16 7.589684 7.871093 6.506734 7.128435 0.115931 2.67518 0.16037717 12000 1.8827007 up 7.730389 6.817585 0.198986 0.439609 0.9128036 1.13389
1622521_aVvi.527 Transcr ibed locus, moderately similar to XP_467409.1 putative histidinol-phosphate transamin     1088.784 1046.785 1534.055 1585.755 16 10.0885 10.03175 10.58314 10.63095 0.0045715 14.73927 0.02926091 2583 1.4609622 down 10.06013 10.60704 0.04013 0.033813 -0.546919 0.948438
1622522_aVvi.10001 Transcr ibed locus 1465.857 1428.095 2432.87 2271.821 16 10.51753 10.47988 11.24844 11.14963 0.0056509 13.24627 0.02979867 3143 1.6248826 down 10.4987 11.19904 0.026624 0.069869 -0.7003355 0.937465
1622523_aVvi.406 Transcr ibed locus 29.88943 31.28838 33.47032 29.04714 16 4.901564 4.967555 5.06481 4.860324 0.8187141 0.260696 0.842834 16125 1.0196034 down 4.934559 4.962567 0.046663 0.144593 -0.028008 0.994356
1622524_aVvi.2550 Transcr ibed locus, weakly similar to NP_180056.1 zinc finger (CCCH-type) family protein / D 292.9626 302.1495 304.5997 291.8104 16 8.194572 8.239119 8.250771 8.188888 0.944747 0.078259 0.95295525 16458 1.0020705 down 8.216846 8.21983 0.031499 0.043758 -0.0029845 0.999637
1622525_aVvi.9510 Transcr ibed locus 7.465872 7.512522 7.209044 7.23387 16 2.900311 2.909298 2.849808 2.854768 0.0094161 10.23246 0.03329499 4692 1.0370721 up 2.904804 2.852288 0.006355 0.003507 0.0525162 1.018412
1622526_aVvi.15450 Transcr ibed locus 3.557347 3.571462 3.457385 3.475692 16 1.830802 1.836515 1.789681 1.7973 0.0137626 8.435885 0.03764673 6066 1.0282333 up 1.833658 1.793491 0.00404 0.005387 0.0401676 1.022396
1622527_at 5.140916 5.975379 6.47051 5.60786 11 2.362026 2.57903 2.693879 2.48745 0.5065932 0.802235 0.55731624 15090 1.0868382 down 2.470528 2.590665 0.153445 0.145967 -0.1201373 0.953627
1622528_aVvi.8926 Transcr ibed locus, strongly similar to NP_192966.2 copper amine oxidase, putative [Arabidop 12.84141 7.992988 7.105822 7.509946 16 3.682732 2.998735 2.829001 2.908803 0.304122 1.370335 0.35956654 14041 1.3868691 up 3.340734 2.868902 0.483659 0.056428 0.4718315 1.164464
1622529_aVvi.11043 Transcr ibed locus, weakly similar to NP_566880.1 cysteine proteinase, putative [Arabidopsis t 5.000123 5.21906 4.998684 5.024918 16 2.321964 2.38379 2.321549 2.3291 0.4696432 0.884714 0.52213335 14932 1.0192815 up 2.352877 2.325324 0.043718 0.00534 0.0275527 1.011849
1622530_aVvi.2075 Transcr ibed locus, weakly similar to NP_974828.1 expressed protein [Arabidopsis thaliana] 109.0832 91.74505 66.74017 63.91221 16 6.769285 6.519558 6.060484 5.998019 0.0410962 4.779501 0.07152525 9538 1.531739 up 6.644422 6.029251 0.176584 0.044169 0.6151706 1.102031
1622531_aVvi.16035 Transcr ibed locus 5.997857 6.037297 5.977414 6.150994 16 2.584447 2.593903 2.579521 2.62082 0.6554427 0.519062 0.6945149 15667 1.0076507 down 2.589175 2.600171 0.006686 0.029202 -0.0109956 0.995771
1622532_aVvi.15723 Transcr ibed locus 3.963169 3.99538 3.832577 3.852167 16 1.986655 1.998333 1.938315 1.94567 0.0181647 7.318228 0.04285752 7035 1.0356246 up 1.992494 1.941992 0.008258 0.005201 0.0505012 1.026005
1622533_aVvi.10900 Transcr ibed locus 55.2386 52.85077 56.34114 69.94828 16 5.787605 5.723853 5.816117 6.128217 0.3071305 1.358918 0.36264783 14059 1.1618617 down 5.755729 5.972167 0.04508 0.220688 -0.2164383 0.963759
1622534_aVvi.2543 GO:001597Putative photosystem I reaction center subunit N precursor (PsaN) mRNA, partial cds; nuclea 858.7763 825.9464 5.484534 4.783222 16 9.746139 9.689904 2.455369 2.257983 1.94E-04 71.73387 0.0168302 190 164.43178 up 9.718021 2.356676 0.039764 0.139573 7.3613451 4.123614



1622535_aVvi.30 Transcr ibed locus, weakly similar to NP_192976.1 invertase/pectin methylesterase inhibitor fa 4.594921 4.627171 6.311071 9.192799 16 2.20004 2.210131 2.657885 3.200504 0.1164162 2.668478 0.16094105 12008 1.6518804 down 2.205085 2.929195 0.007135 0.38369 -0.7241092 0.752796
1622536_aVvi.12472 Transcr ibed locus 5.470109 5.522462 5.183137 5.18131 16 2.45157 2.465312 2.373826 2.373317 0.0064995 12.34339 0.03048215 3537 1.0605916 up 2.458441 2.373571 0.009717 3.60E-04 0.0848691 1.035756
1622537_aVvi.15444 Transcr ibed locus 6.095558 6.120223 5.926338 5.939861 16 2.607758 2.613584 2.567141 2.570429 0.0063169 12.52223 0.03037211 3448 1.029459 up 2.610671 2.568785 0.00412 0.002325 0.0418863 1.016306
1622538_aVvi.1722 Transcr ibed locus, strongly similar to NP_194819.2 expressed protein [Arabidopsis thaliana] 417.2618 353.651 444.8186 497.3332 16 8.704809 8.466183 8.797073 8.958069 0.1795738 2.029301 0.22981606 12971 1.2244002 down 8.585496 8.877571 0.168734 0.113841 -0.292075 0.9671
1622539_aVvi.7660 Transcr ibed locus, moderately similar to NP_192211.2 transducin family protein / WD-40 repe 762.3312 683.9855 429.1248 429.5383 16 9.574274 9.417822 8.745254 8.746643 0.0107025 9.588491 0.03476531 5109 1.6819085 up 9.496048 8.745949 0.110628 9.83E-04 0.750099 1.085765
1622540_aVvi.9237 Transcr ibed locus, weakly similar to NP_565406.1 peptidoglycan-binding LysM domain-conta 4.635665 4.70936 4.648282 6.92523 16 2.212776 2.235531 2.216698 2.791862 0.4330601 0.973312 0.48789787 14735 1.214301 down 2.224154 2.50428 0.01609 0.406703 -0.2801261 0.888141
1622541_aVvi.3144 Transcr ibed locus, moderately similar to NP_196780.1 RNA recognition motif (RRM)-contai 1887.503 1690.16 2092.646 1978.417 16 10.88226 10.72294 11.03111 10.95013 0.170051 2.104056 0.21959406 12855 1.1391975 down 10.8026 10.99062 0.112655 0.057263 -0.188018 0.982893
1622542_aVvi.696 GO:000382Putative oxalyl-CoA decarboxylase (Oxc) 1621.807 1485.048 1368.212 1391.913 16 10.66339 10.53629 10.41808 10.44285 0.1203049 2.616145 0.16520974 12088 1.1245723 up 10.59984 10.43046 0.089868 0.01752 0.169376 1.016239
1622543_aVvi.14340 Transcr ibed locus 65.8367 67.12111 87.02235 82.09595 16 6.040821 6.068695 6.443314 6.35924 0.0159448 7.824338 0.0400388 6610 1.271489 down 6.054758 6.401277 0.01971 0.05945 -0.346519 0.945867
1622544_aVvi.1400 Transcr ibed locus, weakly similar to NP_568860.1 CBL-interacting protein kinase 21, putative 242.3195 222.3332 25.16385 25.81165 16 7.920767 7.79658 4.653281 4.689951 4.12E-04 49.22562 0.01871624 357 9.107515 up 7.858673 4.671616 0.087813 0.025929 3.1870574 1.682217
1622545_aVvi.10744 Transcr ibed locus, moderately similar to NP_909214.1 unknown protein [Oryza sativa (japonic 1325.443 1430.889 3573.789 3898.154 16 10.37226 10.4827 11.80324 11.92858 0.0033547 17.22176 0.02783547 1990 2.7102592 down 10.42748 11.86591 0.07809 0.088625 -1.438431 0.878776
1622546_aVvi.5155 Transcr ibed locus, weakly similar to NP_566481.1 phosphoinositide phosphatase family prote 141.0857 132.9029 66.44449 60.4434 16 7.140427 7.054228 6.054078 5.917513 0.0052358 13.76566 0.02950386 2941 2.1607509 up 7.097328 5.985795 0.060952 0.096566 1.1115327 1.185695
1622547_at 80.17176 80.44747 76.51061 78.30359 16 6.325022 6.329975 6.257588 6.291007 0.0877457 3.149526 0.12761751 11414 1.0375646 up 6.327498 6.274297 0.003502 0.023631 0.0532014 1.008479
1622548_aVvi.14310 Transcr ibed locus 3.070923 3.084814 2.983348 2.99659 16 1.618672 1.625183 1.576932 1.583322 0.0116978 9.164557 0.03558587 5455 1.0293978 up 1.621928 1.580127 0.004604 0.004518 0.0418006 1.026454
1622549_aVvi.3549 Transcr ibed locus, moderately similar to NP_197199.1 NADP-dependent oxidoreductase, put 304.4101 332.1516 157.3695 177.0325 16 8.249872 8.375698 7.298011 7.46787 0.0126751 8.797598 0.0366302 5743 1.9050711 up 8.312785 7.38294 0.088972 0.120108 0.9298447 1.125945
1622550_at 581.8962 741.3367 940.9595 1068.044 16 9.184618 9.533985 9.877989 10.06076 0.0904762 3.094562 0.13067304 11494 1.5263335 down 9.359302 9.969372 0.24704 0.129236 -0.61007 0.938806
1622551_aVvi.5614 Transcr ibed locus, moderately similar to XP_470256.1 Hypothetical protein [Oryza sativa (jap 8.568855 8.613458 8.35635 8.293596 16 3.099103 3.106592 3.062873 3.051998 0.0204908 6.878044 0.04550574 7471 1.0319779 up 3.102848 3.057436 0.005296 0.00769 0.0454121 1.014853
1622552_aVvi.8181 Transcr ibed locus, moderately similar to NP_566091.1 plastid-lipid associated protein PAP /    4.520291 4.579126 4.389568 4.41774 16 2.176416 2.195072 2.134079 2.143308 0.0456063 4.520891 0.07708485 9821 1.0331502 up 2.185744 2.138694 0.013192 0.006526 0.04705 1.021999
1622553_aVvi.570 Transcr ibed locus, strongly similar to NP_187044.1 protein kinase family protein [Arabidopsis 2061.143 2216.798 1731.815 1660.537 16 11.00923 11.11426 10.75807 10.69743 0.0314182 5.507876 0.05909192 8826 1.2604972 up 11.06175 10.72775 0.074269 0.042875 0.333993 1.031134
1622554_s_at 8782.861 9514.681 9488.771 8240.996 8 13.10048 13.21594 13.21201 13.0086 0.7217882 0.409623 0.7555566 15859 1.0337613 up 13.15821 13.1103 0.081646 0.143828 0.047903 1.003654
1622555_aVvi.13704 Transcr ibed locus, moderately similar to NP_188424.2 chloroplast outer membrane transloco 3.366538 3.381989 3.265652 3.277045 16 1.751266 1.757872 1.707371 1.712395 0.0085145 10.76797 0.03210404 4402 1.0314584 up 1.754569 1.709883 0.004671 0.003553 0.0446856 1.026134
1622556_aVvi.4508 Transcr ibed locus, moderately similar to NP_917067.1 putative phosphoethanolamine methyltr 360.1737 343.4878 830.2028 881.667 16 8.492549 8.424115 9.69732 9.78409 0.0018514 23.2085 0.02525623 1216 2.432388 down 8.458332 9.740706 0.04839 0.061356 -1.2823735 0.868349
1622557_aVvi.14812 Transcr ibed locus 3.693452 3.715441 3.563244 3.591146 16 1.88497 1.893533 1.833191 1.844444 0.0190931 7.133007 0.04394004 7213 1.0355762 up 1.889252 1.838818 0.006055 0.007957 0.0504338 1.027427
1622558_aVvi.2608 Transcr ibed locus, weakly similar to NP_564684.1 kelch repeat-containing F-box family protei 268.407 261.4148 400.8303 411.0433 16 8.068278 8.030197 8.646848 8.683146 0.00182 23.40861 0.02511424 1200 1.5323639 down 8.049238 8.664997 0.026927 0.025667 -0.615759 0.928937
1622559_aVvi.7540 Transcr ibed locus, weakly similar to NP_174998.1 bZIP transcr iption factor family protein [Ara 2079.714 2215.046 1391.089 1466.301 16 11.02217 11.11312 10.442 10.51797 0.0100135 9.918026 0.03390677 4902 1.5028101 up 11.06765 10.47998 0.064313 0.053717 0.587663 1.056075
1622560_aVvi.438 Transcr ibed locus, moderately similar to XP_479541.1 putative vacuolar targeting receptor [O 1101.871 1196.453 1181.855 1146.982 16 10.10574 10.22455 10.20684 10.16363 0.7807521 0.317796 0.80856127 16030 1.0140215 down 10.16514 10.18523 0.08401 0.030553 -0.020088 0.998028
1622561_aVvi.9970 Transcr ibed locus, weakly similar to NP_567426.1 phragmoplast-associated kinesin-related p 25.30986 29.74751 177.3038 176.9751 16 4.661628 4.894697 7.47008 7.467403 0.0018709 23.0867 0.02525701 1228 6.4557242 down 4.778163 7.468741 0.164805 0.001893 -2.6905789 0.639755
1622562_aVvi.14732 Transcr ibed locus 6.373448 6.406953 6.200609 6.232098 16 2.672074 2.679638 2.63241 2.639718 0.0170214 7.566628 0.0414111 6823 1.0279658 up 2.675856 2.636064 0.005349 0.005168 0.0397922 1.015095
1622563_aVvi.12650 Transcr ibed locus, moderately similar to NP_187886.2 short-chain dehydrogenase/reductase 80.42272 84.08305 84.07687 89.75977 16 6.329531 6.393743 6.393637 6.487997 0.2996742 1.387473 0.3551424 14008 1.0564172 down 6.361637 6.440817 0.045405 0.066722 -0.07918 0.987707
1622564_aVvi.7153 Transcr ibed locus, moderately similar to XP_470037.1 putative 40S ribosomal protein S2 [Ory 9559.675 10086.92 12926.96 12446.25 16 13.22275 13.3002 13.6581 13.60342 0.0160805 7.790463 0.04020934 6638 1.2917138 down 13.26147 13.63076 0.054767 0.038659 -0.369286 0.972908
1622565_aVvi.11589 Transcr ibed locus, weakly similar to NP_922198.1 putative glutamyl-tRNA reductase [Oryza s 287.0476 306.2012 102.4723 99.10544 16 8.165146 8.258336 6.679091 6.630892 0.0011336 29.67596 0.02303825 815 2.9419024 up 8.211741 6.654991 0.065895 0.034081 1.5567495 1.233922
1622566_aVvi.7271 Transcr ibed locus, weakly similar to NP_039455.1 hypothetical protein OrsajCp100 [Oryza sa 233.6086 240.352 294.3509 275.6009 16 7.86795 7.909005 8.201393 8.106437 0.0359398 5.131616 0.06486975 9197 1.202001 down 7.888477 8.153915 0.029031 0.067144 -0.2654377 0.967447
1622567_aVvi.2148 Transcr ibed locus, moderately similar to NP_198101.2 integral membrane Yip1 family protein 320.026 310.493 457.8729 467.1424 16 8.322045 8.278417 8.838803 8.867719 0.0022319 21.13187 0.02589414 1426 1.4671639 down 8.300231 8.853261 0.03085 0.020446 -0.55303 0.937534
1622568_at 4.482749 4.508289 4.319493 4.298417 16 2.164384 2.17258 2.110862 2.103805 0.0077307 11.30739 0.03136469 4091 1.0432957 up 2.168482 2.107334 0.005796 0.00499 0.0611481 1.029017
1622569_aVvi.1873 Transcr ibed locus, weakly similar to XP_467614.1 putative NHL repeat-containing protein [Or 432.5836 449.1386 715.2769 682.629 16 8.756835 8.811017 9.482358 9.414958 0.0042045 15.37343 0.0288901 2412 1.5852737 down 8.783926 9.448658 0.038313 0.047659 -0.664732 0.929648
1622570_aVvi.1130 Transcr ibed locus, weakly similar to NP_201352.1 expressed protein [Arabidopsis thaliana] 248.063 226.6919 261.2946 296.5978 16 7.954563 7.824589 8.029533 8.212364 0.1752109 2.062866 0.22516066 12918 1.1739515 down 7.889576 8.120949 0.091905 0.129281 -0.231373 0.971509
1622571_aVvi.7500 Transcr ibed locus, moderately similar to NP_849520.1 bZIP protein [Arabidopsis thaliana] 1894.064 1699.861 2124.145 2187.309 16 10.88727 10.7312 11.05267 11.09494 0.0820487 3.272503 0.12087782 11268 1.2012774 down 10.80924 11.0738 0.110357 0.029893 -0.264569 0.976109
1622572_aVvi.12365 Transcr ibed locus, weakly similar to NP_180900.1 expressed protein [Arabidopsis thaliana] 122.4299 137.4536 93.31313 82.72971 16 6.935812 7.1028 6.544008 6.370334 0.042985 4.666358 0.07376098 9674 1.4764533 up 7.019306 6.457171 0.118079 0.122806 0.5621355 1.087056
1622573_aVvi.479 Transcr ibed locus, weakly similar to NP_199205.1 transducin family protein / WD-40 repeat fa 532.437 510.1041 483.0341 457.0582 16 9.056467 8.994648 8.915981 8.836234 0.0975663 2.962277 0.138919 11659 1.109146 up 9.025558 8.876108 0.043713 0.05639 0.1494495 1.016837
1622574_at 7.162443 7.261473 7.696956 11.69813 16 2.840452 2.860262 2.944288 3.548206 0.3203377 1.310368 0.3762733 14133 1.3157539 down 2.850357 3.246247 0.014008 0.427034 -0.3958898 0.878047
1622575_sVvi.9141 Transcr ibed locus, strongly similar to NP_187300.2 pyruvate dehydrogenase (lipoamide) kina 1911.303 1781.34 835.6962 839.5949 16 10.90034 10.79875 9.706835 9.71355 0.0019905 22.38069 0.02549825 1295 2.2028217 up 10.84955 9.710192 0.071838 0.004748 1.139353 1.117336
1622576_at 6.755383 6.647941 6.054144 6.049961 16 2.756038 2.732908 2.597923 2.596926 0.0061399 12.70316 0.03016719 3378 1.1073015 up 2.744473 2.597425 0.016355 7.05E-04 0.147048 1.056613
1622577_aVvi.2630 Transcr ibed locus 8.301835 8.455483 7.735333 7.724827 16 3.05343 3.079887 2.951464 2.949503 0.0127871 8.758243 0.03674486 5775 1.0838578 up 3.066659 2.950483 0.018708 0.001386 0.1161755 1.039375
1622578_aVvi.5137 Transcr ibed locus, moderately similar to NP_199045.1 ubiquitin family protein [Arabidopsis th 5.573718 5.549586 5.260473 5.644364 16 2.47864 2.47238 2.395193 2.496811 0.6207372 0.579666 0.6629449 15544 1.0206641 up 2.47551 2.446002 0.004426 0.071855 0.0295081 1.012064
1622579_aVvi.8255 Transcr ibed locus, weakly similar to NP_568218.1 transcr iption elongation factor-related [Ara 87.29147 85.59605 97.80769 81.99521 16 6.447769 6.419473 6.611876 6.357468 0.7285441 0.398874 0.7615721 15881 1.0360194 down 6.433621 6.484672 0.020008 0.179893 -0.0510511 0.992127
1622580_aVvi.10963 Transcr ibed locus 145.9059 124.5009 57.40458 73.46147 16 7.188895 6.960012 5.843094 6.198916 0.0380377 4.979902 0.06747531 9358 2.0754852 up 7.074453 6.021005 0.161845 0.251604 1.0534487 1.174962
1622581_aVvi.9662 Transcr ibed locus 5.865535 5.978218 5.689261 5.730267 16 2.552263 2.579716 2.508241 2.518602 0.0698343 3.582973 0.10691821 10842 1.0371087 up 2.565989 2.513422 0.019412 0.007326 0.052567 1.020915
1622582_aVvi.12557 Transcr ibed locus 6.83552 6.89384 6.798179 6.60686 16 2.773051 2.785308 2.765148 2.723965 0.248377 1.611532 0.3026907 13622 1.0242893 up 2.77918 2.744556 0.008667 0.029121 0.0346232 1.012615
1622583_aVvi.10368 Transcr ibed locus, weakly similar to NP_187687.1 myb family transcr iption factor [Arabidopsis 3.683729 4.134528 3.592732 3.59023 16 1.881167 2.047723 1.845081 1.844076 0.2866982 1.439325 0.34228128 13905 1.0866339 up 1.964445 1.844579 0.117773 7.11E-04 0.119866 1.064983
1622584_at 5.784435 5.881287 5.602259 5.67808 16 2.532176 2.556132 2.486008 2.505403 0.0880305 3.14368 0.12794206 11422 1.034152 up 2.544154 2.495706 0.016939 0.013714 0.0484484 1.019413
1622585_sVvi.12972 Transcr ibed locus 2697.069 2571.931 2668.066 3105.974 16 11.39718 11.32864 11.38158 11.60083 0.380174 1.117016 0.43582714 14481 1.0930034 down 11.36291 11.4912 0.048466 0.155034 -0.128298 0.988835
1622586_aVvi.15205 Transcr ibed locus 3.80734 3.819245 3.685148 3.703005 16 1.928784 1.933287 1.881723 1.888696 0.008105 11.04005 0.03164294 4250 1.032274 up 1.931036 1.88521 0.003185 0.004931 0.0458259 1.024308
1622587_aVvi.7653 Transcr ibed locus, moderately similar to NP_181830.1 amine oxidase family protein [Arabidop  483.8567 431.7756 474.3853 510.4964 16 8.918436 8.754138 8.889915 8.995757 0.389409 1.09036 0.44476375 14534 1.0766506 down 8.836287 8.942837 0.116176 0.074841 -0.10655 0.988085
1622588_sVvi.7931 Clone 7 powdery mildew-resistant-like mRNA, partial sequence 3050.198 2874.125 2943.985 3064.419 16 11.57469 11.48891 11.52356 11.5814 0.7279882 0.399756 0.761039 15880 1.0144372 down 11.5318 11.55248 0.060656 0.040901 -0.02068 0.99821
1622589_sVvi.12997 Transcr ibed locus, weakly similar to NP_197460.1 expressed protein [Arabidopsis thaliana] 842.8558 834.8437 892.7354 890.2685 16 9.719142 9.705362 9.802089 9.798097 0.0066025 12.24578 0.03059307 3582 1.0627786 down 9.712252 9.800093 0.009744 0.002823 -0.087841 0.991037
1622590_aVvi.8611 Transcr ibed locus 4.812126 4.859277 4.589552 4.608385 16 2.266674 2.280742 2.198354 2.204261 0.010921 9.49051 0.03495031 5186 1.0514648 up 2.273708 2.201307 0.009947 0.004177 0.0724006 1.03289
1622591_aVvi.1618 Transcr ibed locus, weakly similar to NP_194254.2 multi-copper oxidase type I family protein [A 394.1512 426.366 1733.976 1914.663 16 8.622605 8.735949 10.75987 10.90288 0.0017925 23.5877 0.02511424 1182 4.444724 down 8.679277 10.83137 0.080146 0.101121 -2.152094 0.801309
1622592_aVvi.9942 Transcr ibed locus, moderately similar to NP_921729.1 contains similarity to anion transporter    143.5103 131.143 48.80541 44.59628 16 7.165011 7.034997 5.608969 5.478851 0.003475 16.91948 0.02799703 2059 2.9405646 up 7.100003 5.54391 0.091934 0.092007 1.5560932 1.280685
1622593_aVvi.3156 Transcr ibed locus 4304.266 4011.749 2948.525 3575.311 16 12.07155 11.97002 11.52578 11.80385 0.1379957 2.404924 0.18460965 12408 1.2798436 up 12.02078 11.66482 0.071797 0.196629 0.355967 1.030516
1622594_aVvi.9198 Transcr ibed locus, weakly similar to NP_564931.1 expressed protein [Arabidopsis thaliana] 882.1905 823.0175 1224.003 1157.417 16 9.784946 9.684779 10.25739 10.17669 0.0173301 7.497155 0.04181273 6880 1.3968515 down 9.734863 10.21704 0.070829 0.057062 -0.482179 0.952806
1622595_aVvi.7495 Transcr ibed locus, weakly similar to NP_850711.1 UBP1 interacting protein 2a (UBA2a) [Ara 2305.61 2350.282 3184.938 3179.757 16 11.17093 11.19862 11.63705 11.6347 9.47E-04 32.47124 0.02248719 698 1.3670816 down 11.18478 11.63588 0.019576 0.00166 -0.4511 0.961232
1622596_sVvi.8583 Transcr ibed locus, moderately similar to NP_568847.1 expressed protein [Arabidopsis thalian 850.5482 825.9086 457.2607 472.5063 16 9.732249 9.689838 8.836873 8.88419 0.0013925 26.77025 0.02397054 961 1.8031425 up 9.711044 8.860531 0.029989 0.033458 0.850513 1.095989
1622597_aVvi.396 Transcr ibed locus, weakly similar to XP_474158.1 OSJNBa0060D06.17 [Oryza sativa (japonic  2656.18 2708.548 3250.73 2890.314 16 11.37514 11.4033 11.66655 11.49701 0.1543299 2.240856 0.20265645 12642 1.1427884 down 11.38922 11.58178 0.019917 0.119881 -0.1925585 0.983374
1622598_aVvi.1236 Transcr ibed locus, moderately similar to NP_197617.1 CCR4-NOT transcr iption complex pro 1383.841 2173.252 587.1763 791.0303 16 10.43446 11.08564 9.19765 9.627589 0.0745828 3.453592 0.11241242 11014 2.544588 up 10.76005 9.41262 0.460452 0.304013 1.347432 1.143152
1622599_sVvi.12853 Transcr ibed locus, strongly similar to NP_177217.1 60S ribosomal protein L27A (RPL27aC) 11721.28 11206.49 13156.74 13377.95 16 13.51684 13.45205 13.68352 13.70757 0.0257694 6.108377 0.05214657 8202 1.1575679 down 13.48445 13.69554 0.045818 0.017009 -0.211096 0.984587
1622600_aVvi.1907 Transcr ibed locus, weakly similar to NP_172285.1 carbonic anhydrase family protein [Arabido 12.30592 12.37179 20.11089 18.78888 16 3.621281 3.628982 4.329905 4.231807 0.0055826 13.32772 0.02974141 3115 1.5754075 down 3.625131 4.280856 0.005446 0.069366 -0.6557249 0.846824
1622601_aVvi.6171 Transcr ibed locus 6.24213 5.286519 5.781829 5.59669 16 2.642038 2.402318 2.531526 2.484574 0.9184775 0.115676 0.930786 16381 1.0098411 up 2.522178 2.50805 0.169508 0.0332 0.0141282 1.005633
1622602_sVvi.9203 Transcr ibed locus, moderately similar to NP_568143.1 SNF7 family protein [Arabidopsis thali 16083.34 16305.62 13981.26 13316.13 16 13.97328 13.99308 13.77121 13.70089 0.0211552 6.765731 0.04625735 7591 1.1868464 up 13.98318 13.73605 0.014003 0.049723 0.247133 1.017992
1622603_aVvi.7852 Transcr ibed locus, moderately similar to XP_473173.1 OSJNBb0070J16.14 [Oryza sativa (jap 6.083036 6.128728 5.715457 5.904211 16 2.604792 2.615588 2.514869 2.561744 0.096086 2.988741 0.13730592 11617 1.0510879 up 2.61019 2.538307 0.007634 0.033146 0.0718832 1.028319
1622604_sVvi.14083 Transcr ibed locus 3.229544 3.242814 3.148732 3.172931 16 1.691331 1.697246 1.654771 1.665816 0.0323254 5.426199 0.06035385 8891 1.0238432 up 1.694289 1.660294 0.004183 0.00781 0.0339948 1.020475
1622605_at 3.16551 3.17526 3.06705 3.082239 16 1.662438 1.666875 1.616851 1.623979 0.0088834 10.53904 0.03258567 4525 1.0311406 up 1.664656 1.620415 0.003137 0.00504 0.0442411 1.027302
1622606_aVvi.7390 Transcr ibed locus, strongly similar to XP_480870.1 putative GDP-mannose pyrophosphorylas 1122.005 1030.682 1177.143 1306.914 16 10.13186 10.00938 10.20107 10.35195 0.1682379 2.118935 0.21775311 12825 1.1533959 down 10.07062 10.27651 0.086606 0.106685 -0.205888 0.979965
1622607_at 157.198 156.9249 167.0275 200.59 16 7.296439 7.29393 7.383942 7.648106 0.2365056 1.671911 0.29041904 13519 1.1654116 down 7.295184 7.516024 0.001774 0.186792 -0.2208396 0.970617
1622608_aVvi.15683 Transcr ibed locus 5.372294 5.310943 5.236892 5.206699 16 2.425538 2.408968 2.388711 2.380369 0.0718431 3.526733 0.10905547 10936 1.022934 up 2.417253 2.38454 0.011717 0.005899 0.032713 1.013719
1622609_aVvi.10089 Transcr ibed locus 6.821694 6.664694 6.444482 6.460743 16 2.77013 2.736539 2.688064 2.6917 0.0641419 3.75593 0.09988587 10660 1.0449632 up 2.753335 2.689882 0.023753 0.002571 0.0634522 1.023589
1622610_aVvi.8959 Transcr ibed locus, moderately similar to XP_450604.1 voltage-dependent anion channel [Oryz 2423.541 2396.416 3216.848 3275.973 16 11.2429 11.22666 11.65143 11.67771 0.0012888 27.82852 0.02357308 906 1.3470361 down 11.23478 11.66457 0.011482 0.01858 -0.429789 0.963154
1622611_aVvi.573 Transcr ibed locus, moderately similar to NP_188898.1 RNA pol II accessory factor Cdc73 fam262.3242 284.2588 258.2804 276.8085 16 8.035207 8.151061 8.012795 8.112744 0.7297925 0.396895 0.7627811 15883 1.0212705 up 8.093134 8.062769 0.081921 0.070675 0.030365 1.003766
1622612_aVvi.7813 Transcr ibed locus, strongly similar to NP_194668.1 40S ribosomal protein S30 (RPS30B) [A  3522.09 3580.036 4527.652 4625.135 16 11.78222 11.80576 12.14455 12.17528 0.0027863 18.90488 0.0270467 1701 1.2887092 down 11.79399 12.15991 0.016647 0.02173 -0.365927 0.969907
1622613_at 18.78891 19.03029 19.10422 18.90836 16 4.231809 4.250226 4.255819 4.240953 0.5970609 0.622624 0.64070874 15470 1.0051205 down 4.241017 4.248386 0.013023 0.010512 -0.0073687 0.998266
1622614_s_at 3.62037 3.624411 3.499674 3.507586 16 1.856137 1.857747 1.807221 1.810478 0.001424 26.47158 0.02409896 979 1.033897 up 1.856942 1.80885 0.001138 0.002304 0.0480924 1.026587
1622615_aVvi.5931 Transcr ibed locus, weakly similar to XP_463241.1 putative U3 small nucleolar ribonucleoprote 337.2268 363.7736 713.2047 729.5805 16 8.397575 8.506897 9.478172 9.510923 0.0029836 18.26661 0.02754912 1797 2.059525 down 8.452236 9.494548 0.077302 0.023159 -1.042312 0.89022
1622616_aVvi.14418 Transcr ibed locus 4.856073 4.882068 4.724313 4.746357 16 2.27979 2.287492 2.240105 2.246821 0.0157901 7.86352 0.03983386 6580 1.0282413 up 2.283641 2.243463 0.005446 0.004749 0.0401787 1.017909
1622617_x_at 86.42737 95.73779 105.6717 99.02276 16 6.433416 6.581017 6.723445 6.629688 0.1923569 1.936976 0.24351214 13113 1.1245518 down 6.507217 6.676567 0.104369 0.066296 -0.1693501 0.974635
1622618_aVvi.10607 Transcr ibed locus 5.920244 6.029004 5.574221 5.584402 16 2.565657 2.59192 2.47877 2.481403 0.0174126 7.478919 0.04192128 6892 1.0708094 up 2.578788 2.480087 0.018571 0.001862 0.0987017 1.039798
1622619_aVvi.338 Transcr ibed locus, moderately similar to NP_191580.1 chloroplast chaperonin 10, putative [Ar 878.9553 816.824 1051.939 973.6268 16 9.779646 9.673882 10.03884 9.927225 0.0794276 3.333281 0.11797511 11176 1.1943839 down 9.726764 9.98303 0.074787 0.07892 -0.256266 0.97433
1622620_aVvi.298 Transcr ibed locus, moderately similar to NP_190357.2 ABC transporter family protein [Arabid 254.2744 267.4591 126.8259 103.6579 16 7.990243 8.063174 6.986705 6.695686 0.0156366 7.902944 0.03966032 6544 2.2744427 up 8.026709 6.841196 0.051571 0.205781 1.1855134 1.17329
1622621_aVvi.15804 Transcr ibed locus 4.05406 4.071169 3.90079 3.936947 16 2.019367 2.025443 1.963766 1.977077 0.0192376 7.105387 0.04413551 7235 1.0366892 up 2.022405 1.970422 0.004296 0.009412 0.0519833 1.026382
1622622_aVvi.227 Transcr ibed locus, weakly similar to NP_193509.1 C-terminal processi ng protease, putative [A  43.44846 26.76257 8.303883 8.203942 16 5.441233 4.742145 3.053786 3.036317 0.0279686 5.853331 0.05467906 8491 4.1314187 up 5.091689 3.045052 0.49433 0.012352 2.0466372 1.672119
1622623_aVvi.9311 Transcr ibed locus, weakly similar to NP_568463.1 cytochrome P450 family protein [Arabidops 4.618115 4.655619 4.473894 4.495706 16 2.207304 2.218973 2.161531 2.168548 0.0194514 7.065061 0.0444749 7260 1.0339019 up 2.213139 2.165039 0.008251 0.004962 0.0480993 1.022216
1622624_aVvi.1110 Transcr ibed locus, moderately similar to NP_177657.2 5' nucleotidase family protein [Arabido 6.230866 6.246473 6.002942 5.952178 16 2.639433 2.643042 2.58567 2.573418 0.0105465 9.660277 0.034623 5056 1.0436903 up 2.641237 2.579544 0.002552 0.008664 0.0616937 1.023917
1622625_aVvi.15690 Transcr ibed locus 3.713109 3.731408 3.614153 3.656498 16 1.892628 1.89972 1.853658 1.870463 0.0646238 3.740438 0.10049492 10675 1.0239276 up 1.896174 1.86206 0.005015 0.011883 0.0341136 1.01832
1622626_aVvi.14423 Transcr ibed locus 3.546933 3.553982 3.439408 3.448391 16 1.826572 1.829436 1.78216 1.785923 0.0028805 18.59191 0.02720283 1757 1.0309414 up 1.828004 1.784042 0.002025 0.002661 0.0439623 1.024642
1622627_at 5.354457 5.334597 5.090797 5.100663 16 2.42074 2.415379 2.347892 2.350685 0.0019261 22.75267 0.02532748 1255 1.0488232 up 2.41806 2.349288 0.003791 0.001975 0.0687716 1.029273
1622628_aVvi.5040 Transcr ibed locus, weakly similar to NP_175807.1 17.4 kDa class III heat shock protein (HSP 304.3895 272.1524 12.05887 12.60876 16 8.249775 8.088271 3.592023 3.656355 3.66E-04 52.28603 0.01871624 318 23.34165 up 8.169024 3.624189 0.1142 0.04549 4.5448345 2.254028
1622629_x_at 9.194905 9.405857 8.348943 8.284222 14 3.200835 3.233559 3.061594 3.050366 0.0113181 9.319714 0.03525404 5326 1.1182302 up 3.217197 3.05598 0.02314 0.007939 0.1612173 1.052755
1622630_sVvi.637 Transcr ibed locus, moderately similar to NP_181658.1 haloacid dehalogenase-like hydrolase 79.12788 101.804 89.33287 68.73266 16 6.306114 6.669651 6.48112 6.102924 0.533078 0.746725 0.58192027 15207 1.1454074 up 6.487883 6.292022 0.257059 0.267425 0.1958608 1.031128
1622631_aVvi.2505 Transcr ibed locus, weakly similar to XP_453850.1 unnamed protein product [Kluyveromyces la 2.589775 2.603348 2.523223 2.535114 16 1.372827 1.380368 1.335268 1.34205 0.0174032 7.480983 0.04192128 6890 1.0266458 up 1.376597 1.338659 0.005332 0.004796 0.0379385 1.028341
1622632_aVvi.14817 Transcr ibed locus 3.664526 3.691969 3.559866 3.580864 16 1.873627 1.884391 1.831823 1.840308 0.0245329 6.266404 0.0506334 8043 1.0302134 up 1.879009 1.836065 0.007611 0.006 0.0429431 1.023389
1622633_at 4.892286 4.923447 4.665114 4.636609 16 2.290509 2.299669 2.221912 2.21307 0.006663 12.18951 0.03065634 3606 1.0552593 up 2.295089 2.217491 0.006477 0.006253 0.0775977 1.034993
1622634_sVvi.5988 Transcr ibed locus, strongly similar to XP_465742.1 putative 40S ribosomal protein S8 [Oryza 3439.184 3674.187 4613.955 4906.956 16 11.74785 11.84321 12.17179 12.26061 0.023162 6.456008 0.04881488 7876 1.3385487 down 11.79553 12.2162 0.067429 0.062808 -0.42067 0.965565
1622635_aVvi.14027 Transcr ibed locus 55.50136 52.7473 64.23322 52.97375 16 5.794451 5.721026 6.005248 5.727206 0.529285 0.754508 0.5785233 15188 1.0780982 down 5.757738 5.866227 0.05192 0.196605 -0.1084887 0.981506
1622636_aVvi.13053 GO:000659Ornithine decarboxylase (ODC) 3.69981 3.719679 3.578306 3.595297 16 1.887451 1.895178 1.839277 1.846111 0.0110668 9.42672 0.03504068 5240 1.0342758 up 1.891315 1.842694 0.005464 0.004833 0.0486209 1.026386
1622637_at 13.08795 9.030625 144.4182 114.6866 16 3.710167 3.174826 7.174109 6.841552 0.0077211 11.31448 0.03135112 4085 11.837843 down 3.442496 7.007831 0.378543 0.235153 -3.5653343 0.491236
1622638_x_Vvi.8 GO:000905StSy mRNA for stilbene synthase 10.62288 13.33638 14.21996 15.43185 16 3.409102 3.737295 3.829846 3.947839 0.211991 1.8101 0.26452273 13304 1.2445672 down 3.573199 3.888843 0.232067 0.083434 -0.315644 0.918833
1622639_aVvi.8051 Transcr ibed locus, weakly similar to NP_179744.1 dehydrin family protein [Arabidopsis thalian 2408.438 2464.922 1320.894 1315.605 16 11.23388 11.26733 10.3673 10.36151 3.67E-04 52.21893 0.01871624 319 1.8483013 up 11.25061 10.36441 0.023649 0.004093 0.8862 1.085504
1622640_aVvi.6439 Transcr ibed locus, weakly similar to NP_197403.1 pentatricopeptide (PPR) repeat-containing 567.2112 616.0664 552.7455 590.8519 16 9.147742 9.266942 9.110472 9.206653 0.589332 0.636962 0.63327444 15449 1.0343901 up 9.207342 9.158562 0.084287 0.06801 0.04878 1.005326
1622641_aVvi.7301 Transcr ibed locus, weakly similar to NP_564187.1 hydroxyproline-rich glycoprotein family pro 23.82748 17.99469 26.30734 20.98007 16 4.574554 4.169499 4.717393 4.390947 0.5562681 0.700245 0.6030536 15313 1.1345685 down 4.372027 4.554171 0.286417 0.230832 -0.1821436 0.960005
1622642_aVvi.1452 Transcr ibed locus, moderately similar to NP_199924.1 expressed protein [Arabidopsis thalian 892.0068 878.5179 804.3167 786.4136 16 9.800911 9.778928 9.65162 9.619144 0.0157206 7.881282 0.03977355 6561 1.1130645 up 9.789919 9.635382 0.015544 0.022964 0.154537 1.016038
1622643_aVvi.14922 Transcr ibed locus 3.410123 3.423448 3.308956 3.326942 16 1.769824 1.77545 1.726376 1.734197 0.0126921 8.791615 0.03664294 5748 1.02979 up 1.772637 1.730287 0.003978 0.00553 0.0423503 1.024476
1622644_aVvi.7412 Transcr ibed locus, moderately similar to NP_567067.1 DEAD box RNA helicase, putative (RH 158.1645 143.0743 305.2124 307.2275 16 7.305282 7.16062 8.25367 8.263164 0.0049594 14.14698 0.02943507 2790 2.0356166 down 7.232951 8.258417 0.102291 0.006713 -1.025466 0.875828
1622645_aVvi.9371 Transcr ibed locus, strongly similar to NP_171613.1 inorganic pyrophosphatase, putative [solu 772.8889 723.997 1116.726 1029.523 16 9.594117 9.49984 10.12506 10.00776 0.0203463 6.903189 0.04538358 7442 1.4333909 down 9.546978 10.06641 0.066664 0.082943 -0.519432 0.948399
1622646_at 6.495971 6.549282 6.09547 6.080945 16 2.699545 2.711337 2.607737 2.604296 0.0037942 16.18828 0.02824424 2227 1.071346 up 2.705441 2.606016 0.008338 0.002434 0.0994246 1.038152
1622647_aVvi.15309 Transcr ibed locus 5.694144 5.732201 5.492886 5.4455 16 2.509479 2.519089 2.457564 2.445065 0.0153148 7.98749 0.03931144 6466 1.0446138 up 2.514284 2.451314 0.006795 0.008839 0.0629697 1.025688
1622648_aVvi.14841 Transcr ibed locus 3.442381 3.465367 3.332364 3.367153 16 1.783407 1.793008 1.736546 1.751529 0.038266 4.964133 0.06775003 9376 1.0310898 up 1.788208 1.744038 0.006789 0.010595 0.04417 1.025326
1622649_aVvi.12513 Transcr ibed locus 8.102196 5.360117 7.844832 8.261135 16 3.018313 2.422265 2.971743 3.04634 0.4378005 0.961389 0.49236986 14761 1.2215836 down 2.720289 3.009041 0.42147 0.052748 -0.2887525 0.904038
1622650_aVvi.15233 Transcr ibed locus 3.310641 3.32299 3.210597 3.225993 16 1.72711 1.732482 1.682842 1.689743 0.0099529 9.948637 0.03389936 4872 1.0306137 up 1.729796 1.686292 0.003798 0.00488 0.0435036 1.025798
1622651_aVvi.9892 Transcr ibed locus, weakly similar to XP_473952.1 OSJNBa0053K19.18 [Oryza sativa (japonic 1776.178 1852.408 546.4135 608.5767 16 10.79456 10.85519 9.093849 9.249295 0.0025365 19.81779 0.0266497 1575 3.145526 up 10.82487 9.171572 0.042869 0.109917 1.653301 1.180264
1622652_aVvi.14925 Transcr ibed locus 3.933686 4.013513 3.776375 3.78789 16 1.975882 2.004865 1.917002 1.921394 0.0398876 4.855986 0.06986861 9477 1.0505724 up 1.990374 1.919198 0.020494 0.003106 0.0711756 1.037086
1622653_aVvi.15695 Transcr ibed locus 8.289775 7.971386 8.455457 8.777603 16 3.051333 2.994831 3.079883 3.133827 0.1651514 2.144774 0.21439876 12787 1.0597861 down 3.023082 3.106855 0.039953 0.038144 -0.0837732 0.973036
1622654_at 8.160237 8.149392 7.589983 7.463137 16 3.028611 3.026692 2.924097 2.899782 0.0109255 9.48851 0.03495031 5188 1.0835099 up 3.027652 2.911939 0.001357 0.017193 0.1157124 1.039737
1622655_at 4.092706 4.106069 3.959201 3.987657 16 2.033055 2.037758 1.985209 1.995541 0.0155186 7.93365 0.03952657 6515 1.0317056 up 2.035407 1.990375 0.003325 0.007306 0.0450313 1.022625
1622656_aVvi.9783 Transcr ibed locus, weakly similar to NP_913624.1 beta-1,3-glucanase-like protein [Oryza sat 58.1629 90.71254 1349.47 1279.493 16 5.862027 6.50323 10.39818 10.32136 0.0059223 12.93656 0.03008822 3265 18.090223 down 6.182629 10.35977 0.453399 0.05432 -4.1771384 0.596792
1622657_sVvi.15508 Transcr ibed locus 493.0343 467.9145 567.7319 571.812 16 8.945544 8.870101 9.149066 9.159397 0.0230523 6.471898 0.04868597 7859 1.186251 down 8.907823 9.154232 0.053346 0.007305 -0.246409 0.973083
1622658_aVvi.15259 Transcr ibed locus 4.623025 4.612557 4.434434 4.485181 16 2.208837 2.205567 2.14875 2.165166 0.0266438 6.003243 0.05308936 8331 1.03544 up 2.207202 2.156958 0.002313 0.011608 0.050244 1.023294
1622659_aVvi.7883 Transcr ibed locus, moderately similar to NP_566410.1 Aha1 domain-containing protein [Arab 643.6802 644.8983 605.9197 578.9752 16 9.3302 9.332928 9.242983 9.177358 0.0660222 3.696415 0.10217198 10727 1.0877848 up 9.331564 9.210171 0.001929 0.046404 0.121393 1.01318
1622660_aVvi.2240 Transcr ibed locus, moderately similar to NP_192386.1 ATP-binding-cassette transporter (AB 813.345 784.9106 366.4361 378.1025 16 9.667724 9.616385 8.517418 8.562634 9.62E-04 32.21755 0.02252694 708 2.146562 up 9.642054 8.540026 0.036302 0.031972 1.102028 1.129043
1622661_x_at 6.117347 12.70821 18.0621 14.74742 16 2.612906 3.667689 4.174894 3.88239 0.2460327 1.623156 0.30027455 13602 1.8510512 down 3.140297 4.028642 0.745844 0.206831 -0.8883446 0.779493
1622662_aVvi.2016 Transcr ibed locus, moderately similar to NP_190447.1 serine C-palmitoyltransferase, putative 1106.634 1147.012 1089.533 1095.866 16 10.11196 10.16367 10.0895 10.09786 0.2339349 1.685504 0.28770924 13498 1.0310669 up 10.13781 10.09368 0.036559 0.005912 0.044138 1.004373
1622663_aVvi.8334 Transcr ibed locus, weakly similar to NP_186877.2 flavodoxin family protein [Arabidopsis thalia 58.44389 48.79525 81.72411 75.44286 16 5.86898 5.608669 6.35269 6.237313 0.0597145 3.906628 0.09449484 10490 1.4703668 down 5.738825 6.295001 0.184068 0.081584 -0.556176 0.911648
1622664_aVvi.6290 Transcr ibed locus, weakly similar to NP_179268.2 expressed protein [Arabidopsis thaliana] 163.3187 168.7682 109.288 116.3397 16 7.351546 7.398899 6.771991 6.8622 0.0082278 10.95635 0.03170272 4307 1.4723569 up 7.375223 6.817095 0.033483 0.063787 0.5581274 1.081872
1622665_sVvi.384 Transcr ibed locus, weakly similar to NP_196554.1 RNA polymerase II 15.9 kDa subunit (RPB 438.0712 450.1457 503.5281 575.4591 16 8.775022 8.814248 8.975928 9.16857 0.1058386 2.824232 0.1487457 11812 1.2121881 down 8.794635 9.072248 0.027737 0.136218 -0.277613 0.9694
1622666_aVvi.13466 Transcr ibed locus, moderately similar to NP_172433.1 tRNA synthetase class I (I, L, M and V 1887.185 1971.77 2504.12 2619.324 16 10.88202 10.94528 11.29009 11.35498 0.0120581 9.024137 0.03595512 5566 1.3276594 down 10.91365 11.32253 0.044728 0.045885 -0.408885 0.963887
1622667_at 4.491458 4.50492 4.326736 4.350669 16 2.167184 2.171501 2.113279 2.121237 0.00747 11.50527 0.03124114 3968 1.0367618 up 2.169343 2.117258 0.003053 0.005627 0.0520845 1.0246
1622668_aVvi.5572 Transcr ibed locus, weakly similar to NP_566787.1 F-box family protein [Arabidopsis thaliana] 344.255 333.6588 245.8884 244.4137 16 8.427334 8.38223 7.94186 7.933181 0.002407 20.34608 0.0262724 1520 1.3824822 up 8.404781 7.937521 0.031893 0.006137 0.4672605 1.058867
1622669_aVvi.9829 Transcr ibed locus, weakly similar to NP_188361.1 expressed protein [Arabidopsis thaliana] 29.08491 40.45271 832.1203 883.4738 16 4.862199 5.338164 9.700648 9.787044 0.002702 19.19889 0.02695826 1663 24.996675 down 5.100182 9.743846 0.336558 0.061091 -4.6436644 0.523426
1622670_s_at 601.3605 640.2175 517.0515 471.5408 16 9.232086 9.322418 9.014164 8.881239 0.0546303 4.101087 0.08831272 10269 1.256622 up 9.277252 8.947701 0.063874 0.093992 0.329551 1.036831
1622671_aVvi.15532 Transcr ibed locus 4.605368 4.637401 4.45935 4.476157 16 2.203317 2.213316 2.156833 2.162261 0.0133353 8.572771 0.03723383 5945 1.0343823 up 2.208316 2.159547 0.007071 0.003838 0.0487694 1.022583
1622672_aVvi.5249 Transcr ibed locus, weakly similar to NP_196118.1 sad1/unc-84 protein-related [Arabidopsis t 367.8177 373.4157 608.7903 499.9309 16 8.522847 8.544639 9.249802 8.965585 0.0564902 4.027 0.09056488 10354 1.4885935 down 8.533743 9.107693 0.015409 0.200972 -0.57395 0.936982
1622673_aVvi.15112 Transcr ibed locus 3.667156 3.679625 3.549013 3.546724 16 1.874661 1.879559 1.827418 1.826487 0.0024603 20.12364 0.02638588 1547 1.0353781 up 1.87711 1.826953 0.003463 6.58E-04 0.0501576 1.027454
1622674_x_at 6.518921 6.563467 6.142812 6.101056 16 2.704633 2.714458 2.618899 2.609059 0.0052513 13.74521 0.02950386 2947 1.0684849 up 2.709546 2.613979 0.006947 0.006958 0.0955666 1.03656
1622675_aVvi.13748 Transcr ibed locus 4.755054 4.614225 4.433307 4.673228 16 2.249461 2.206088 2.148383 2.224419 0.4442936 0.945282 0.49798554 14811 1.0290931 up 2.227775 2.186401 0.030669 0.053766 0.0413735 1.018923
1622676_sVvi.10428 Transcr ibed locus, moderately similar to XP_475311.1 putative tubby protein [Oryza sativa (jap 671.3932 709.7723 534.2153 528.3723 16 9.391014 9.471212 9.061277 9.045411 0.0115065 9.24175 0.03544051 5387 1.2993306 up 9.431113 9.053345 0.056709 0.011219 0.377768 1.041727
1622677_aVvi.2029 Transcr ibed locus 1756.168 1589.234 1300.489 1223.023 16 10.77822 10.63412 10.34484 10.25624 0.0408341 4.795806 0.07116604 9525 1.3246655 up 10.70617 10.30054 0.101894 0.062652 0.405628 1.039379
1622678_aVvi.13814 Transcr ibed locus, weakly similar to NP_188422.1 expressed protein [Arabidopsis thaliana] 3.242877 3.235534 3.130361 3.144437 16 1.697274 1.694004 1.646329 1.652802 0.0061364 12.70681 0.03016719 3375 1.032451 up 1.695639 1.649566 0.002313 0.004577 0.0460734 1.027931
1622679_aVvi.8159 Transcr ibed locus, moderately similar to NP_187763.3 expressed protein [Arabidopsis thalian 716.9389 637.8148 101.2294 112.8325 16 9.485706 9.316994 6.661485 6.818039 0.0018642 23.12826 0.02525701 1222 6.327292 up 9.40135 6.739762 0.119298 0.110701 2.661588 1.394908
1622680_aVvi.6382 Transcr ibed locus 12.01706 13.5484 15.90634 14.90206 16 3.587012 3.760051 3.991531 3.89744 0.1106161 2.751282 0.15429741 11901 1.2066056 down 3.673531 3.944485 0.122357 0.066532 -0.2709542 0.931308
1622681_aVvi.8865 Transcr ibed locus, moderately similar to NP_180079.1 protein phosphatase 2C, putative / PP2 6637.313 6478.177 5230.554 4956.695 16 12.69638 12.66137 12.35275 12.27516 0.01333 8.574499 0.03723164 5943 1.2878125 up 12.67888 12.31396 0.024757 0.05486 0.364923 1.029635
1622682_aVvi.13515 Transcr ibed locus, strongly similar to NP_173116.1 expressed protein [Arabidopsis thaliana] 333.0938 306.721 18.16568 26.38124 16 8.379785 8.260783 4.183144 4.72144 0.0050401 14.03242 0.02943507 2835 14.600966 up 8.320284 4.452292 0.084147 0.380633 3.867992 1.868764
1622683_aVvi.1466 Transcr ibed locus, weakly similar to NP_193650.2 ankyrin repeat family protein [Arabidopsis t 369.1884 358.5292 369.394 383.6895 16 8.528214 8.485947 8.529017 8.583796 0.2900106 1.425815 0.3456642 13928 1.0347813 down 8.50708 8.556406 0.029887 0.038735 -0.049326 0.994235
1622684_x_at 4.290041 4.273962 4.093836 4.100467 16 2.100991 2.095574 2.033454 2.035788 0.0021395 21.58446 0.02580234 1370 1.0451152 up 2.098283 2.034621 0.00383 0.001651 0.063662 1.031289
1622685_aVvi.11632 Transcr ibed locus, moderately similar to NP_200487.1 serine O-acetyltransferase (SAT-52) 1717.216 1695.205 2426.298 2489.928 16 10.74586 10.72724 11.24454 11.28189 0.0015656 25.24327 0.02483053 1045 1.4405949 down 10.73655 11.26321 0.01316 0.026408 -0.526665 0.95324
1622686_aVvi.8607 Transcr ibed locus 17.69818 13.2683 24.68355 19.74519 16 4.145529 3.729912 4.625478 4.30343 0.1830147 2.003598 0.23350249 13011 1.4406635 down 3.93772 4.464454 0.293886 0.227722 -0.5267334 0.882016
1622687_aVvi.3698 Transcr ibed locus, moderately similar to NP_191747.1 cytochrome P450, putative [Arabidopsi  3.386395 3.387232 3.27289 3.291468 16 1.75975 1.760107 1.710565 1.718731 0.0080483 11.07933 0.03158655 4229 1.0318837 up 1.759929 1.714648 2.52E-04 0.005774 0.0452805 1.026408
1622688_aVvi.15053 Transcr ibed locus 14.7942 20.73434 19.00584 16.7523 16 3.88696 4.37395 4.248371 4.066287 0.9270951 0.103378 0.93828535 16403 1.0188023 down 4.130455 4.157329 0.344354 0.128753 -0.026874 0.993536
1622689_at 16.46721 15.81603 13.38503 12.98734 10 4.041524 3.983315 3.742549 3.699034 0.0151737 8.025415 0.03915963 6432 1.2240211 up 4.01242 3.720791 0.04116 0.03077 0.2916284 1.078378
1622690_aVvi.7077 Transcr ibed locus, moderately similar to NP_567879.1 UDP-glucuronic acid/UDP-N-acetylg 2163.221 2147.152 1651.132 1618.166 16 11.07897 11.06821 10.68924 10.66014 0.0015084 25.71834 0.02465859 1014 1.3184979 up 11.07359 10.67469 0.007606 0.020574 0.398895 1.037368
1622691_s_at 4180.689 4368.535 5298.655 5664.697 16 12.02953 12.09293 12.37141 12.46778 0.0249409 6.212978 0.05113223 8097 1.2819748 down 12.06123 12.4196 0.044837 0.068145 -0.358368 0.971145
1622692_at 5.258217 5.269077 4.983926 4.986431 16 2.394574 2.39755 2.317283 2.318008 3.81E-04 51.19224 0.01871624 334 1.0558587 up 2.396062 2.317645 0.002105 5.13E-04 0.078417 1.033835
1622693_aVvi.14637 Transcr ibed locus 1429.487 1579.26 2355.215 2201.667 16 10.48128 10.62503 11.20164 11.10438 0.0202949 6.912205 0.04533584 7431 1.5155627 down 10.55316 11.15301 0.101647 0.068775 -0.599853 0.946216
1622694_aVvi.7349 Transcr ibed locus, moderately similar to NP_566436.1 expressed protein [Arabidopsis thalian 2195.268 2129.364 1941.071 2007.58 16 11.10018 11.05621 10.92264 10.97124 0.0570606 4.004985 0.09128162 10377 1.0952455 up 11.07819 10.94694 0.031095 0.034369 0.131255 1.01199
1622695_aVvi.11549 Transcr ibed locus, moderately similar to NP_201522.1 expressed protein [Arabidopsis thalian 3.861354 3.898104 9.662439 6.081945 16 1.949107 1.962773 3.272388 2.604533 0.0987397 2.941701 0.14033698 11680 1.9759142 down 1.95594 2.93846 0.009663 0.472245 -0.9825202 0.665634
1622696_aVvi.2428 Transcr ibed locus 4.463429 4.488461 4.306245 4.324086 16 2.158152 2.166221 2.106431 2.112395 0.0089162 10.51939 0.03262661 4536 1.0372574 up 2.162187 2.109413 0.005705 0.004218 0.0527739 1.025018
1622697_aVvi.4320 Transcr ibed locus, moderately similar to NP_174401.1 zinc-binding protein, putative / protein     204.3184 184.8095 172.4789 171.9112 16 7.674675 7.529895 7.430276 7.42552 0.1377412 2.407691 0.18438788 12401 1.1284848 up 7.602285 7.427898 0.102375 0.003363 0.174387 1.023477
1622698_at 7.29919 7.329679 7.314845 6.995085 16 2.867736 2.87375 2.870827 2.806342 0.4253207 0.993085 0.48046282 14695 1.0225412 up 2.870743 2.838584 0.004252 0.045598 0.0321589 1.011329
1622699_aVvi.15452 Transcr ibed locus 747.6617 750.9496 1058.778 1057.248 16 9.546242 9.552572 10.04818 10.0461 4.48E-05 149.3527 0.01326001 53 1.411995 down 9.549407 10.04714 0.004476 0.001475 -0.497735 0.95046
1622700_aVvi.12717 Transcr ibed locus, weakly similar to NP_176892.1 expressed protein [Arabidopsis thaliana] 28.8453 29.30553 23.95186 25.9471 16 4.850265 4.873101 4.582066 4.697501 0.0636635 3.771477 0.09931787 10641 1.1662678 up 4.861683 4.639784 0.016148 0.081625 0.221899 1.047825
1622701_aVvi.11509 Transcr ibed locus, weakly similar to NP_194153.1 expressed protein [Arabidopsis thaliana] 1724.799 1762.353 1284.283 1208.838 16 10.75221 10.78329 10.32675 10.23941 0.0090228 10.4562 0.03278826 4567 1.3992683 up 10.76775 10.28308 0.021973 0.06176 0.484673 1.047133
1622702_x_at 4.398959 4.42175 4.286484 4.308127 16 2.137162 2.144617 2.099795 2.107061 0.0187645 7.196996 0.04354611 7153 1.0263066 up 2.14089 2.103428 0.005272 0.005138 0.0374616 1.01781
1622703_aVvi.10039 Transcr ibed locus, moderately similar to NP_194296.1 expressed protein [Arabidopsis thalian 1391.051 1297.176 2331.125 2268.877 16 10.44196 10.34116 11.18681 11.14776 0.0048197 14.3521 0.02932456 2723 1.7120517 down 10.39156 11.16729 0.071277 0.027611 -0.775726 0.930536
1622704_aVvi.13512 Transcr ibed locus, strongly similar to XP_474079.1 OSJNBa0063C18.16 [Oryza sativa (japon 661.9659 668.2817 602.1385 551.3763 16 9.370613 9.384313 9.233952 9.106894 0.0834922 3.240208 0.12251523 11313 1.1543173 up 9.377462 9.170423 0.009687 0.089844 0.207039 1.022577
1622705_aVvi.1218 Transcr ibed locus, weakly similar to NP_563899.1 nitrate/chlorate transporter (NRT1.1) (CH 3.845303 3.865134 3.723372 3.759017 16 1.943097 1.950518 1.89661 1.910356 0.0309976 5.546931 0.05859297 8782 1.0304861 up 1.946808 1.903483 0.005248 0.00972 0.043325 1.022761
1622706_aVvi.14833 Transcr ibed locus 3.923924 3.94093 3.77817 3.80527 16 1.972297 1.978536 1.917688 1.927999 0.0128838 8.724675 0.0368217 5808 1.0371133 up 1.975417 1.922843 0.004412 0.007291 0.0525735 1.027342
1622707_aVvi.15297 Transcr ibed locus 3.831807 3.847152 3.704227 3.748986 16 1.938025 1.943791 1.889173 1.9065 0.042122 4.717128 0.07267721 9620 1.0303049 up 1.940908 1.897836 0.004077 0.012252 0.0430714 1.022695
1622708_aVvi.9896 Transcr ibed locus, weakly similar to NP_565675.1 expressed protein [Arabidopsis thaliana] 5.491124 5.268551 5.564441 11.27905 16 2.457101 2.397406 2.476237 3.495573 0.3880514 1.094233 0.4436324 14521 1.4728918 down 2.427254 2.985905 0.042211 0.72078 -0.5586515 0.812904
1622709_sVvi.7300 Transcr ibed locus, strongly similar to XP_425458.1 PREDICTED: similar to germinal histon 1923.187 1832.565 2840.112 3210.49 16 10.90928 10.83965 11.47173 11.64858 0.0186714 7.215437 0.04345147 7133 1.60847 down 10.87447 11.56016 0.04924 0.125049 -0.685689 0.940685
1622710_at 130.9587 87.5122 187.1278 147.31 16 7.032968 6.451413 7.54788 7.202712 0.2020427 1.872335 0.25384536 13213 1.5509001 down 6.74219 7.375296 0.411221 0.244071 -0.6331056 0.914159
1622711_at 4.056006 4.065822 3.935566 3.962008 16 2.02006 2.023547 1.976571 1.986232 0.0157752 7.867324 0.03983009 6571 1.0284003 up 2.021803 1.981401 0.002466 0.006831 0.040402 1.020391
1622712_s_at 385.8642 358.202 381.9177 382.1142 16 8.591949 8.48463 8.577118 8.57786 0.5410692 0.730497 0.58930856 15242 1.0275431 down 8.53829 8.577489 0.075887 5.25E-04 -0.039199 0.99543
1622713_aVvi.11074 Transcr ibed locus 4.056967 4.073185 3.961747 4.001013 16 2.020402 2.026157 1.986137 2.000366 0.0595422 3.912818 0.09425248 10487 1.0210323 up 2.02328 1.993251 0.00407 0.010061 0.0300286 1.015065
1622714_aVvi.969 Transcr ibed locus, weakly similar to XP_469179.1 putative PH domain containing protein [Ory 1378.372 1271.103 1391.771 1274.473 16 10.42875 10.31187 10.44271 10.31569 0.9273687 0.102989 0.93850505 16404 1.0061805 down 10.37031 10.3792 0.08265 0.089817 -0.008889 0.999144
1622715_sVvi.6670 Transcr ibed locus, strongly similar to NP_172750.1 glyceraldehyde 3-phosphate dehydrogen 951.0097 1101.115 6.553042 6.573484 16 9.893316 10.10475 2.712165 2.716658 2.11E-04 68.89145 0.01744732 199 155.91557 up 9.999033 2.714412 0.149506 0.003177 7.2846213 3.683683
1622716_at 5.652608 5.706441 5.514117 5.530086 16 2.498917 2.512591 2.46313 2.467302 0.0297167 5.67086 0.05696302 8660 1.0284975 up 2.505754 2.465216 0.009669 0.00295 0.0405383 1.016444
1622717_sVvi.14222 Transcr ibed locus 3.989454 4.017987 4.020529 3.903948 16 1.996191 2.006473 2.007385 1.964934 0.5590804 0.694732 0.6054699 15329 1.0105723 up 2.001332 1.98616 0.00727 0.030018 0.0151724 1.007639
1622718_aVvi.11469 Transcr ibed locus, weakly similar to NP_568185.1 mitochondrial transcr iption termination fac 29.85344 29.83029 33.42539 31.11352 16 4.899825 4.898706 5.062872 4.95947 0.1628658 2.164336 0.21195401 12756 1.080655 down 4.899265 5.011171 7.91E-04 0.073117 -0.111906 0.977669
1622719_aVvi.9750 Transcr ibed locus, moderately similar to NP_566671.1 translocation protein-related [Arabidop 768.9501 856.0461 1003.442 1050.21 16 9.586746 9.741545 9.970741 10.03646 0.0562335 4.037011 0.09029924 10337 1.2652799 down 9.664145 10.0036 0.109459 0.046472 -0.339457 0.966067
1622720_sVvi.2142 Transcr ibed locus, moderately similar to XP_473370.1 OSJNBb0103I08.11 [Oryza sativa (jap 1897.89 1924.912 1294.445 1199.897 16 10.89018 10.91058 10.33812 10.2287 0.0080389 11.08592 0.03158401 4224 1.5336539 up 10.90038 10.28341 0.014422 0.077374 0.616973 1.059997
1622721_aVvi.10099 Transcr ibed locus, strongly similar to NP_567786.1 expressed protein [Arabidopsis thaliana] 1050.704 1092.397 2298.814 2275.809 16 10.03714 10.09328 11.16667 11.15216 7.01E-04 37.73999 0.02180507 531 2.134958 down 10.06521 11.15942 0.039698 0.01026 -1.094208 0.901948
1622722_aVvi.13083 Transcr ibed locus 549.5076 476.83 595.3283 586.3614 16 9.101995 8.897331 9.217542 9.195646 0.1820586 2.010674 0.23262808 12992 1.1542304 down 8.999663 9.206594 0.144719 0.015482 -0.206931 0.977524
1622723_aVvi.1259 Transcr ibed locus, weakly similar to NP_566396.1 harpin-induced family protein / HIN1 family 22.06954 21.21027 64.52763 96.66675 16 4.463985 4.406691 6.011845 6.594948 0.023722 6.376592 0.04955745 7946 3.6504092 down 4.435338 6.303396 0.040513 0.412316 -1.868058 0.703643
1622724_s_at 5439.171 5484.029 4362.382 4377.481 16 12.40917 12.42102 12.0909 12.09589 3.99E-04 50.0501 0.01871624 349 1.249805 up 12.4151 12.09339 0.008379 0.003525 0.321703 1.026602
1622725_aVvi.11721 Transcr ibed locus, moderately similar to NP_198201.1 expressed protein [Arabidopsis thalian 71.56413 82.34605 69.47771 61.81663 16 6.161165 6.363628 6.118478 5.949923 0.2253391 1.73241 0.27856138 13429 1.1713691 up 6.262396 6.034201 0.143163 0.119187 0.2281956 1.037817
1622726_aVvi.12091 Transcr ibed locus 144.617 156.1526 170.5634 165.5871 16 7.176093 7.286813 7.414164 7.371447 0.1128108 2.719244 0.15674064 11947 1.1183348 down 7.231453 7.392805 0.078291 0.030205 -0.161352 0.978174
1622727_aVvi.5923 Transcr ibed locus, weakly similar to XP_483499.1 putative peroxidase [Oryza sativa (japonica 5.995886 6.053123 5.714557 5.627046 16 2.583973 2.59768 2.514642 2.492378 0.0216877 6.679414 0.04694995 7668 1.0623922 up 2.590826 2.50351 0.009692 0.015743 0.0873165 1.034878
1622728_aVvi.1432 Transcr ibed locus, strongly similar to NP_568244.1 DEAD/DEAH box helicase, putative (RH 1255.955 1209.488 1581.381 1559.472 16 10.29457 10.24018 10.62697 10.60684 0.0068118 12.05427 0.03073394 3676 1.2741457 down 10.26738 10.61691 0.038458 0.014232 -0.34953 0.967078
1622729_aVvi.11003 Transcr ibed locus, moderately similar to XP_469366.1 unknown protein [Oryza sativa (japonic 834.3687 790.226 145.5237 155.2535 16 9.704541 9.626122 7.185111 7.278482 6.27E-04 39.91566 0.021031 494 5.4021535 up 9.665331 7.231796 0.055451 0.066024 2.4335347 1.336505
1622730_aVvi.10501 Transcr ibed locus 5.945803 5.971708 5.696944 5.731955 16 2.571872 2.578144 2.510188 2.519027 0.0079535 11.14596 0.03158117 4179 1.0427547 up 2.575008 2.514608 0.004435 0.00625 0.0603997 1.02402
1622731_aVvi.12873 Transcr ibed locus, moderately similar to NP_191067.1 expressed protein [Arabidopsis thalian 469.9513 435.2117 381.1175 396.1272 16 8.876368 8.765574 8.574092 8.62982 0.0716541 3.531928 0.10886484 10925 1.1639388 up 8.820971 8.601955 0.078343 0.039406 0.219016 1.025461
1622732_aVvi.10541 Transcr ibed locus, moderately similar to NP_200854.1 sec61beta family protein [Arabidopsis 4.79816 4.929251 5.759719 7.837486 16 2.262481 2.301369 2.525998 2.970391 0.1717298 2.09047 0.22142422 12875 1.3815329 down 2.281925 2.748195 0.027497 0.314233 -0.46627 0.830336
1622733_aVvi.2176 Transcr ibed locus 19.39664 19.60588 18.99468 16.90039 16 4.277735 4.293214 4.247523 4.078984 0.2854961 1.444277 0.3411159 13894 1.0884092 up 4.285475 4.163254 0.010946 0.119175 0.122221 1.029357
1622734_aVvi.3536 Transcr ibed locus, weakly similar to NP_172576.1 hydrolase, alpha/beta fold family protein [Ar 397.0138 434.566 1084.26 948.9976 16 8.633045 8.763432 10.0825 9.890261 0.0080313 11.09121 0.03158401 4218 2.442129 down 8.698238 9.986378 0.092197 0.13593 -1.28814 0.87101
1622735_sVvi.6636 Transcr ibed locus, moderately similar to NP_194311.1 xyloglucan:xyloglucosyl transferase, p 5.882148 5.877588 5.556866 5.571592 16 2.556343 2.555224 2.474272 2.47809 6.24E-04 40.01554 0.02102278 491 1.0567274 up 2.555784 2.476181 7.91E-04 0.0027 0.0796031 1.032148
1622736_aVvi.250 Transcr ibed locus, moderately similar to NP_564034.1 D-3-phosphoglycerate dehydrogenase 3115.897 3685.871 9799.999 9104.89 16 11.60543 11.84779 13.25857 13.15243 0.007907 11.17906 0.03152203 4163 2.7873335 down 11.72661 13.2055 0.171373 0.075052 -1.478886 0.88801
1622737_aVvi.11343 Transcr ibed locus, weakly similar to NP_909263.1 putative histone H2B [Oryza sativa (japonic  367.5222 396.5621 3698.303 4115.019 16 8.521688 8.631403 11.85265 12.00668 7.94E-04 35.46106 0.0221255 595 10.218566 down 8.576546 11.92967 0.077581 0.10892 -3.3531205 0.718926
1622738_aVvi.13164 Transcr ibed locus, moderately similar to NP_190798.1 ATP synthase D chain-related [Arabid 14120.7 14643 12298.29 12100.24 16 13.78552 13.83792 13.58617 13.56275 0.0143167 8.267523 0.03829651 6204 1.1787556 up 13.81172 13.57446 0.037053 0.016561 0.237265 1.017479
1622739_aVvi.15455 Transcr ibed locus 3.73728 3.770613 3.618128 3.662631 16 1.901989 1.914799 1.855243 1.872881 0.0554649 4.067393 0.08932272 10308 1.0312057 up 1.908394 1.864062 0.009058 0.012471 0.0443321 1.023783
1622740_aVvi.10728 Transcr ibed locus, weakly similar to NP_190449.1 sterile alpha motif (SAM) domain-containin 45.44558 58.77991 79.75835 76.15895 16 5.506068 5.877251 6.317564 6.250942 0.0880746 3.142777 0.12799495 11423 1.5079548 down 5.69166 6.284253 0.262466 0.047109 -0.592593 0.905702
1622741_aVvi.4118 Transcr ibed locus 5.987511 6.046413 5.738259 5.64019 16 2.581956 2.596079 2.520613 2.495744 0.0298949 5.653149 0.05721875 8673 1.0576332 up 2.589018 2.508179 0.009986 0.017585 0.0808394 1.03223
1622742_aVvi.14572 Transcr ibed locus 21.00189 18.65044 12.38124 13.20342 16 4.392448 4.221138 3.630084 3.72284 0.0230567 6.471251 0.04868655 7861 1.5479196 up 4.306792 3.676462 0.121134 0.065588 0.6303306 1.17145
1622743_aVvi.2091 Transcr ibed locus, moderately similar to NP_187278.2 protein phosphatase 2C, putative / PP2 30.12 43.05185 47.48198 40.22695 16 4.91265 5.428003 5.569308 5.330091 0.4290856 0.983417 0.48397848 14718 1.2136674 down 5.170326 5.449699 0.36441 0.169153 -0.2793734 0.948736
1622744_at 22229.17 21799.89 19128.38 22305.68 11 14.44017 14.41203 14.22343 14.44512 0.4975757 0.821788 0.5488142 15051 1.0657164 up 14.4261 14.33428 0.019893 0.156763 0.091824 1.006406
1622745_aVvi.517 Transcr ibed locus, moderately similar to NP_195393.1 quinone reductase family protein [Arab 112.353 109.0044 193.594 276.4576 16 6.811894 6.768242 7.59689 8.110914 0.0540636 4.124395 0.08760171 10244 2.0904799 down 6.790068 7.853902 0.030867 0.36347 -1.0638343 0.864547
1622746_aVvi.5036 Transcr ibed locus 4.69121 4.808656 4.628593 4.649814 16 2.22996 2.265634 2.210574 2.217173 0.2023795 1.870161 0.25419158 13217 1.0237927 up 2.247797 2.213873 0.025225 0.004666 0.0339236 1.015323
1622747_aVvi.10142 Transcr ibed locus, moderately similar to NP_200057.1 HCF106 protein [Arabidopsis thaliana 217.3277 205.513 171.1951 148.4634 16 7.763728 7.683086 7.419498 7.213964 0.0664291 3.683858 0.10267197 10739 1.3256288 up 7.723407 7.316731 0.057022 0.145335 0.4066768 1.055582
1622748_aVvi.15050 Transcr ibed locus 4.771918 4.75298 4.572696 4.557121 16 2.254569 2.248832 2.193045 2.188123 0.0038028 16.16985 0.02824424 2232 1.0432731 up 2.251701 2.190584 0.004057 0.003481 0.0611169 1.0279
1622749_aVvi.14299 Transcr ibed locus 6515.256 6409.788 7571.748 7859.9 16 12.66961 12.64606 12.88641 12.9403 0.0129832 8.690565 0.03689609 5841 1.1937659 down 12.65783 12.91335 0.016649 0.038102 -0.25552 0.980213
1622750_aVvi.14647 Transcr ibed locus 4.001729 4.026407 3.863264 3.885067 16 2.000623 2.009493 1.94982 1.957939 0.0135219 8.512209 0.03744077 5994 1.0361109 up 2.005058 1.95388 0.006272 0.005741 0.0511785 1.026193
1622751_sVvi.8123 Transcr ibed locus, strongly similar to NP_200327.1 small ubiquitin-like modifier 2 (SUMO) [A2470.573 2432.414 2518.584 2522.451 16 11.27063 11.24817 11.2984 11.30061 0.07085 3.554248 0.10804193 10886 1.0281866 down 11.2594 11.2995 0.01588 0.001565 -0.040102 0.996451
1622752_aVvi.5535 Transcr ibed locus, weakly similar to XP_482927.1 putative PrMC3 [Oryza sativa (japonica cul 5.625893 5.428895 24.34028 19.0694 16 2.492082 2.440659 4.605274 4.253188 0.0081155 11.03284 0.03164294 4256 3.8983412 down 2.46637 4.429231 0.036362 0.248962 -1.9628604 0.556839
1622753_aVvi.7019 Transcr ibed locus, moderately similar to NP_174118.1 nuclear transport factor 2 (NTF2), put 2178.982 2140.183 2270.441 2406.679 16 11.08944 11.06352 11.14876 11.23283 0.1216378 2.598752 0.16661963 12119 1.0824596 down 11.07648 11.19079 0.018328 0.059447 -0.114313 0.989785
1622754_aVvi.12298 Transcr ibed locus 71.74993 87.53951 51.6596 49.03862 16 6.164905 6.451862 5.690965 5.615847 0.0476407 4.416183 0.07957847 9938 1.5745922 up 6.308384 5.653406 0.202909 0.053116 0.6549783 1.115856
1622755_aVvi.12701 Transcr ibed locus 33.59583 30.43634 41.36065 43.45887 16 5.070211 4.927723 5.370187 5.441579 0.0362753 5.106486 0.06529792 9222 1.3258487 down 4.998967 5.405883 0.100754 0.050482 -0.4069163 0.924727
1622756_aVvi.11626 Transcr ibed locus, strongly similar to NP_177120.1 60S ribosomal protein L34 (RPL34B) [Ar 8014.735 7823.733 9987.195 10348.82 16 12.96844 12.93364 13.28586 13.33718 0.0073146 11.62817 0.03107765 3905 1.2838541 down 12.95104 13.31152 0.024605 0.036286 -0.360482 0.97292
1622757_aVvi.12584 Transcr ibed locus, weakly similar to NP_181918.1 endonuclease/exonuclease/phosphatase fa   317.4878 318.8229 221.6178 202.3971 16 8.310557 8.316611 7.79193 7.661045 0.0122238 8.96163 0.03609734 5621 1.5022211 up 8.313584 7.726487 0.004281 0.092549 0.587097 1.075985
1622758_aVvi.15724 Transcr ibed locus 913.9515 853.2316 969.2319 1018.793 16 9.835974 9.736794 9.920698 9.992645 0.1087274 2.779579 0.15214868 11863 1.1252831 down 9.786384 9.956672 0.070131 0.050874 -0.170288 0.982897
1622759_aVvi.2366 Transcr ibed locus, weakly similar to NP_180427.1 expressed protein [Arabidopsis thaliana] 289.6409 281.4653 517.5445 559.7335 16 8.178122 8.136813 9.015539 9.128596 0.0043021 15.19682 0.02906817 2455 1.8850468 down 8.157467 9.072067 0.029209 0.079943 -0.9146 0.899185
1622760_aVvi.15394 Transcr ibed locus 3.706246 3.717049 3.586501 3.61246 16 1.889959 1.894158 1.842577 1.852981 0.0156748 7.893083 0.03970794 6552 1.0311676 up 1.892058 1.847779 0.002969 0.007357 0.0442788 1.023963
1622761_aVvi.15603 Transcr ibed locus 4.044125 4.059022 3.892045 3.918183 16 2.015827 2.021133 1.960529 1.970185 0.010583 9.643336 0.03466397 5067 1.0375086 up 2.01848 1.965357 0.003751 0.006828 0.0531232 1.02703
1622762_x_Vvi.533 Transcr ibed locus, weakly similar to NP_192016.1 UDP-glucoronosyl/UDP-glucosyl transfer    90.48532 100.9381 303.2243 183.5132 16 6.499612 6.657327 8.244242 7.51974 0.0722342 3.516048 0.10953733 10947 2.4683058 down 6.578469 7.88199 0.111521 0.5123 -1.3035211 0.83462
1622763_aVvi.15231 Transcr ibed locus 7.018618 7.017569 6.777088 6.713406 16 2.811187 2.810971 2.760665 2.747045 0.0138731 8.401508 0.03775144 6100 1.0404617 up 2.811079 2.753855 1.53E-04 0.009631 0.0572238 1.02078
1622764_aVvi.1976 Transcr ibed locus, strongly similar to NP_912248.1 GTP-binding protein Rab6 [Oryza sativa 489.0056 457.757 615.7415 696.6574 16 8.933707 8.838438 9.266181 9.444305 0.0433519 4.645223 0.07423713 9694 1.3843143 down 8.886072 9.355244 0.067366 0.125953 -0.469172 0.949849
1622765_aVvi.11179 Transcr ibed locus 455.0098 456.3868 446.6909 368.9103 16 8.829754 8.834113 8.803133 8.527126 0.3503372 1.208543 0.40633634 14313 1.1225692 up 8.831934 8.66513 0.003082 0.195166 0.166804 1.01925
1622766_aVvi.7732 Transcr ibed locus, moderately similar to NP_176280.1 ATP citrate-lyase -related [Arabidopsi 2132.164 2298.447 2263 2104.728 16 11.0581 11.16644 11.14402 11.03942 0.8104855 0.272961 0.835549 16103 1.0143486 up 11.11227 11.09172 0.076609 0.073965 0.020553 1.001853
1622767_aVvi.7837 Transcr ibed locus 32.11769 25.30612 37.16307 21.94055 16 5.005296 4.661415 5.215798 4.455528 0.9960938 0.005531 0.996574 16593 1.0016006 down 4.833355 4.835663 0.243161 0.537592 -0.0023076 0.999523
1622768_x_at 12.0624 12.70626 10.32505 10.23544 8 3.592445 3.667467 3.368076 3.355501 0.0195284 7.050697 0.0445209 7281 1.2042772 up 3.629956 3.361789 0.053048 0.008892 0.2681675 1.079769
1622769_aVvi.2191 Transcr ibed locus, strongly similar to NP_849812.1 transcr iption initiation factor IID-2 (TFIID 1731.174 1903.713 1929.079 1978.158 16 10.75754 10.8946 10.9137 10.94994 0.2742713 1.491808 0.32981685 13805 1.0760552 down 10.82607 10.93182 0.09692 0.025629 -0.105752 0.990326
1622770_aVvi.5796 Transcr ibed locus, moderately similar to NP_192843.2 endo-1,4-beta-glucanase, putative / ce 14.926 10.72808 606.2639 713.6319 16 3.899756 3.42332 9.243802 9.479036 0.0021654 21.4546 0.02580234 1387 51.979904 down 3.661538 9.36142 0.336891 0.166336 -5.6998824 0.391131
1622771_at 4.670777 4.705629 4.439104 4.555265 16 2.223663 2.234388 2.150268 2.187535 0.0901603 3.100801 0.13035278 11482 1.0425551 up 2.229025 2.168902 0.007584 0.026352 0.0601237 1.027721
1622772_aVvi.11714 Transcr ibed locus, weakly similar to XP_463364.1 protein phosphatase 2C-like protein [Oryza   10.47111 8.005597 7.151341 6.943178 16 3.388342 3.001009 2.838214 2.795596 0.1920752 1.938921 0.24323668 13109 1.2993323 up 3.194675 2.816905 0.273886 0.030135 0.3777704 1.134108
1622773_aVvi.299 Transcr ibed locus, weakly similar to NP_182278.1 zinc finger (C3HC4-type RING finger) fam 976.5764 1482.047 695.604 904.1315 16 9.931589 10.53338 9.442122 9.820389 0.2327757 1.691697 0.28653833 13486 1.517006 up 10.23248 9.631256 0.425527 0.267475 0.601227 1.062425
1622774_at 25.20754 25.46115 44.54111 49.01101 16 4.655784 4.670226 5.477066 5.615034 0.0061132 12.73112 0.03013007 3366 1.844264 down 4.663005 5.54605 0.010212 0.097558 -0.883045 0.840779
1622775_aVvi.9561 Transcr ibed locus, weakly similar to XP_478211.1 putative malate dehydrogenase [Oryza sativ 1027.812 1016.101 1097.523 1119.334 16 10.00536 9.988829 10.10004 10.12843 0.0191027 7.131153 0.04394397 7216 1.0845789 down 9.997095 10.11423 0.01169 0.020074 -0.117135 0.988419
1622776_at 5.945558 6.007003 5.665259 5.685223 16 2.571812 2.586645 2.502142 2.507217 0.010876 9.510444 0.03490222 5170 1.0530322 up 2.579229 2.504679 0.010489 0.003589 0.0745495 1.029764
1622777_aVvi.8863 Transcr ibed locus, weakly similar to NP_194794.1 hydrophobic protein, putative / low tempera       2274.377 2329.771 2589.233 2448.649 16 11.15126 11.18597 11.33831 11.25777 0.0981797 2.951477 0.13968457 11668 1.0938591 down 11.16861 11.29804 0.024548 0.056949 -0.129427 0.988544
1622778_aVvi.763 GO:004544WRKY-type DNA binding protein 1 436.2253 456.8619 156.2398 134.6846 16 8.76893 8.835614 7.287618 7.073442 0.004749 14.45935 0.02932456 2680 3.0774646 up 8.802272 7.18053 0.047153 0.151445 1.6217424 1.225853
1622779_aVvi.14419 Transcr ibed locus 6.12521 6.092176 5.836024 5.852765 16 2.614759 2.606958 2.544986 2.549118 0.004752 14.45473 0.02932456 2682 1.0452199 up 2.610858 2.547052 0.005517 0.002922 0.0638064 1.025051
1622780_at 12.09515 12.13109 12.72761 10.25122 16 3.596357 3.600638 3.66989 3.357724 0.6418154 0.542547 0.6824273 15613 1.0604601 up 3.598497 3.513807 0.003027 0.220735 0.0846904 1.024102
1622781_aVvi.213 Transcr ibed locus, strongly similar to NP_190192.1 Ras-related protein (ARA-3) / small GTP 2668.561 2582.837 2829.45 2697.41 16 11.38185 11.33474 11.46631 11.39736 0.2202392 1.761361 0.27309063 13388 1.0522947 down 11.35829 11.43183 0.033309 0.048753 -0.073538 0.993567
1622782_aVvi.2288 Transcr ibed locus, weakly similar to NP_201531.1 myb family transcr iption factor [Arabidopsis 63.11779 81.88752 37.66602 44.82258 16 5.979975 6.355571 5.235192 5.486154 0.0701695 3.573427 0.10727024 10859 1.7496911 up 6.167773 5.360673 0.265587 0.177457 0.8071002 1.150559
1622783_s_at 2850.717 2969.865 2878.062 3631.7 16 11.47711 11.53618 11.49088 11.82643 0.4663771 0.892322 0.51898867 14918 1.1111164 down 11.50665 11.65866 0.041771 0.237268 -0.15201 0.986962
1622784_at 6.951901 7.031469 6.431197 6.379955 16 2.797408 2.813826 2.685087 2.673546 0.006253 12.58669 0.03027281 3428 1.0914909 up 2.805617 2.679317 0.01161 0.008161 0.1263001 1.047139
1622785_aVvi.1295 Transcr ibed locus, weakly similar to NP_201118.1 octicosapeptide/Phox/Bem1p (PB1) domain 180.0066 185.5469 43.69817 32.60097 16 7.491906 7.53564 5.449501 5.026843 0.0086043 10.71086 0.03220978 4433 4.841993 up 7.513773 5.238172 0.030924 0.298864 2.275601 1.434427
1622786_at 566.7828 600.2227 540.9425 580.4924 16 9.146652 9.229354 9.079331 9.181133 0.4712834 0.880914 0.5236092 14941 1.0408568 up 9.188004 9.130232 0.058479 0.071985 0.057772 1.006328
1622787_at 35.682 35.89674 75.64738 42.6618 16 5.157125 5.165781 6.241218 5.414873 0.248026 1.613264 0.30240464 13615 1.5873201 down 5.161453 5.828046 0.006121 0.584314 -0.666593 0.885623
1622788_aVvi.14483 Transcr ibed locus 647.1898 635.719 752.698 740.4268 16 9.338045 9.312245 9.555927 9.532213 0.0063444 12.49479 0.03037211 3467 1.1638657 down 9.325146 9.54407 0.018243 0.016768 -0.218924 0.977062
1622789_x_at 13096.83 13113.46 13023.75 13547.8 13 13.67693 13.67876 13.66886 13.72577 0.5646923 0.683806 0.61075056 15349 1.0135872 down 13.67785 13.69732 0.001295 0.040245 -0.01947 0.998579
1622790_aVvi.13712 Transcr ibed locus, moderately similar to XP_470335.1 putative ferredoxin [Oryza sativa (japon 1724.254 1739.047 2090.557 2174.074 16 10.75176 10.76408 11.02967 11.08619 0.0091654 10.37342 0.03293699 4617 1.2311519 down 10.75792 11.05793 0.008715 0.039961 -0.300009 0.972869
1622791_aVvi.5733 Transcr ibed locus, strongly similar to NP_199216.2 cellulose synthase, catalytic subunit (IRX 3.930694 3.942207 3.815037 3.843925 16 1.974784 1.979003 1.931697 1.94258 0.0208783 6.811887 0.04593627 7544 1.0279393 up 1.976894 1.937139 0.002983 0.007695 0.0397551 1.020523
1622792_aVvi.14696 Transcr ibed locus 5.00417 5.027807 4.76209 4.760128 16 2.323131 2.329929 2.251595 2.251 0.002051 22.04703 0.02556811 1330 1.0535308 up 2.32653 2.251298 0.004807 4.21E-04 0.0752325 1.033417
1622793_aVvi.13454 Transcr ibed locus, moderately similar to NP_179311.1 ubiquitin family protein [Arabidopsis th 1856.341 1772.878 1648.531 1780.279 16 10.85825 10.79188 10.68697 10.79789 0.3293612 1.278575 0.3855358 14182 1.058951 up 10.82506 10.74243 0.046929 0.078434 0.082636 1.007692
1622794_aVvi.6901 Transcr ibed locus, weakly similar to XP_450273.1 integral membrane protein-like [Oryza sativ 707.2002 656.9797 672.5308 659.6041 16 9.465975 9.359705 9.393456 9.365457 0.6052852 0.607541 0.64836085 15498 1.0234094 up 9.41284 9.379457 0.075144 0.019799 0.0333835 1.003559
1622795_at 6.814017 6.887204 6.335537 6.300977 16 2.768506 2.783918 2.663467 2.655576 0.0054598 13.47813 0.02965705 3054 1.0842451 up 2.776212 2.659521 0.010899 0.00558 0.116691 1.043877
1622796_aVvi.6077 Transcr ibed locus, strongly similar to NP_196211.1 deoxyhypusine synthase [Arabidopsis tha 159.7982 165.9398 269.6666 261.0625 16 7.320107 7.374517 8.075033 8.028252 0.0025847 19.6313 0.02666464 1608 1.6293883 down 7.347312 8.051642 0.038473 0.03308 -0.70433 0.912523
1622797_aVvi.2291 Transcr ibed locus, weakly similar to XP_469697.1 unknown protein [Oryza sativa (japonica cu 8539.594 8031.956 5603.74 4921.382 16 13.05995 12.97154 12.45217 12.26485 0.0239455 6.345671 0.04990062 7965 1.5770543 up 13.01574 12.35851 0.062519 0.13246 0.657232 1.053181
1622798_at 7.947582 8.04026 6.928416 6.80153 16 2.990516 3.007242 2.792526 2.765859 0.0050935 13.95819 0.02943507 2863 1.1644806 up 2.998879 2.779192 0.011827 0.018856 0.2196866 1.079047
1622799_aVvi.7645 Transcr ibed locus 5.403033 5.429475 5.293027 5.489748 16 2.43377 2.440813 2.404093 2.45674 0.8199524 0.258856 0.8439984 16128 1.0047765 up 2.437291 2.430417 0.00498 0.037227 0.0068745 1.002829
1622800_aVvi.5702 Transcr ibed locus, moderately similar to NP_177759.1 far-red impaired responsive protein, p 370.2041 397.342 297.2954 279.5774 16 8.532177 8.634237 8.215754 8.127104 0.0259023 6.092056 0.0522792 8224 1.3303248 up 8.583207 8.171429 0.072168 0.062685 0.411778 1.050392
1622801_aVvi.10805 Transcr ibed locus, weakly similar to XP_464222.1 zinc finger (C3HC4-type RING finger) pro 27.46799 30.03106 25.39664 30.05228 16 4.779679 4.908383 4.666566 4.909402 0.7228929 0.407861 0.75652224 15863 1.0396136 up 4.844031 4.787984 0.091008 0.171711 0.0560473 1.011706
1622802_at 4.507976 4.523233 4.38475 4.41756 16 2.17248 2.177354 2.132495 2.14325 0.0244721 6.274474 0.05056312 8033 1.0260102 up 2.174917 2.137872 0.003447 0.007605 0.037045 1.017328
1622803_aVvi.1081 Transcr ibed locus, moderately similar to NP_196855.1 ribosomal protein L10 family protein [A 255.6392 226.4362 114.4766 107.7864 16 7.997965 7.822961 6.838909 6.75203 0.0075893 11.41342 0.03135112 4015 2.1659405 up 7.910463 6.79547 0.123747 0.061433 1.1149935 1.164079
1622804_at 54.59001 50.36546 66.84035 50.56461 16 5.770565 5.654363 6.062647 5.660056 0.5510025 0.710638 0.5984002 15286 1.1087143 down 5.712464 5.861352 0.082167 0.284675 -0.1488875 0.974598
1622805_aVvi.8826 Transcr ibed locus, moderately similar to NP_564303.2 VQ motif-containing protein [Arabidop 53.57676 56.21436 224.3758 199.719 16 5.743536 5.812866 7.809773 7.641828 0.0021687 21.43839 0.02580234 1388 3.8573215 down 5.778201 7.725801 0.049024 0.118755 -1.9475995 0.74791
1622806_aVvi.14465 Transcr ibed locus 102.0608 98.26548 98.82263 100.226 16 6.673286 6.618613 6.62677 6.647114 0.7866604 0.308817 0.81386775 16046 1.006263 up 6.645949 6.636942 0.038659 0.014386 0.0090074 1.001357
1622807_aVvi.7135 Transcr ibed locus, weakly similar to NP_564078.1 zinc finger (C3HC4-type RING finger) fam   433.9594 454.6734 305.1674 272.5485 16 8.761416 8.828687 8.253457 8.090369 0.019455 7.064383 0.04447685 7261 1.5402222 up 8.795052 8.171913 0.047567 0.115321 0.623139 1.076254
1622808_aVvi.9502 Transcr ibed locus 3.545145 3.60389 3.41894 3.411019 16 1.825845 1.849555 1.773549 1.770203 0.0315274 5.497859 0.05922357 8837 1.0466825 up 1.8377 1.771876 0.016766 0.002366 0.0658238 1.037149
1622809_at 8.579487 8.658759 7.816773 7.690598 14 3.100891 3.11416 2.966573 2.943096 0.0077082 11.32403 0.03135112 4077 1.1116413 up 3.107526 2.954835 0.009383 0.016601 0.1526913 1.051675
1622810_aVvi.11449 Transcr ibed locus 6.343503 6.449369 6.148866 6.178978 16 2.66528 2.689158 2.62032 2.627368 0.050324 4.287672 0.08292376 10074 1.0376894 up 2.677219 2.623844 0.016885 0.004984 0.0533749 1.020342
1622811_aVvi.3114 Transcr ibed locus, moderately similar to NP_176675.1 cytochrome P450, putative [Arabidopsi 676.716 709.4317 7.848038 7.753821 16 9.402407 9.47052 2.972332 2.954907 2.95E-05 184.1315 0.01323349 35 88.82191 up 9.436463 2.96362 0.048163 0.012321 6.4728433 3.184101
1622812_aVvi.12327 Transcr ibed locus 96.02782 113.0895 169.1348 152.4098 16 6.585381 6.821321 7.40203 7.251812 0.0467967 4.458811 0.07854017 9891 1.5406824 down 6.703351 7.326921 0.166835 0.10622 -0.6235695 0.914893
1622813_aVvi.7788 Transcr ibed locus, moderately similar to NP_176466.1 expressed protein [Arabidopsis thalian 326.6562 259.8249 183.2502 220.2988 16 8.351629 8.021396 7.517671 7.783318 0.1271575 2.529469 0.17274106 12220 1.4499648 up 8.186512 7.650494 0.23351 0.187841 0.536018 1.070063
1622814_aVvi.14602 Transcr ibed locus 5.334644 5.369304 5.437128 5.183466 16 2.415392 2.424735 2.442845 2.373917 0.7689074 0.335906 0.79802036 15995 1.0081306 up 2.420064 2.408381 0.006607 0.048739 0.0116825 1.004851
1622815_aVvi.9749 Transcr ibed locus, weakly similar to XP_471614.1 OSJNBb0096E05.17 [Oryza sativa (japonic 8.104276 10.5483 10.6352 10.14881 16 3.018683 3.398939 3.410776 3.343239 0.4755826 0.871018 0.5278881 14956 1.1236529 down 3.208811 3.377008 0.268881 0.047755 -0.1681965 0.950194
1622816_aVvi.15243 Transcr ibed locus 8.933814 9.007745 8.345631 8.19145 16 3.159276 3.171166 3.061021 3.034119 0.0152678 8.000066 0.03925335 6456 1.084967 up 3.165221 3.04757 0.008407 0.019023 0.1176512 1.038605
1622817_aVvi.13503 Transcr ibed locus, moderately similar to NP_565938.1 tRNA-binding region domain-containi   321.5794 329.8354 529.4384 554.8436 16 8.329031 8.365603 9.048319 9.115937 0.0027251 19.11712 0.02700983 1672 1.6641804 down 8.347317 9.082129 0.02586 0.047813 -0.734812 0.919093
1622818_x_at 18.29847 18.15588 16.91475 15.0988 16 4.193651 4.182365 4.08021 3.916362 0.1471014 2.310352 0.19461136 12548 1.1405439 up 4.188008 3.998286 0.007981 0.115858 0.1897221 1.047451
1622819_aVvi.169 Transcr ibed locus, moderately similar to XP_468213.1 putative nucleotide sugar epimerase [O 267.4269 300.0572 613.08 577.5223 16 8.063001 8.229094 9.259932 9.173733 0.0075488 11.44438 0.03133116 3999 2.1005754 down 8.146048 9.216832 0.117445 0.060952 -1.070784 0.883823
1622820_aVvi.4900 Transcr ibed locus 5.818705 6.093372 5.581725 5.593661 16 2.540698 2.607241 2.480711 2.483793 0.1104531 2.753696 0.15409605 11899 1.0656381 up 2.573969 2.482252 0.047053 0.002179 0.0917174 1.036949
1622821_aVvi.14825 Transcr ibed locus 6.4631 6.598455 7.323006 6.289951 16 2.692226 2.722128 2.872436 2.653049 0.6655376 0.501907 0.7037742 15699 1.0392661 down 2.707177 2.762743 0.021144 0.15513 -0.0555651 0.979888
1622822_aVvi.7386 Transcr ibed locus, moderately similar to NP_181221.1 major intrinsic family protein / MIP fam   1009.524 955.6308 397.2393 443.7593 16 9.979459 9.90031 8.633864 8.793633 0.0052449 13.75365 0.02950386 2944 2.3393946 up 9.939884 8.713749 0.055967 0.112974 1.226135 1.140713
1622823_aVvi.7703 Transcr ibed locus, weakly similar to NP_565468.1 expressed protein [Arabidopsis thaliana] 54.95633 69.85811 74.23702 80.79671 16 5.780214 6.126356 6.214067 6.336225 0.2215736 1.753701 0.27456078 13397 1.2499417 down 5.953285 6.275146 0.244759 0.086378 -0.3218608 0.948709
1622824_aVvi.1674 Transcr ibed locus, moderately similar to NP_568486.1 shaggy-related protein kinase alpha / A680.0164 732.928 664.3489 648.9891 16 9.409426 9.517528 9.375797 9.342051 0.2061023 1.846457 0.2582813 13247 1.0751606 up 9.463476 9.358924 0.07644 0.023863 0.104552 1.011171
1622825_at 9.489694 9.422053 9.70178 10.55061 16 3.246361 3.236041 3.278249 3.399255 0.2493999 1.606505 0.30375886 13630 1.0699552 down 3.241201 3.338752 0.007297 0.085564 -0.0975504 0.970782
1622826_x_at 212.9342 219.8807 178.5107 169.8951 16 7.734264 7.780577 7.479867 7.4085 0.0179474 7.363629 0.04259643 6994 1.2424926 up 7.757421 7.444183 0.032748 0.050464 0.3132372 1.042078
1622827_aVvi.9799 Transcr ibed locus, weakly similar to NP_200484.1 peptidase M16 family protein / insulinase fa   17.19729 17.29241 17.77765 16.92041 16 4.104109 4.112067 4.151993 4.080692 0.8393976 0.230113 0.86070526 16190 1.005738 down 4.108088 4.116343 0.005627 0.050417 -0.0082545 0.997995
1622828_aVvi.5847 Transcr ibed locus, moderately similar to XP_467371.1 putative tubby-like protein [Oryza sativa 599.5109 597.991 656.3104 664.1996 16 9.227642 9.22398 9.358234 9.375473 0.0038804 16.00638 0.02840516 2267 1.1027018 down 9.225811 9.366854 0.00259 0.01219 -0.141043 0.984942
1622829_sVvi.595 Transcr ibed locus, moderately similar to NP_198035.2 threonyl-tRNA synthetase / threonine- 2650.668 2635.948 2877.993 2984.511 16 11.37214 11.36411 11.49085 11.54328 0.0302757 5.615822 0.05770266 8709 1.1087546 down 11.36812 11.51706 0.005681 0.037074 -0.14894 0.987068
1622830_aVvi.6829 Transcr ibed locus, moderately similar to NP_177743.1 multi-copper oxidase type I family prote 730.8645 693.1181 1039.768 1346.002 16 9.51346 9.436957 10.02205 10.39446 0.0611467 3.85615 0.09618691 10553 1.6621454 down 9.475208 10.20826 0.054096 0.26334 -0.733047 0.928191
1622831_aVvi.583 Transcr ibed locus 539.8251 508.9283 473.6975 465.3718 16 9.076348 8.991319 8.887822 8.86224 0.0700491 3.576849 0.10715518 10852 1.1163605 up 9.033834 8.875031 0.060125 0.018089 0.158803 1.017893
1622832_aVvi.11692 Transcr ibed locus 841.8729 759.4285 516.1721 496.0107 16 9.717459 9.56877 9.011708 8.954227 0.0142669 8.282259 0.0382645 6187 1.5802433 up 9.643114 8.982967 0.105139 0.040645 0.660147 1.073489
1622833_aVvi.14970 Transcr ibed locus 726.3814 750.5844 822.4964 819.2445 16 9.504583 9.55187 9.683866 9.67815 0.0234475 6.415175 0.04916949 7916 1.1117101 down 9.528227 9.681007 0.033437 0.004041 -0.15278 0.984219
1622834_at 6.06198 6.365468 5.868155 5.810949 16 2.599789 2.670267 2.552907 2.538774 0.1311825 2.481545 0.17717959 12291 1.063771 up 2.635028 2.54584 0.049835 0.009994 0.0891877 1.035033
1622835_at 5.451276 5.402745 5.770795 5.357976 16 2.446594 2.433693 2.52877 2.421688 0.5820609 0.650601 0.6264749 15424 1.0246178 down 2.440143 2.475229 0.009123 0.075719 -0.035086 0.985825
1622836_s_at 569.6638 485.551 670.0201 563.0463 16 9.153967 8.923479 9.388061 9.13711 0.3193281 1.313992 0.37524667 14127 1.1678554 down 9.038723 9.262585 0.16298 0.177449 -0.223862 0.975832
1622837_sVvi.4220 Transcr ibed locus, weakly similar to NP_566820.1 vesicle tethering family protein [Arabidopsi  1275.981 1291.572 1043.441 1105.875 16 10.31739 10.33491 10.02713 10.11097 0.0266421 6.003439 0.05308936 8329 1.1950734 up 10.32615 10.06905 0.012389 0.059283 0.257099 1.025534
1622838_aVvi.4232 Transcr ibed locus 59.00428 62.37314 57.90799 58.00007 16 5.882748 5.962853 5.855691 5.857983 0.2414612 1.64624 0.29556432 13562 1.0467833 up 5.9228 5.856837 0.056643 0.001621 0.0659627 1.011263
1622839_aVvi.9466 Transcr ibed locus, weakly similar to NP_851055.1 esterase/lipase/thioesterase family protein 208.7265 216.3829 391.243 392.8992 16 7.70547 7.757443 8.611921 8.618015 8.76E-04 33.76795 0.02224117 649 1.8448609 down 7.731456 8.614968 0.03675 0.004309 -0.8835117 0.897445
1622840_aVvi.10081 Transcr ibed locus, strongly similar to NP_917119.1 putative clathrin-associated protein [Oryz 2129.882 2016.254 2098.435 2106.039 16 11.05656 10.97746 11.0351 11.04032 0.6535978 0.522219 0.69304657 15656 1.0144498 down 11.01701 11.03771 0.055929 0.00369 -0.020697 0.998125
1622841_aVvi.12392 Transcr ibed locus, moderately similar to NP_849456.1 expressed protein [Arabidopsis thalian 7.762638 7.539279 8.195449 7.962674 16 2.956547 2.914427 3.034823 2.993253 0.1174222 2.654706 0.16200812 12032 1.0559572 down 2.935487 3.014038 0.029783 0.029394 -0.0785512 0.973938
1622842_aVvi.7557 Transcr ibed locus, moderately similar to NP_565660.1 expressed protein [Arabidopsis thalian 2032.197 2112.361 1252.493 1333.719 16 10.98883 11.04464 10.29059 10.38124 0.0060572 12.79042 0.03012973 3336 1.6030512 up 11.01673 10.33591 0.039468 0.064101 0.68082 1.065869
1622843_sVvi.10299 Transcr ibed locus 838.576 826.3718 1234.204 1598.447 16 9.711798 9.690647 10.26937 10.64246 0.0561795 4.039124 0.09024724 10333 1.6872659 down 9.701222 10.45591 0.014956 0.263814 -0.754688 0.927822
1622844_aVvi.11717 Transcr ibed locus 4.11045 4.102337 3.969192 3.99379 16 2.039296 2.036446 1.988845 1.997758 0.0108419 9.525613 0.03489617 5156 1.0313754 up 2.037871 1.993302 0.002015 0.006303 0.0445695 1.02236
1622845_aVvi.9832 Transcr ibed locus, moderately similar to NP_200877.1 homeodomain-leucine zipper protein R 346.5267 346.5054 551.1402 557.676 16 8.436823 8.436734 9.106276 9.123283 1.57E-04 79.72702 0.0168302 150 1.5999207 down 8.436779 9.114779 6.27E-05 0.012026 -0.678 0.925615
1622846_x_at 1742.092 1757.966 1687.513 1781.614 16 10.76661 10.77969 10.72068 10.79897 0.7690471 0.335692 0.79808223 15997 1.0092767 up 10.77315 10.75983 0.009253 0.055357 0.013322 1.001238
1622847_aVvi.6068 Transcr ibed locus, strongly similar to NP_199429.1 F-box family protein [Arabidopsis thaliana 904.0496 899.2059 810.3895 775.1744 16 9.820258 9.812508 9.662472 9.598377 0.0288368 5.760663 0.05574575 8587 1.1375728 up 9.816383 9.630425 0.00548 0.045322 0.1859585 1.019309
1622848_at 6.03165 6.173809 5.751984 5.827478 16 2.592553 2.626161 2.52406 2.542872 0.0587704 3.940874 0.09334229 10452 1.0540122 up 2.609357 2.533465 0.023765 0.013302 0.0758915 1.029956
1622849_aVvi.5971 Transcr ibed locus 155.2654 135.8182 129.9066 147.1742 16 7.278593 7.085533 7.021331 7.201381 0.6457781 0.535678 0.68598163 15628 1.0502311 up 7.182063 7.111356 0.136514 0.127315 0.0707066 1.009943
1622850_aVvi.5637 Transcr ibed locus, weakly similar to NP_197540.1 oxidoreductase, 2OG-Fe(II) oxygenase fam 1199.262 1161.483 713.3391 679.625 16 10.22793 10.18175 9.478444 9.408595 0.0030105 18.18432 0.02766159 1802 1.6950432 up 10.20484 9.44352 0.032653 0.049391 0.761322 1.080618
1622851_aVvi.4207 Transcr ibed locus 5.194756 5.245227 4.905211 4.917348 16 2.377056 2.391005 2.294315 2.29788 0.0066358 12.21475 0.03064144 3593 1.0628462 up 2.384031 2.296098 0.009864 0.002521 0.0879328 1.038297
1622852_aVvi.6511 Transcr ibed locus 6.276358 5.760101 5.584802 5.431678 16 2.649928 2.526094 2.481506 2.441398 0.1912608 1.944566 0.24235316 13101 1.0916866 up 2.588011 2.461452 0.087563 0.028361 0.1265588 1.051416
1622853_aVvi.14218 Transcr ibed locus 4.13226 4.159155 4.013238 4.034261 16 2.046931 2.05629 2.004767 2.012305 0.0189082 7.168817 0.04375713 7173 1.0303075 up 2.051611 2.008536 0.006618 0.00533 0.0430751 1.021446
1622854_sVvi.7240 Putative ripening-related protein (grip68 gene) 13655.14 13594.63 13702.08 14422.62 16 13.73716 13.73075 13.74211 13.81605 0.3480207 1.216029 0.40426832 14291 1.0317719 down 13.73395 13.77908 0.00453 0.052282 -0.0451245 0.996725
1622855_aVvi.3771 Transcr ibed locus, weakly similar to NP_196677.1 adenine phosphoribosyltransferase, putativ 1562.654 1490.293 1610.634 1665.569 16 10.60978 10.54138 10.65341 10.7018 0.1352312 2.435365 0.18167247 12357 1.0732796 down 10.57558 10.67761 0.048368 0.034214 -0.102026 0.990445
1622856_aVvi.6695 Transcr ibed locus, moderately similar to XP_479195.1 putative splicing factor, arginine/serin 1267.042 1243.298 1913.164 1839.31 16 10.30725 10.27996 10.90175 10.84495 0.0029404 18.40085 0.02741383 1779 1.4945843 down 10.2936 10.87335 0.019298 0.040161 -0.579744 0.946682
1622857_aVvi.14852 Transcr ibed locus 22.23986 22.18085 21.39156 22.04488 16 4.475076 4.471243 4.41897 4.462372 0.2743905 1.491291 0.3299363 13806 1.0227747 up 4.473159 4.440671 0.00271 0.03069 0.0324883 1.007316
1622858_aVvi.1287 Transcr ibed locus, strongly similar to XP_462832.1 putative coatmer beta subunit (beta-coat p 4652.653 4727.306 5827.993 5516.118 16 12.18384 12.2068 12.50878 12.42944 0.0220076 6.629053 0.04738306 7710 1.2089791 down 12.19532 12.46911 0.016238 0.056107 -0.2737895 0.978043
1622859_aVvi.10352 Transcr ibed locus 455.7784 473.3165 462.9025 503.1295 16 8.832189 8.886662 8.854565 8.974786 0.4905772 0.83721 0.5422117 15020 1.0390393 down 8.859425 8.914675 0.038518 0.085009 -0.05525 0.993802
1622860_aVvi.859 Transcr ibed locus, moderately similar to NP_565668.1 expressed protein [Arabidopsis thalian 5.092219 5.123118 4.883829 4.909004 16 2.348295 2.357022 2.288013 2.29543 0.0087173 10.64033 0.03235135 4472 1.0431428 up 2.352658 2.291722 0.006171 0.005245 0.0609367 1.02659
1622861_aVvi.9830 Transcr ibed locus, weakly similar to NP_173290.1 kinesin motor protein-related [Arabidopsis 5.084598 5.048161 4.903356 4.929707 16 2.346134 2.335758 2.29377 2.301502 0.0215969 6.69391 0.04686775 7646 1.0304755 up 2.340946 2.297636 0.007337 0.005467 0.0433101 1.01885
1622862_at 253.6166 278.3261 260.3205 298.1756 16 7.986506 8.120632 8.024145 8.220018 0.6221162 0.577207 0.6639052 15556 1.0486352 down 8.053569 8.122082 0.094842 0.138503 -0.068513 0.991565
1622863_aVvi.74 Transcr ibed locus 1149.219 981.9116 1110.718 993.1657 16 10.16644 9.939449 10.11728 9.955891 0.917214 0.11748 0.92992896 16374 1.0114046 up 10.05294 10.03658 0.160505 0.114117 0.01636 1.00163
1622864_aVvi.505 Transcr ibed locus, weakly similar to XP_483085.1 bHLH protein family-like [Oryza sativa (japo 30.81779 42.40879 84.34792 72.33839 16 4.945692 5.406292 6.398281 6.17669 0.0490134 4.349153 0.08124211 10015 2.1606922 down 5.175992 6.287485 0.325693 0.156689 -1.1114935 0.823221
1622865_aVvi.6438 Transcr ibed locus, weakly similar to NP_178126.1 CBS domain-containing protein [Arabidops 3.999676 4.019872 3.919089 3.842938 16 1.999883 2.00715 1.970518 1.94221 0.0841067 3.226702 0.1231992 11333 1.0332233 up 2.003516 1.956364 0.005138 0.020017 0.047152 1.024102
1622866_aVvi.7753 Transcr ibed locus, moderately similar to NP_567429.1 expressed protein [Arabidopsis thalian 82.94138 74.82481 77.51686 90.49635 16 6.37402 6.225444 6.276438 6.499788 0.577657 0.658936 0.62238055 15408 1.0631763 down 6.299732 6.388113 0.105059 0.157932 -0.088381 0.986165
1622867_sVvi.7438 Transcr ibed locus, strongly similar to NP_851035.1 elongation factor family protein [Arabidop  1769.286 1633.952 174.3474 165.05 16 10.78895 10.67415 7.445821 7.366759 4.39E-04 47.71071 0.01871624 386 10.023123 up 10.73155 7.40629 0.081178 0.055905 3.32526 1.448978
1622868_aVvi.1095 Wound induced protein-like (WIP) 3172.149 3256.031 4172.387 3559.417 16 11.63125 11.6689 12.02666 11.79743 0.1527768 2.255405 0.20104626 12615 1.1991138 down 11.65007 11.91204 0.026625 0.162091 -0.261969 0.978008
1622869_sVvi.7256 Transcr ibed locus, strongly similar to NP_188046.1 20S proteasome alpha subunit E2 (PAE2 4224.811 4094.887 3628.904 3607.541 16 12.04467 11.99961 11.82532 11.8168 0.0127561 8.769112 0.03672843 5765 1.1495589 up 12.02214 11.82106 0.031864 0.006023 0.201081 1.01701
1622870_aVvi.7882 Transcr ibed locus, moderately similar to NP_200098.1 ABC transporter family protein [Arabid 4.554017 4.621246 4.403234 4.43298 16 2.18714 2.208282 2.138563 2.148277 0.0429784 4.666744 0.07375716 9673 1.0383483 up 2.197711 2.14342 0.01495 0.006868 0.0542906 1.025329
1622871_aVvi.8003 Transcr ibed locus 9.46093 9.604526 8.638063 8.444775 16 3.241982 3.263714 3.110708 3.078059 0.0149712 8.080749 0.03888984 6390 1.1160989 up 3.252848 3.094383 0.015367 0.023086 0.1584649 1.05121
1622872_aVvi.11481 Transcr ibed locus, moderately similar to NP_566150.1 expressed protein [Arabidopsis thalian 236.0809 243.4368 253.6882 244.2156 16 7.883137 7.927404 7.986913 7.932012 0.2641468 1.536834 0.319284 13734 1.0382771 down 7.905271 7.959462 0.031301 0.038821 -0.0541914 0.993192
1622873_aVvi.2707 Transcr ibed locus, moderately similar to NP_564810.1 zinc finger (C3HC4-type RING finger 599.3726 660.7921 833.1072 709.4537 16 9.227309 9.368053 9.702358 9.470565 0.1669266 2.129834 0.2162893 12812 1.2216078 down 9.297681 9.586462 0.099521 0.163903 -0.288781 0.969876
1622874_at 4.050526 4.057231 3.910072 3.932619 16 2.018109 2.020495 1.967195 1.975491 0.0080011 11.11238 0.03158401 4199 1.0338018 up 2.019302 1.971343 0.001687 0.005866 0.0479596 1.024328
1622875_aVvi.13948 Transcr ibed locus, strongly similar to NP_051039.1 photosystem II protein D1 [Arabidopsis th 448.408 398.2086 217.523 281.9642 16 8.808668 8.637381 7.765024 8.139368 0.0644851 3.744878 0.10030489 10672 1.706249 up 8.723024 7.952196 0.121119 0.264701 0.770828 1.096933
1622876_aVvi.10130 Transcr ibed locus, weakly similar to NP_180234.1 SPX (SYG1/Pho81/XPR1) domain-contain 314.8652 321.3688 304.0678 322.3739 16 8.298591 8.328086 8.248249 8.332591 0.6589994 0.512995 0.6976158 15682 1.0160122 up 8.313338 8.290421 0.020856 0.059639 0.022917 1.002764
1622877_aVvi.11847 Transcr ibed locus, weakly similar to NP_197376.1 DNAJ heat shock N-terminal domain-conta   173.1983 177.06 237.3449 223.6549 16 7.436281 7.468094 7.890841 7.805131 0.0130777 8.658491 0.03699555 5865 1.3156705 down 7.452188 7.847986 0.022496 0.060606 -0.3957982 0.949567
1622878_aVvi.15728 Transcr ibed locus 4.836383 4.798524 4.74695 4.620383 16 2.273929 2.262591 2.247001 2.208013 0.1825055 2.00736 0.23303774 13001 1.0286505 up 2.26826 2.227507 0.008017 0.027569 0.0407529 1.018295
1622879_at 8.7156 8.669728 14.51049 15.84118 16 3.1236 3.115987 3.859024 3.985608 0.0061846 12.65681 0.03022839 3395 1.7441483 down 3.119793 3.922316 0.005384 0.089508 -0.8025226 0.795396
1622880_aVvi.10911 Transcr ibed locus, weakly similar to XP_470202.1 Hypothetical protein [Oryza sativa (japonica 12.03237 24.56986 442.7253 508.7797 16 3.588849 4.618818 8.790268 8.990897 0.0118016 9.123465 0.03566651 5490 27.602926 down 4.103834 8.890583 0.728298 0.141866 -4.7867493 0.461593
1622881_x_at 7.285709 7.25077 6.927802 9.092579 16 2.865069 2.858134 2.792398 3.18469 0.5839309 0.647079 0.628121 15433 1.0919764 down 2.861602 2.988544 0.004904 0.277392 -0.1269417 0.957524
1622882_aVvi.8364 Transcr ibed locus 1508.385 1381.525 933.3435 1010.319 16 10.55879 10.43205 9.866264 9.980596 0.0215464 6.702015 0.0468149 7640 1.4865707 up 10.49542 9.92343 0.089621 0.080844 0.5719885 1.05764
1622883_aVvi.2246 Transcr ibed locus, moderately similar to NP_568741.1 SUMO activating enzyme 1b (SAE1b) 67.35104 80.97807 82.79876 88.30949 16 6.073628 6.339459 6.371538 6.464497 0.2719697 1.501857 0.3274286 13789 1.1578702 down 6.206544 6.418017 0.187971 0.065732 -0.2114734 0.96705
1622884_aVvi.15382 Transcr ibed locus 6.236193 6.304834 5.829717 5.866024 16 2.640666 2.656458 2.543426 2.552383 0.0080359 11.08801 0.03158401 4223 1.072262 up 2.648562 2.547905 0.011167 0.006334 0.1006575 1.039506
1622885_aVvi.10898 Transcr ibed locus, weakly similar to NP_171714.1 GRAM domain-containing protein-related 110.1707 105.0784 90.33155 89.66841 16 6.783597 6.715323 6.497158 6.486528 0.0175137 7.456705 0.04205018 6913 1.1955016 up 6.749459 6.491843 0.048277 0.007517 0.2576163 1.039683
1622886_aVvi.2011 Transcr ibed locus, weakly similar to XP_506736.1 PREDICTED OJ1115_B01.27 gene produ 47.59494 47.31184 79.05163 85.14574 16 5.572736 5.564129 6.304723 6.411863 0.0045976 14.69709 0.02926091 2597 1.7289064 down 5.568433 6.358293 0.006086 0.075759 -0.7898596 0.875775
1622887_aVvi.13054 Transcr ibed locus, weakly similar to NP_172565.1 ferredoxin, chloroplast, putative [Arabidops  14.01828 9.121846 6.386496 4.952477 16 3.809238 3.189326 2.675025 2.30815 0.1075329 2.797836 0.15079498 11838 2.010695 up 3.499282 2.491587 0.438344 0.259419 1.0076942 1.404439
1622888_s_at 1892.259 1835.78 1255.002 1679.96 16 10.88589 10.84218 10.29347 10.71421 0.2306739 1.70303 0.2843517 13467 1.283597 up 10.86404 10.50384 0.030912 0.297506 0.360193 1.034292
1622889_at 3.548679 3.573687 3.44268 3.467995 16 1.827282 1.837413 1.783532 1.794102 0.0271337 5.946543 0.05365343 8395 1.0306332 up 1.832348 1.788817 0.007164 0.007474 0.043531 1.024335
1622890_aVvi.5000 Transcr ibed locus, weakly similar to NP_191679.1 thioesterase family protein [Arabidopsis tha 280.3763 284.1942 277.4284 289.5393 16 8.131221 8.150733 8.115972 8.177615 0.8737987 0.179915 0.89124566 16276 1.0040398 down 8.140977 8.146793 0.013797 0.043589 -0.005816 0.999286
1622891_aVvi.7489 Transcr ibed locus, moderately similar to NP_178637.2 glycosyl hydrolase family 17 protein [A 5.824661 15.89593 541.2415 529.5994 16 2.542174 3.990586 9.080129 9.048758 0.0152523 8.004223 0.03923317 6452 55.64051 down 3.26638 9.064444 1.024182 0.022183 -5.7980642 0.360351
AFFX-BioB-3_at GO:000910biotin synthesis, sulfur insertion? 74.30444 102.582 97.69587 101.4681 20 6.215377 6.680634 6.610225 6.664883 0.50334 0.809248 0.5543986 15072 1.1404071 down 6.448005 6.637554 0.328986 0.038649 -0.189549 0.971443
AFFX-BioB-5_at GO:000910Biotin synthase /// biotin synthesis, sulfur insertion? 102.086 111.9107 107.9911 95.63753 20 6.673641 6.806204 6.754768 6.579505 0.5758148 0.662439 0.6207583 15399 1.0517457 up 6.739923 6.667137 0.093736 0.12393 0.0727858 1.010917
AFFX-BioB-M_at GO:000910Biotin synthase /// biotin synthesis, sulfur insertion? 177.9197 178.376 177.449 201.0867 20 7.475082 7.478778 7.471261 7.651674 0.4476911 0.936955 0.50142133 14822 1.0603478 down 7.47693 7.561467 0.002613 0.127571 -0.0845373 0.98882
AFFX-BioC-3_at GO:000910biotin biosynthesis; reaction prior to pimeloyl CoA 424.3679 492.0898 447.9642 514.1486 20 8.729172 8.942778 8.80724 9.006042 0.6759965 0.484337 0.7133536 15731 1.0502017 down 8.835975 8.906641 0.151042 0.140574 -0.070666 0.992066
AFFX-BioC-5_at GO:000910Biotin synthesis protein bioC /// biotin biosynthesis; reaction prior to pimeloyl CoA 270.4269 323.1635 308.3459 344.6979 20 8.079095 8.336121 8.268406 8.429189 0.4499666 0.931415 0.5035622 14834 1.1028141 down 8.207607 8.348797 0.181745 0.113691 -0.14119 0.983089
AFFX-BioDn-3_at GO:000910dethiobiotin synthetase 1835.443 2150.919 2183.612 2130.486 20 10.84191 11.07074 11.0925 11.05697 0.4140232 1.022668 0.46947703 14640 1.0855365 down 10.95633 11.07473 0.161804 0.025126 -0.118408 0.989308
AFFX-BioDn-5_at GO:000910dethiobiotin synthetase 1119.23 1358.363 1052.475 1227.064 20 10.12829 10.40765 10.03957 10.261 0.5769375 0.660303 0.6218071 15403 1.0849962 up 10.26797 10.15028 0.197539 0.156571 0.11769 1.011595
AFFX-CreX-3_at 12385.01 13634.61 10812.11 12322.34 20 13.59631 13.73499 13.40036 13.58899 0.2815876 1.460557 0.3372956 13859 1.1258159 up 13.66565 13.49468 0.098061 0.133379 0.170971 1.01267
AFFX-CreX-5_at 12242.37 13136.46 11259.56 12373.16 20 13.5796 13.68129 13.45886 13.59493 0.3470587 1.219155 0.40323803 14288 1.0744112 up 13.63044 13.5269 0.071908 0.096211 0.1035465 1.007655
AFFX-DapX-3_at 721.9796 679.3375 664.2062 577.291 20 9.495814 9.407985 9.375487 9.173155 0.2486566 1.610155 0.30298695 13624 1.1309843 up 9.4519 9.274321 0.062105 0.143071 0.177579 1.019147
AFFX-DapX-5_at 314.7878 351.4367 301.8335 271.0298 20 8.298236 8.457121 8.237609 8.082308 0.1890751 1.959874 0.24007843 13074 1.1628944 up 8.377678 8.159958 0.112349 0.109814 0.21772 1.026682
AFFX-DapX-M_at 873.8086 927.0029 896.1167 805.1545 20 9.771174 9.85643 9.807543 9.653122 0.4438387 0.946403 0.49754283 14809 1.059563 up 9.813802 9.730332 0.060286 0.109192 0.08347 1.008578
AFFX-LysX-3_at 70.14902 68.49529 62.95875 63.35279 20 6.132351 6.097932 5.976335 5.985336 0.017093 7.55034 0.04152789 6832 1.0975647 up 6.115142 5.980836 0.024338 0.006365 0.134306 1.022456
AFFX-LysX-5_at 9.518563 9.5959 9.182842 8.75671 20 3.250744 3.262418 3.198941 3.130389 0.1182419 2.643607 0.16297646 12044 1.0657847 up 3.256581 3.164665 0.008255 0.048473 0.0919161 1.029044
AFFX-LysX-M_at 10.74313 11.92644 10.39401 10.49295 20 3.425343 3.576091 3.37768 3.391348 0.2644657 1.535383 0.3195996 13737 1.0838785 up 3.500717 3.384514 0.106595 0.009665 0.1162031 1.034334
AFFX-PheX-3_at 36.96166 36.72239 38.55178 34.70588 20 5.207958 5.198588 5.268725 5.117108 0.9040332 0.136347 0.9185287 16339 1.007204 up 5.203273 5.192917 0.006625 0.107209 0.010356 1.001994
AFFX-PheX-5_at 21.28349 21.35602 19.93851 18.78622 20 4.411663 4.416571 4.317485 4.231603 0.0832749 3.245019 0.12225962 11307 1.1015791 up 4.414117 4.274544 0.003471 0.060728 0.139573 1.032652
AFFX-PheX-M_at 11.38898 11.32735 12.0075 11.26294 20 3.509566 3.501739 3.585864 3.493511 0.5391209 0.734432 0.587466 15234 1.0238719 down 3.505652 3.539688 0.005535 0.065303 -0.0340352 0.990385
AFFX-r2-Bs-dap-3_at 1274.564 1459.888 1236.984 1029.937 11 10.31579 10.51164 10.27261 10.00834 0.2385265 1.661359 0.29259762 13533 1.2085181 up 10.41372 10.14048 0.13849 0.186868 0.273239 1.026945
AFFX-r2-Bs-dap-5_at 372.4456 412.5669 419.6873 310.3754 11 8.540886 8.688484 8.713171 8.27787 0.6557668 0.518508 0.69472533 15670 1.0861057 up 8.614685 8.495521 0.104368 0.307804 0.119164 1.014027
AFFX-r2-Bs-dap-M_at 1048.719 1071.227 942.6791 923.1528 11 10.03441 10.06505 9.880623 9.850426 0.0133608 8.564429 0.03725499 5952 1.1361915 up 10.04973 9.865524 0.021663 0.021353 0.184206 1.018672
AFFX-r2-Bs-lys-3_at 17.45919 28.44724 17.10669 13.66596 11 4.125915 4.830217 4.096489 3.772514 0.2958882 1.402309 0.35153595 13972 1.4575694 up 4.478066 3.934501 0.498017 0.229084 0.5435646 1.138153
AFFX-r2-Bs-lys-5_at 19.0773 18.35354 12.41033 13.77374 11 4.253785 4.197986 3.633469 3.783849 0.0232086 6.449295 0.04884744 7887 1.4312013 up 4.225885 3.708659 0.039456 0.106334 0.5172267 1.139465
AFFX-r2-Bs-lys-M_at 10.45652 13.37845 8.934603 8.78415 11 3.386331 3.741839 3.159404 3.134903 0.144159 2.340005 0.19138965 12504 1.335085 up 3.564085 3.147153 0.251382 0.017325 0.4169316 1.132479
AFFX-r2-Bs-phe-3_at 210.7191 155.9324 159.9673 161.6116 11 7.719177 7.284777 7.321633 7.336386 0.5095525 0.795893 0.5598211 15110 1.127375 up 7.501977 7.32901 0.307167 0.010432 0.1729675 1.0236
AFFX-r2-Bs-phe-5_at 58.43773 58.88337 56.58649 56.71252 11 5.868828 5.879788 5.822386 5.825595 0.0126348 8.811917 0.03658523 5732 1.035493 up 5.874309 5.823991 0.00775 0.00227 0.0503176 1.00864
AFFX-r2-Bs-phe-M_at 49.66105 48.69509 47.4593 47.34718 11 5.634043 5.605704 5.568619 5.565207 0.0655561 3.710937 0.10163065 10708 1.0373918 up 5.619874 5.566913 0.020038 0.002413 0.0529608 1.009513
AFFX-r2-Bs-thr-3_s_at 155.4755 156.1498 168.9961 119.5051 11 7.280544 7.286787 7.400846 6.900929 0.6483961 0.531158 0.68849844 15634 1.0964026 up 7.283665 7.150888 0.004414 0.353495 0.1327775 1.018568
AFFX-r2-Bs-thr-5_s_at 47.34087 41.21846 43.56537 35.85108 11 5.565014 5.365219 5.44511 5.163945 0.4500723 0.931159 0.5036126 14836 1.1177435 up 5.465117 5.304527 0.141277 0.198814 0.1605892 1.030274
AFFX-r2-Bs-thr-M_s_at 39.76786 48.72242 38.67616 30.73336 11 5.313531 5.606514 5.273373 4.941733 0.2521721 1.593011 0.30684263 13643 1.2767441 up 5.460022 5.107553 0.20717 0.234504 0.3524694 1.069009
AFFX-r2-Ec-bioB-3_aGO:000910Biotin synthase /// biotin synthesis, sulfur insertion? 116.1884 147.888 136.6954 129.6081 11 6.860322 7.208361 7.094821 7.018012 0.912743 0.123872 0.9261879 16360 1.0154186 down 7.034342 7.056417 0.246101 0.054312 -0.0220745 0.996872
AFFX-r2-Ec-bioB-5_aGO:000910Biotin synthase /// biotin synthesis, sulfur insertion? 121.166 168.9081 153.3898 158.6311 11 6.920842 7.400095 7.261059 7.309532 0.6559009 0.518279 0.694823 15671 1.0903772 down 7.160468 7.285296 0.338883 0.034276 -0.1248275 0.982866
AFFX-r2-Ec-bioB-M_GO:000910biotin synthesis, sulfur insertion? 259.8341 267.117 271.1167 247.0402 11 8.021447 8.061328 8.08277 7.948602 0.7486567 0.367242 0.7799936 15934 1.0179746 up 8.041388 8.015686 0.0282 0.094872 0.025702 1.003206
AFFX-r2-Ec-bioC-3_ GO:000910biotin biosynthesis; reaction prior to pimeloyl CoA 658.2534 743.2612 712.5383 666.1836 11 9.362499 9.537725 9.476824 9.379776 0.8477929 0.217791 0.8682947 16209 1.0152341 up 9.450112 9.4283 0.123904 0.068623 0.021812 1.002313
AFFX-r2-Ec-bioC-5_ GO:000910biotin biosynthesis; reaction prior to pimeloyl CoA 605.3297 683.4156 572.2132 578.8462 11 9.241577 9.416619 9.160409 9.177036 0.2096794 1.824211 0.2620913 13281 1.117578 up 9.329098 9.168722 0.123773 0.011757 0.160376 1.017492
AFFX-r2-Ec-bioD-3_ GO:000910dethiobiotin synthetase 5856.265 6241.778 5278.717 5210.655 11 12.51577 12.60774 12.36597 12.34725 0.0485572 4.371124 0.08068721 9990 1.1527998 up 12.56175 12.35661 0.065037 0.01324 0.205142 1.016602
AFFX-r2-Ec-bioD-5_ GO:000910dethiobiotin synthetase 4394.735 4375.8 3756.274 3760.068 11 12.10156 12.09533 11.87509 11.87654 2.06E-04 69.59071 0.01730845 197 1.16686 up 12.09845 11.87581 0.004406 0.00103 0.222632 1.018747
AFFX-r2-P1-cre-3_at 23462.49 24886.5 22958.1 22038.72 11 14.51807 14.60308 14.48672 14.42775 0.1838107 1.997745 0.23428982 13024 1.0742563 up 14.56057 14.45723 0.06011 0.041693 0.103339 1.007148
AFFX-r2-P1-cre-5_at 17127.58 18987.97 16696.63 16593.66 11 14.06403 14.2128 14.02727 14.01834 0.2609583 1.55147 0.31593597 13712 1.0834324 up 14.13842 14.02281 0.105192 0.006311 0.115609 1.008244
AFFX-r2-TagA_at 3.425457 3.435075 3.319227 3.328806 11 1.776297 1.780342 1.730847 1.735005 0.0040576 15.65087 0.02864669 2344 1.0319643 up 1.778319 1.732926 0.00286 0.00294 0.045393 1.026194
AFFX-r2-TagB_at 3.455301 3.472103 3.360461 3.375076 11 1.788811 1.79581 1.748659 1.75492 0.0131602 8.630754 0.03710067 5888 1.0284851 up 1.792311 1.75179 0.004949 0.004427 0.0405209 1.023131
AFFX-r2-TagC_at 3.621804 3.639509 3.52055 3.51865 11 1.856709 1.863744 1.815801 1.815022 0.0061787 12.66285 0.03022839 3392 1.0315508 up 1.860226 1.815411 0.004975 5.51E-04 0.0448149 1.024686
AFFX-r2-TagD_at 3.334005 3.34789 3.235578 3.252024 11 1.737256 1.743252 1.694023 1.701338 0.0121152 9.002448 0.03596554 5591 1.0299494 up 1.740254 1.697681 0.00424 0.005172 0.0425736 1.025078
AFFX-r2-TagE_at 3.238436 3.253288 3.141377 3.162301 11 1.695297 1.701898 1.651397 1.660975 0.0182917 7.292061 0.04304289 7053 1.029834 up 1.698598 1.656186 0.004668 0.006772 0.0424118 1.025608
AFFX-r2-TagF_at 2.937172 2.94757 2.854357 2.867766 11 1.554428 1.559526 1.513166 1.519927 0.01079 9.548866 0.03485953 5137 1.0284206 up 1.556977 1.516547 0.003605 0.004781 0.0404303 1.026659
AFFX-r2-TagG_at 3.584548 3.596899 3.478591 3.497549 11 1.841791 1.846754 1.798503 1.806344 0.0120707 9.019339 0.03595679 5571 1.0294323 up 1.844273 1.802424 0.003509 0.005545 0.0418489 1.023218
AFFX-r2-TagH_at 2.860418 2.875539 2.77367 2.792486 11 1.516226 1.523832 1.471796 1.48155 0.0197475 7.010294 0.0447256 7329 1.0305084 up 1.520029 1.476673 0.005378 0.006897 0.0433562 1.029361
AFFX-r2-TagIN-3_at 3.318701 3.335755 3.219496 3.234846 11 1.730618 1.738013 1.686835 1.693697 0.0128603 8.732822 0.03680115 5800 1.0310038 up 1.734316 1.690266 0.005229 0.004852 0.0440497 1.026061
AFFX-r2-TagIN-5_at 4.68638 4.743089 4.588775 4.614036 11 2.228474 2.245827 2.198109 2.206029 0.0666122 3.678247 0.10289313 10747 1.0246145 up 2.23715 2.202069 0.01227 0.0056 0.0350811 1.015931
AFFX-r2-TagIN-M_at 3.069245 3.087984 2.977368 3.003251 11 1.617884 1.626665 1.574038 1.586525 0.0314888 5.501393 0.05917113 8834 1.029535 up 1.622274 1.580281 0.00621 0.00883 0.041993 1.026573
AFFX-r2-TagJ-3_at 3.965074 3.974155 3.828352 3.832171 11 1.987348 1.990648 1.936724 1.938162 0.0012171 28.63815 0.02331889 864 1.0363815 up 1.988998 1.937443 0.002334 0.001017 0.0515551 1.02661
AFFX-r2-TagJ-5_at 3.277691 3.290433 3.186702 3.198169 11 1.71268 1.718277 1.672064 1.677246 0.008616 10.70355 0.03220978 4439 1.0287007 up 1.715479 1.674655 0.003958 0.003664 0.0408233 1.024377
AFFX-r2-TagO-3_at 2.876924 2.890012 2.796876 2.811426 11 1.524527 1.531075 1.483816 1.491302 0.0149298 8.092207 0.03885992 6376 1.0282862 up 1.527801 1.487559 0.00463 0.005293 0.0402419 1.027052
AFFX-r2-TagO-5_at 4.699825 4.731493 4.495564 4.497429 11 2.232607 2.242296 2.168502 2.1691 0.004961 14.14471 0.02943507 2791 1.0487349 up 2.237451 2.168801 0.006851 4.23E-04 0.06865 1.031653
AFFX-r2-TagQ-3_at 3.351893 3.35749 3.245614 3.263397 11 1.744976 1.747383 1.698491 1.706374 0.0087583 10.61504 0.03240823 4485 1.0307873 up 1.74618 1.702433 0.001702 0.005574 0.0437467 1.025697
AFFX-r2-TagQ-5_at 3.249536 3.269152 3.15326 3.15384 11 1.700234 1.708917 1.656844 1.657109 0.0082245 10.95853 0.03170272 4305 1.033543 up 1.704575 1.656977 0.00614 1.88E-04 0.0475985 1.028726
AFFX-ThrX-3_at 93.57634 89.79559 88.15927 77.65934 20 6.548071 6.488573 6.46204 6.279087 0.2643152 1.536067 0.31944102 13736 1.1078469 up 6.518322 6.370564 0.042072 0.129368 0.1477585 1.023194
AFFX-ThrX-5_at 33.65216 34.59482 33.61689 25.38822 20 5.072627 5.112484 5.071115 4.666087 0.3858457 1.100558 0.44156688 14506 1.1679307 up 5.092556 4.868601 0.028183 0.286398 0.2239545 1.046
AFFX-ThrX-M_at 44.82711 42.3369 41.79606 27.3842 20 5.4863 5.403844 5.385295 4.775272 0.3576775 1.185204 0.41366506 14354 1.2876929 up 5.445072 5.080283 0.058305 0.431351 0.3647887 1.071805
AFFX-TrpnX-3_at 5.617226 5.693638 5.35003 5.377601 20 2.489858 2.509351 2.419547 2.426963 0.0181481 7.321659 0.04285332 7029 1.0543468 up 2.499604 2.423255 0.013784 0.005244 0.0763495 1.031507
AFFX-TrpnX-5_at 4.52362 4.542467 4.381942 4.403358 20 2.177478 2.183476 2.13157 2.138604 0.0102107 9.820333 0.03412203 4967 1.0319619 up 2.180477 2.135087 0.004241 0.004973 0.0453897 1.021259
AFFX-TrpnX-M_at 5.614678 5.617312 5.37643 5.368897 20 2.489203 2.48988 2.426648 2.424626 2.78E-04 59.92651 0.01827131 247 1.0452907 up 2.489542 2.425637 4.79E-04 0.00143 0.0639043 1.026345
AFFX-Vvi-AB076373-1_at 3.172048 3.18486 3.078951 3.09446 16 1.665415 1.67123 1.622439 1.629688 0.0118751 9.094646 0.03577926 5509 1.0297246 up 1.668322 1.626064 0.004112 0.005126 0.0422586 1.025988
AFFX-Vvi- Vvi.7514 GO:000588Cultivar Riesling actin 20591.64 20215.16 12250.63 22556.39 16 14.32977 14.30315 13.58057 14.46125 0.5713947 0.670885 0.6167942 15379 1.2273539 up 14.31646 14.02091 0.018823 0.622734 0.295552 1.021079
AFFX-Vvi- Vvi.7514 GO:000588Cultivar Riesling actin 19427.95 17692.32 17340.68 21145.46 16 14.24585 14.11084 14.08187 14.36806 0.7959988 0.294699 0.82286245 16059 1.0328467 down 14.17834 14.22497 0.095467 0.202366 -0.046626 0.996722
AFFX-Vvi- Vvi.7514 GO:000588Cultivar Riesling actin 17319.17 16361.76 16207.84 16467.97 16 14.08008 13.99804 13.98441 14.00738 0.4174981 1.013475 0.47280046 14659 1.0303767 up 14.03906 13.99589 0.058012 0.016242 0.043172 1.003085
AFFX-Vvi- Vvi.7514 GO:000588Cultivar Riesling actin 19889.97 18847.61 17410.16 21411.75 16 14.27975 14.20209 14.08764 14.38612 0.9814518 0.026234 0.9844165 16551 1.0028081 up 14.24092 14.23688 0.054914 0.211053 0.004046 1.000284
AFFX-Vvi- Vvi.7514 GO:000588Cultivar Riesling actin 20461.99 20524.6 18780.02 20488.68 16 14.32066 14.32507 14.19691 14.32254 0.4209105 1.004529 0.47624594 14672 1.044735 up 14.32286 14.25973 0.003117 0.088833 0.063137 1.004428
AFFX-Vvi- Vvi.7514 GO:000588Cultivar Riesling actin 17342.64 19238.41 17023.82 19816.65 16 14.08204 14.2317 14.05527 14.27443 0.9575272 0.06012 0.96391386 16491 1.0055449 down 14.15687 14.16485 0.10583 0.154968 -0.007977 0.999437
AFFX-Vvi- Vvi.7514 GO:000588Cultivar Riesling actin 15184.97 17061.51 15952.59 17924.99 16 13.89036 14.05846 13.9615 14.12968 0.6101264 0.598744 0.6529567 15512 1.05058 down 13.97441 14.04559 0.118866 0.118922 -0.071186 0.994932
AFFX-Vvi- Vvi.7514 GO:000588Cultivar Riesling actin 14461.73 15448.32 14834.61 17427.59 16 13.81995 13.91516 13.85668 14.08909 0.4898921 0.838731 0.5415267 15018 1.0757365 down 13.86756 13.97288 0.067323 0.164336 -0.105324 0.992462
AFFX-Vvi- Vvi.7514 GO:000588Cultivar Riesling actin 21920.16 22684.7 22386.07 22036.57 16 14.41997 14.46943 14.45031 14.42761 0.8525164 0.210879 0.8724816 16221 1.0039854 up 14.4447 14.43896 0.034974 0.016052 0.005738 1.000397
AFFX-Vvi- Vvi.7514 GO:000588Cultivar Riesling actin 13278.66 12762.78 13304.14 14034.73 16 13.69682 13.63966 13.69959 13.77671 0.282563 1.456467 0.3382931 13866 1.049652 down 13.66824 13.73815 0.040423 0.054535 -0.069911 0.994911
AFFX-Vvi- Vvi.15780 GO:000551Actin 1 (act1) 18431.63 18263.68 19705.64 19249.25 16 14.1699 14.15669 14.26632 14.23251 0.0416461 4.745785 0.07215122 9581 1.0615155 down 14.16329 14.24942 0.009338 0.023906 -0.086125 0.993956
AFFX-Vvi-AF292559-1_at 3.293116 3.304354 3.192344 3.20464 10 1.719453 1.724368 1.674616 1.680162 0.0068553 12.0156 0.03076815 3698 1.0313412 up 1.721911 1.677389 0.003475 0.003922 0.0445217 1.026542
AFFX-Vvi-AF292559-2_s_at 11.04409 11.23319 9.739038 9.366046 16 3.465202 3.489696 3.283779 3.22744 0.0186378 7.222135 0.04343602 7121 1.1662194 up 3.477449 3.25561 0.017319 0.039838 0.2218392 1.068141
AFFX-Vvi-AF292559-3_s_at 6.84001 6.881553 6.408659 6.399371 16 2.773999 2.782734 2.680023 2.67793 0.0020358 22.12911 0.02553182 1318 1.0713204 up 2.778366 2.678976 0.006177 0.00148 0.09939 1.0371
AFFX-Vvi-AF292559-4_c1_s_at 3.894264 3.944935 3.773112 3.79862 16 1.961351 1.980002 1.915755 1.925475 0.0414053 4.760467 0.07189745 9560 1.0353086 up 1.970676 1.920615 0.013188 0.006873 0.0500609 1.026065
AFFX-Vvi-AF292559-4_c2_s_at 3.762408 3.777268 3.642475 3.651626 16 1.911656 1.917343 1.864919 1.868539 0.0049417 14.17255 0.02943507 2779 1.0336663 up 1.9145 1.866729 0.004021 0.00256 0.0477705 1.02559
AFFX-Vvi-AF292559-4_c3_s_at 3.864879 3.884869 3.732366 3.751163 16 1.950423 1.957866 1.900091 1.907338 0.0104423 9.709116 0.03447954 5027 1.0355737 up 1.954145 1.903714 0.005263 0.005125 0.0504303 1.02649
AFFX-Vvi-AF292559-4_c4_s_at 3.716061 3.742751 3.585582 3.600071 16 1.893774 1.904099 1.842207 1.848025 0.0119061 9.082595 0.03580126 5519 1.0380099 up 1.898937 1.845116 0.007301 0.004114 0.0538201 1.029169
AFFX-Vvi-AF292559-4_c5_s_at 4.333978 4.355155 4.218426 4.202601 16 2.115692 2.122724 2.076705 2.071283 0.0095053 10.18365 0.03339758 4722 1.0318364 up 2.119208 2.073994 0.004972 0.003834 0.0452142 1.021801
AFFX-Vvi-AF292559-4_c6_s_at 3.991705 4.009483 3.854781 3.87074 16 1.997005 2.003416 1.946649 1.95261 0.0074048 11.55636 0.03117425 3940 1.0356822 up 2.000211 1.949629 0.004533 0.004215 0.0505815 1.025944
AFFX-Vvi-AF292559-4_c7_s_at 3.695941 3.71594 3.569235 3.586742 16 1.885942 1.893727 1.835615 1.842674 0.0105755 9.646827 0.03466397 5062 1.0357602 up 1.889834 1.839144 0.005505 0.004992 0.05069 1.027562
AFFX-Vvi-AF292559-4_c8_s_at 3.686168 3.704728 3.560125 3.577696 16 1.882122 1.889368 1.831928 1.839031 0.0100336 9.907979 0.033945 4906 1.0354553 up 1.885745 1.835479 0.005124 0.005022 0.0502653 1.027385
AFFX-Vvi-AF292559-4_s_at 3.975685 3.986173 3.848443 3.877237 16 1.991203 1.995004 1.944275 1.955029 0.016793 7.619247 0.04113871 6776 1.0305767 up 1.993104 1.949652 0.002688 0.007604 0.0434519 1.022287
AFFX-Vvi-AF292560-1_s_at 6.013506 6.048842 5.744155 5.737358 16 2.588206 2.596659 2.522095 2.520387 0.0036481 16.51108 0.02818367 2147 1.0505842 up 2.592433 2.521241 0.005977 0.001208 0.0711918 1.028237
AFFX-Vvi-AF298789-1_at 4.000867 4.018242 3.851369 3.867653 16 2.000313 2.006565 1.945371 1.951459 0.0062282 12.61192 0.03025465 3414 1.0388762 up 2.003439 1.948415 0.004421 0.004304 0.0550238 1.02824
AFFX-Vvi-AF323980-1_at 4.89605 4.986464 4.697687 4.698822 16 2.291618 2.318017 2.231951 2.232299 0.0314301 5.506777 0.05910772 8827 1.0516778 up 2.304818 2.232125 0.018667 2.46E-04 0.0726929 1.032567
AFFX-Vvi-AJ002682-1_s_at 3.069401 3.081026 2.969062 2.997219 16 1.617957 1.623411 1.570007 1.583625 0.0268333 5.981134 0.05331107 8355 1.0308743 up 1.620684 1.576816 0.003856 0.009629 0.0438683 1.027821
AFFX-Vvi-AJ002682-2_c1_s_at 3.564935 3.573896 3.453206 3.470996 16 1.833876 1.837498 1.787936 1.79535 0.0086602 10.6758 0.03227314 4454 1.0309994 up 1.835687 1.791643 0.002561 0.005242 0.0440436 1.024583
AFFX-Vvi-AJ002682-2_c2_s_at 3.436506 3.450757 3.337774 3.353744 16 1.780942 1.786913 1.738886 1.745772 0.0117889 9.128428 0.0356634 5486 1.0292536 up 1.783928 1.742329 0.004222 0.004869 0.0415985 1.023875
AFFX-Vvi-AJ002682-2_c3_s_at 3.536209 3.54648 3.415985 3.436657 16 1.822204 1.826388 1.772302 1.781006 0.0101176 9.86612 0.03399048 4937 1.0335741 up 1.824296 1.776654 0.002959 0.006155 0.0476418 1.026815
AFFX-Vvi-AJ002682-2_c4_s_at 3.477593 3.487088 3.359488 3.378629 16 1.798089 1.802023 1.748241 1.756438 0.0089543 10.49667 0.03271125 4543 1.0336275 up 1.800056 1.75234 0.002781 0.005796 0.0477164 1.02723
AFFX-Vvi-AJ002682-2_c5_s_at 3.691355 3.722378 3.571602 3.590797 16 1.88415 1.896225 1.836571 1.844304 0.02014 6.939557 0.04519432 7396 1.0350854 up 1.890188 1.840438 0.008538 0.005468 0.0497498 1.027032
AFFX-Vvi-AJ002682-2_c6_s_at 3.534662 3.558928 3.434294 3.447279 16 1.821572 1.831443 1.780013 1.785458 0.0161798 7.76593 0.04034492 6657 1.0308053 up 1.826508 1.782736 0.00698 0.00385 0.043772 1.024553
AFFX-Vvi-AJ002682-2_c7_s_at 3.528459 3.547601 3.421156 3.441021 16 1.819038 1.826844 1.774484 1.782836 0.0162577 7.74683 0.04046634 6669 1.0311689 up 1.822941 1.77866 0.005519 0.005906 0.0442808 1.024896
AFFX-Vvi-AJ002682-2_c8_s_at 3.492161 3.507072 3.387408 3.408315 16 1.80412 1.810267 1.760182 1.769059 0.0157038 7.885606 0.03976733 6555 1.0299493 up 1.807194 1.76462 0.004347 0.006277 0.0425733 1.024126
AFFX-Vvi-AJ002682-2_s_at 3.579287 3.58012 3.465109 3.481429 16 1.839672 1.840008 1.792901 1.79968 0.006018 12.83236 0.03011773 3313 1.0306467 up 1.83984 1.79629 2.38E-04 0.004794 0.0435498 1.024244
AFFX-Vvi-AJ132968-1_at 3.68661 3.700882 3.581647 3.591134 16 1.882295 1.887869 1.840623 1.84444 0.0062431 12.59675 0.03025465 3423 1.0299331 up 1.885082 1.842531 0.003942 0.002699 0.0425507 1.023094
AFFX-Vvi-AY056050-1_at 4.680617 4.702792 4.562124 4.601217 16 2.226699 2.233517 2.189706 2.202015 0.0397108 4.867461 0.06961767 9469 1.0240228 up 2.230108 2.19586 0.004821 0.008704 0.0342479 1.015597
AFFX-Vvi-ECOLOXB_at 3.145755 3.160965 3.050649 3.064819 16 1.653407 1.660365 1.609116 1.615802 0.0115902 9.207751 0.03548885 5421 1.0312732 up 1.656886 1.612459 0.00492 0.004728 0.0444266 1.027552
AFFX-Vvi-ECOLOXB_x_at 3.229737 3.241501 3.12765 3.142059 16 1.691417 1.696662 1.645079 1.65171 0.00847 10.79657 0.03208511 4380 1.0321443 up 1.694039 1.648395 0.003709 0.004689 0.0456447 1.02769
AFFX-Vvi-ECOLOXL_at 10.21183 10.32446 9.05689 8.904511 16 3.35217 3.367994 3.179016 3.154537 0.0056364 13.26343 0.02979867 3136 1.1433804 up 3.360082 3.166776 0.01119 0.017309 0.1933055 1.061042
AFFX-Vvi-ECOLOXL_x_at 8.968709 9.141186 8.22029 8.208827 16 3.1649 3.192381 3.039189 3.037176 0.0094846 10.19493 0.03337498 4717 1.1022551 up 3.178641 3.038183 0.019432 0.001424 0.1404581 1.046231
AFFX-Vvi- Vvi.8075 Transcr ibed locus, strongly similar to NP_200847.1 elongation factor 1-alpha / EF-1-alpha [A  20220.55 18540.12 10326.82 21916.97 16 14.30353 14.17836 13.33411 14.41976 0.5738539 0.666179 0.61888546 15393 1.2870023 up 14.24095 13.87693 0.08851 0.767671 0.364015 1.026232
AFFX-Vvi- Vvi.8075 Transcr ibed locus, strongly similar to NP_200847.1 elongation factor 1-alpha / EF-1-alpha [A 18435.4 17162.69 17054.7 21161.71 16 14.17019 14.06699 14.05788 14.36917 0.6211299 0.578965 0.6632364 15547 1.0680176 down 14.11859 14.21353 0.072975 0.220113 -0.094936 0.993321
AFFX-Vvi- Vvi.8075 Transcr ibed locus, strongly similar to NP_200847.1 elongation factor 1-alpha / EF-1-alpha [A 16374.69 14859.29 14733.6 15020.58 16 13.99918 13.85908 13.84682 13.87465 0.4393265 0.957581 0.49385187 14768 1.0485458 up 13.92913 13.86074 0.099067 0.01968 0.06839 1.004934
AFFX-Vvi- Vvi.8075 Transcr ibed locus, strongly similar to NP_200847.1 elongation factor 1-alpha / EF-1-alpha [A 18504.88 16977.53 15545 21128.98 16 14.17562 14.05134 13.92416 14.36694 0.9018524 0.139475 0.9165423 16334 1.0224797 down 14.11348 14.14555 0.087878 0.313088 -0.032072 0.997733
AFFX-Vvi- Vvi.8075 Transcr ibed locus, strongly similar to NP_200847.1 elongation factor 1-alpha / EF-1-alpha [A 18642 18090.82 16147.14 19715.78 16 14.18627 14.14297 13.97899 14.26706 0.8020772 0.285554 0.8283724 16074 1.0292494 up 14.16462 14.12303 0.030616 0.203698 0.041592 1.002945
AFFX-Vvi- Vvi.8075 Transcr ibed locus, strongly similar to NP_200847.1 elongation factor 1-alpha / EF-1-alpha [A  16483.27 18333.46 16059.72 19728.07 16 14.00872 14.16219 13.97116 14.26796 0.8571248 0.204151 0.8767165 16230 1.023923 down 14.08545 14.11956 0.108525 0.209872 -0.034107 0.997584
AFFX-Vvi- Vvi.8075 Transcr ibed locus, strongly similar to NP_200847.1 elongation factor 1-alpha / EF-1-alpha [A 14226.16 16601.56 15764.47 18105.48 16 13.79626 14.01903 13.94439 14.14414 0.4575365 0.913199 0.51085925 14868 1.0993263 down 13.90764 14.04426 0.157524 0.141244 -0.13662 0.990272
AFFX-Vvi- Vvi.8075 Transcr ibed locus, strongly similar to NP_200847.1 elongation factor 1-alpha / EF-1-alpha [A 13739.98 14638.52 14699.48 17772.88 16 13.74609 13.83748 13.84348 14.11739 0.3213845 1.306624 0.37723595 14143 1.1396953 down 13.79179 13.98043 0.064622 0.193685 -0.188648 0.986506
AFFX-Vvi- Vvi.8075 Transcr ibed locus, strongly similar to NP_200847.1 elongation factor 1-alpha / EF-1-alpha [A 17783.91 17456.43 18434.31 19536.42 16 14.11829 14.09147 14.17011 14.25388 0.1352148 2.435549 0.18166511 12356 1.0770713 down 14.10488 14.21199 0.01896 0.059236 -0.107114 0.992463
AFFX-Vvi- Vvi.7665 Transcr ibed locus, strongly similar to NP_187062.1 glyceraldehyde-3-phosphate dehydrogen 17918.61 18294.12 16388.74 15729.26 16 14.12917 14.15909 14.00042 13.94116 0.0347626 5.222585 0.06342073 9099 1.1276667 up 14.14413 13.97079 0.021157 0.0419 0.173341 1.012407
AFFX-Vvi- Vvi.7665 Transcr ibed locus, strongly similar to NP_187062.1 glyceraldehyde-3-phosphate dehydrogen     16767.6 15551.77 8701.627 15158.19 16 14.03339 13.92479 13.08707 13.88781 0.347768 1.216849 0.40400562 14290 1.4060516 up 13.97909 13.48744 0.07679 0.566209 0.49165 1.036452
AFFX-Vvi- Vvi.7665 Transcr ibed locus, strongly similar to NP_187062.1 glyceraldehyde-3-phosphate dehydrogen 16332.3 14312.08 12090.34 14792.87 16 13.99544 13.80495 13.56157 13.85262 0.3824869 1.110271 0.43811554 14493 1.1432198 up 13.90019 13.70709 0.1347 0.205803 0.193103 1.014088
AFFX-Vvi- Vvi.7665 Transcr ibed locus, strongly similar to NP_187062.1 glyceraldehyde-3-phosphate dehydrogen 14490.2 12598.52 11675.21 11976.58 16 13.82279 13.62097 13.51116 13.54793 0.2016152 1.875099 0.253385 13209 1.1426101 up 13.72188 13.52955 0.142711 0.025999 0.192333 1.014216
AFFX-Vvi- Vvi.7665 Transcr ibed locus, strongly similar to NP_187062.1 glyceraldehyde-3-phosphate dehydrogen 15697.65 15171.65 11793.11 15509.53 16 13.93826 13.88909 13.52566 13.92087 0.4398668 0.956236 0.49429062 14772 1.1410908 up 13.91368 13.72326 0.034769 0.279456 0.190413 1.013875
AFFX-Vvi- Vvi.7665 Transcr ibed locus, strongly similar to NP_187062.1 glyceraldehyde-3-phosphate dehydrogen 17125.77 16212.45 12595.9 15004.51 16 14.06388 13.98482 13.62067 13.87311 0.170831 2.097722 0.22039032 12866 1.2120591 up 14.02435 13.74689 0.055908 0.178504 0.27746 1.020183
AFFX-Vvi- Vvi.7665 Transcr ibed locus, strongly similar to NP_187062.1 glyceraldehyde-3-phosphate dehydrogen     14481.08 15229.4 12146.84 14273.23 16 13.82188 13.89457 13.56829 13.80102 0.2905227 1.423744 0.3461503 13933 1.1278442 up 13.85823 13.68466 0.0514 0.164566 0.173568 1.012683
AFFX-Vvi- Vvi.7665 Transcr ibed locus, strongly similar to NP_187062.1 glyceraldehyde-3-phosphate dehydrogen 12554.26 14257.99 11396.39 13109.91 16 13.61589 13.79948 13.47629 13.67837 0.4404041 0.9549 0.49466133 14780 1.0945643 up 13.70769 13.57733 0.12982 0.142893 0.130356 1.009601
AFFX-Vvi- Vvi.7665 Transcr ibed locus, strongly similar to NP_187062.1 glyceraldehyde-3-phosphate dehydrogen 12444.15 12805.6 11271.08 12923.83 16 13.60318 13.64449 13.46034 13.65775 0.5863667 0.642507 0.63045526 15440 1.0459338 up 13.62383 13.55904 0.029209 0.139589 0.064792 1.004779
AFFX-Vvi- Vvi.7665 Transcr ibed locus, strongly similar to NP_187062.1 glyceraldehyde-3-phosphate dehydrogen 13520.24 13220.76 10317.23 10481.99 16 13.72284 13.69052 13.33277 13.35563 0.0029679 18.31496 0.02750406 1790 1.2856342 up 13.70668 13.3442 0.022851 0.016163 0.3624805 1.027164
AFFX-Vvi- Vvi.7665 Transcr ibed locus, strongly similar to NP_187062.1 glyceraldehyde-3-phosphate dehydrogen 20070.72 19517.8 17420.09 16821.72 16 14.29281 14.2525 14.08847 14.03804 0.0229444 6.487641 0.04855158 7844 1.1562089 up 14.27265 14.06325 0.028499 0.035658 0.2094025 1.01489
AFFX-Vvi-J01347-1_at 6.973784 7.051159 6.548434 6.465061 16 2.801942 2.81786 2.71115 2.692664 0.012518 8.853692 0.0364859 5695 1.0777289 up 2.809901 2.701907 0.011256 0.013071 0.1079943 1.03997
AFFX-Vvi-J01347-1_s_at 6.483052 6.534302 6.059547 6.049901 16 2.696673 2.708033 2.59921 2.596911 0.0030733 17.99673 0.02768036 1838 1.074967 up 2.702353 2.598061 0.008033 0.001625 0.1042924 1.040142
AFFX-Vvi-J01347-2_at 4.9801 5.00641 4.749137 4.848141 16 2.316175 2.323777 2.247665 2.277432 0.0646832 3.738538 0.10054971 10679 1.0406083 up 2.319976 2.262548 0.005375 0.021048 0.0574272 1.025382
AFFX-Vvi-J01347-3_at 3.401638 3.412212 3.288581 3.309769 16 1.76623 1.770707 1.717465 1.726731 0.0120897 9.012094 0.03595679 5579 1.0326636 up 1.768468 1.722098 0.003166 0.006552 0.0463704 1.026927
AFFX-Vvi-J01347-4_at 5.346607 5.389687 5.15703 5.166797 16 2.418624 2.430202 2.36654 2.36927 0.0108977 9.500808 0.03491764 5180 1.0399452 up 2.424413 2.367905 0.008187 0.00193 0.0565076 1.023864
AFFX-Vvi-J01636-1_at 3.918593 3.933672 3.803663 3.822893 16 1.970336 1.975877 1.927389 1.934665 0.0116035 9.202362 0.03549833 5425 1.0295966 up 1.973106 1.931027 0.003918 0.005145 0.0420791 1.021791
AFFX-Vvi-J01636-2_s_at 3.517437 3.524231 3.408501 3.424373 16 1.814525 1.817309 1.769137 1.77584 0.0069105 11.96703 0.03077344 3723 1.0305597 up 1.815917 1.772489 0.001969 0.00474 0.0434281 1.024501
AFFX-Vvi-J01636-3_at 3.809743 3.800837 3.668031 3.694335 16 1.929694 1.926317 1.875006 1.885315 0.0126085 8.821253 0.03657644 5722 1.0337198 up 1.928005 1.88016 0.002387 0.007289 0.0478451 1.025447
AFFX-Vvi-J01636-4_at 4.714016 4.733559 4.574898 4.57847 16 2.236957 2.242925 2.19374 2.194866 0.0043987 15.02796 0.02920871 2496 1.0321399 up 2.239941 2.194303 0.00422 7.96E-04 0.0456385 1.020799
AFFX-Vvi-K01486-1_at 3.743301 3.762688 3.634766 3.65811 16 1.904311 1.911764 1.861863 1.871099 0.0197864 7.003204 0.04476602 7337 1.0292239 up 1.908037 1.866481 0.00527 0.006531 0.0415568 1.022265
AFFX-Vvi-M10961-1_at 3.447997 3.459615 3.342922 3.35586 16 1.785759 1.790612 1.74111 1.746683 0.0068881 11.98661 0.03077344 3711 1.0311747 up 1.788185 1.743896 0.003432 0.003941 0.0442888 1.025396
AFFX-Vvi-M10961-2_at 5.35248 5.398708 5.139167 5.085296 9 2.420208 2.432614 2.361535 2.346332 0.0178368 7.387043 0.04244931 6975 1.0515211 up 2.426411 2.353933 0.008773 0.01075 0.072478 1.03079
AFFX-Vvi-M10961-4_at 5.478023 5.515136 5.209531 5.206966 16 2.453655 2.463397 2.381154 2.380443 0.0039243 15.91607 0.0284879 2286 1.0553544 up 2.458526 2.380798 0.006888 5.02E-04 0.0777277 1.032648
AFFX-Vvi-M15077-1_at 6.03301 6.091731 5.647439 5.630914 16 2.592878 2.606852 2.497597 2.493369 0.0048553 14.29901 0.02937599 2743 1.0750338 up 2.599865 2.495483 0.009881 0.002989 0.104382 1.041828
AFFX-Vvi-M15077-1_s_at 5.127842 5.164514 4.860456 4.859753 16 2.358352 2.368633 2.281092 2.280883 0.003861 16.0469 0.02834254 2260 1.0588548 up 2.363492 2.280987 0.00727 1.48E-04 0.0825047 1.036171
AFFX-Vvi-M57289-1_s_at 3.435686 3.452766 3.320398 3.358365 16 1.780598 1.787752 1.731356 1.747759 0.0379426 4.986512 0.06737138 9349 1.0314099 up 1.784175 1.739558 0.005059 0.011599 0.0446178 1.025649
AFFX-Vvi-M62653-1_at 3.459937 3.481284 3.355013 3.369878 16 1.790746 1.79962 1.746318 1.752696 0.0140115 8.359035 0.03797861 6124 1.0321662 up 1.795183 1.749507 0.006275 0.00451 0.0456754 1.026108
AFFX-Vvi-M62653-1_s_at 5.910148 5.957604 5.568478 5.56338 16 2.563194 2.574732 2.477283 2.475962 0.003931 15.90243 0.02848929 2287 1.0660987 up 2.568963 2.476622 0.008159 9.34E-04 0.092341 1.037285
AFFX-Vvi-NM_131175-1_at 3.310613 3.329982 3.228023 3.241543 16 1.727098 1.735514 1.690651 1.696681 0.0183932 7.271349 0.0431671 7073 1.0264338 up 1.731306 1.693666 0.005951 0.004263 0.0376406 1.022224
AFFX-Vvi-S69414-1_c1_s_at 3.339451 3.352151 3.235117 3.248589 16 1.739611 1.745087 1.693818 1.699813 0.0078568 11.21515 0.0314613 4140 1.0320646 up 1.742349 1.696816 0.003872 0.004239 0.0455333 1.026835
AFFX-Vvi-S69414-1_c2_s_at 3.33761 3.353849 3.234146 3.248589 16 1.738815 1.745818 1.693385 1.699813 0.0106366 9.618613 0.03472738 5084 1.0321964 up 1.742317 1.696599 0.004952 0.004546 0.0457175 1.026947
AFFX-Vvi-S69414-1_c3_s_at 3.33609 3.34969 3.240527 3.254007 16 1.738158 1.744027 1.696228 1.702217 0.0098788 9.986446 0.03379523 4852 1.0294474 up 1.741093 1.699223 0.00415 0.004235 0.0418701 1.024641
AFFX-Vvi-S69414-1_c4_s_at 3.340571 3.34809 3.234451 3.248747 16 1.740095 1.743338 1.693521 1.699883 0.0062336 12.60648 0.03025465 3417 1.0316935 up 1.741716 1.696702 0.002293 0.004499 0.0450144 1.026531
AFFX-Vvi-S69414-1_c5_s_at 3.341563 3.353907 3.244247 3.246291 16 1.740523 1.745843 1.697884 1.698792 0.0036009 16.61948 0.02809704 2126 1.0315721 up 1.743183 1.698338 0.003762 6.42E-04 0.0448447 1.026405
AFFX-Vvi-S69414-1_c6_s_at 3.34236 3.351149 3.233704 3.248466 16 1.740867 1.744656 1.693188 1.699759 0.006646 12.20522 0.03064144 3598 1.0326048 up 1.742761 1.696473 0.002679 0.004646 0.0462883 1.027285
AFFX-Vvi-S69414-1_c7_s_at 3.338673 3.357741 3.232339 3.247864 16 1.739275 1.747491 1.692578 1.699491 0.0126141 8.819266 0.03658449 5723 1.0333636 up 1.743383 1.696035 0.00581 0.004888 0.047348 1.027917
AFFX-Vvi-S69414-1_c8_s_at 3.340822 3.353842 3.232161 3.245394 16 1.740203 1.745815 1.692499 1.698393 0.0072404 11.68827 0.03106787 3868 1.0335176 up 1.743009 1.695446 0.003968 0.004168 0.047563 1.028053
AFFX-Vvi-S69414-1_s_at 3.337559 3.346996 3.239661 3.249404 16 1.738793 1.742867 1.695843 1.700175 0.0047874 14.40083 0.02932456 2702 1.0301262 up 1.74083 1.698009 0.002881 0.003064 0.0428212 1.025218
AFFX-Vvi-U43284-1_s_at 3.369293 3.38658 3.278037 3.747598 16 1.752446 1.759829 1.712832 1.905966 0.6368808 0.551148 0.67778814 15599 1.0376081 down 1.756138 1.809399 0.005221 0.136567 -0.0532616 0.970564
AFFX-Vvi-U46493-1_s_at 4.317452 4.343063 4.157414 4.172179 16 2.11018 2.118713 2.055687 2.060801 0.0077422 11.29883 0.03137725 4095 1.0397254 up 2.114446 2.058244 0.006034 0.003617 0.0562026 1.027306
AFFX-Vvi-U47295-1_at 5.976619 5.99509 5.75963 5.774196 16 2.57933 2.583781 2.525976 2.52962 0.002851 18.68848 0.0270467 1749 1.0379646 up 2.581555 2.527798 0.003148 0.002577 0.0537572 1.021266
AFFX-Vvi-U55943-1_at 5.854298 5.897682 5.628413 5.536279 16 2.549496 2.560148 2.492728 2.468917 0.029689 5.673626 0.05693188 8656 1.0526307 up 2.554822 2.480823 0.007532 0.016837 0.0739994 1.029829
AFFX-Vvi-U55943-1_x_at 5.605251 5.648681 5.29814 5.348071 16 2.486779 2.497914 2.405486 2.419019 0.0117581 9.140623 0.03565072 5474 1.0570872 up 2.492347 2.412252 0.007874 0.009569 0.0800943 1.033203
AFFX-Vvi-U57609-2_s_at 3.268545 3.28055 3.177546 3.193502 16 1.708648 1.713938 1.667913 1.675139 0.0124414 8.88143 0.03639692 5674 1.0279478 up 1.711293 1.671526 0.00374 0.00511 0.039767 1.023791
AFFX-Vvi-U89963-1_at 3.589372 3.581556 3.451497 3.468828 16 1.843731 1.840587 1.787222 1.794448 0.0058428 13.0251 0.03005582 3225 1.0362153 up 1.842159 1.790835 0.002224 0.00511 0.0513238 1.028659
AFFX-Vvi-U89963-1_s_at 3.763752 3.780505 3.651585 3.661438 16 1.912171 1.918579 1.868523 1.87241 0.0068909 11.98414 0.03077344 3713 1.0316179 up 1.915375 1.870467 0.004531 0.002749 0.0449087 1.024009
AFFX-Vvi-U89963-1_x_at 3.365479 3.383465 3.260072 3.278419 16 1.750812 1.758501 1.704904 1.713 0.0145956 8.186422 0.0386161 6274 1.0321872 up 1.754657 1.708952 0.005437 0.005725 0.0457046 1.026744
AFFX-Vvi-X03453-1_at 5.303738 5.358676 5.127778 5.136931 16 2.407009 2.421876 2.358334 2.360907 0.0184146 7.267005 0.04319676 7076 1.0387315 up 2.414443 2.35962 0.010513 0.001819 0.0548227 1.023234
AFFX-Vvi-X03453-2_s_at 19600.35 21038 19618.44 18468.95 16 14.25859 14.36071 14.25992 14.17281 0.2990416 1.389936 0.3545584 14001 1.066794 up 14.30965 14.21637 0.072208 0.061596 0.093281 1.006562
AFFX-Vvi-X58791-1_s_at 4.27542 4.300584 4.104098 4.102346 16 2.096066 2.104533 2.037065 2.036449 0.0044322 14.97072 0.02922683 2516 1.0450286 up 2.100299 2.036757 0.005987 4.36E-04 0.0635424 1.031198
AFFX-Vvi-X58791-2_s_at 4.018336 4.034913 3.869258 3.90207 16 2.006598 2.012538 1.952057 1.96424 0.0169289 7.587808 0.04131321 6802 1.0362841 up 2.009568 1.958148 0.0042 0.008614 0.0514195 1.026259
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APPENDIX 5B 

Supplementary results for Chapter 5 (Molecular mechanisms of flavonol biosynthesis) 

Testing potential transcription factor candidate genes by RT-

PCR expression analysis

To further investigate the expression pattern of candidate genes TC10 and TC12 (and compare it to 

VvFLS1 expression) cDNA from the Shiraz and Chardonnay light induction series and the Shiraz 

hourly induction series as described in Chapter 4 was used in RT-PCR expression analysis (Figure 

5B.1 & 5B.2).  Both candidates gene expression was lower in the shaded fruit compared to the 

exposed fruit and expression was increased in light induced samples.  However, there was a 

difference in the magnitude of expression different between the candidates, where TC12 expression 

was greater.  These results suggest these two putative transcription regulators (TC candidate 10 and 

12) may be involved in the regulation of VvFLS1 expression (based on expression patterns) and 

subsequently warrants further investigation. 
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A

B

Figure 5B.1 RT-PCR expression pattern for candidate genes (TC10 & TC12) in Shiraz & Chardonnay fruit. 
A Expression of VvFLS1 & candidate genes (TC10 (TC43962) & TC12 (TC49275) during development in Shiraz skins, 
pre-flowering (12/11/03), post-veraison (2/2/04) & pre-harvest (23/2/04).  At each time-point, on day 0, shaded fruit (S) 
& exposed fruit (E) was sampled.  The boxes were removed & light induced fruit (L) was sampled on either day 2 (L2) 
or day 4 (L4) (as described in Chapter 4). Data is expressed relative to the expression of VvUBIQ1. Error bars represent 
the standard error (+SEM) for three analytical replicates. 

B Expression of VvFLS1 & candidate genes (TC10 (TC43962) & TC12 (TC49275) during development in Chardonnay 
skins, post-veraison (2/2/04) & pre-harvest (23/2/04).  At each time-point, on day 0, shaded fruit (S) & exposed fruit (E) 
was sampled.  The boxes were removed & light induced fruit (L) was sampled on either day 2 (L2) or day 4 (L4) (as 
described in Chapter 4). Data is expressed relative to the expression of VvUBIQ1. Error bars represent the standard 
error (+SEM) for three analytical replicates. 



Appendix 5A-Supplementary results for Chapter 5 (Molecular mechanisms of flavonol biosynthesis) 

266

Figure 5B.2 RT-PCR expression pattern for candidate genes (TC10 & TC12) in Shiraz (hourly induction). 
Expression of VvFLS1 & candidate genes (TC10 (TC43962, TC12 (TC49275) in Shiraz skins, pre-veraison (9/1/05). 
Boxes were removed on Day 0 & berry skins sampled (along with exposed controls (0-C).  Berries continued to be 
sampled 3, 6 11 hrs & on day 1 & 2 (as described in Chapter 4). Data is expressed relative to the expression of 
VvUBIQ1. Error bars represent the standard error (+SEM) for three analytical replicates. 
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APPENDIX 5C 

Supplementary results for Chapter 5 (Molecular mechanisms of flavonol biosynthesis) 

Nucleotide sequence alignment of grapevine VvFLS1 genomic 

sequences (On CD)

FILE ON CD: Appendix 5C FLS nucleotide alignment (Provided as Microsoft Word document)

Sequences aligned included: VvFLS1 promoter1 (Coding sequence AY257978, genomic sequence 

(this investigation), VvFLS4cs (AB092591), VvFLS1pn (unpublished), VvTC46143. Full-length 

genomic sequences were aligned using ClustralW (http://www.ebi.ac.uk/clustralW/ (Thompson et 

al. 1994) and displayed by GenDoc (http://www.psc.edu/biomed/genedoc).  Dashes indicate 

introduced gaps. Shading represents the degree of sequence identity at each nucleotide position: 

nucleotides conserved between sequences are shaded in black and dark grey shading indicates 

conserved nucleotides in two out of three of the sequences.   

KEY:

  2Kb and 1.5Kb mark in the upstream genomic sequence (from the start codon (ATG)) 

  Start codon (ATG) 

  Start and end of intron sequence 

  Primers used to isolate the VvFLS1 promoter sequence(s) 

  Key DNA binding motifs/elements A
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Supplementary results for Chapter 5 (Molecular mechanisms of flavonol biosynthesis)

Nucleotide sequence alignment of grapevine VvFLS1 genomic 

sequences

Sequences aligned included: VvFLS1 promoter1 (Coding sequence AY257978, genomic sequence 

(this investigation), VvFLS4cs (AB092591), VvFLS1pn (unpublished), VvTC46143. Full-length 

genomic sequences were aligned using ClustralW (http://www.ebi.ac.uk/clustralW/ (Thompson et 

al. 1994) and displayed by GenDoc (http://www.psc.edu/biomed/genedoc).  Dashes indicate 

introduced gaps. Shading represents the degree of sequence identity at each nucleotide position: 

nucleotides conserved between sequences are shaded in black and dark grey shading indicates 

conserved nucleotides in two out of three of the sequences.  

2 Kb and 1.5 Kb mark in the upstream genomic sequence (from the start codon (ATG))

KEY:

Start codon (ATG)

Start and end of intron sequence

Primers used to isolate the VvFLS1 promoter sequence(s)

Key DNA binding motifs/elementsA
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2Kb from start codon

1.5Kb from start codon
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EBOXBNNAPA
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